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LEUKOCYTE EXPRESSION PROFILING 
Field of the Invention . - 

X 

This invention is in the field of expression profiling. In particular, this 
invention is in the field of leukocyte expression profiling. 
Background of the Invention 

Many of the current shortcomings in diagnosis, prognosis, risk stratification 
and treatment of disease can be approached through the identification of the molecular 
mechanisms underlying a disease and through the discovery of nucleotide sequences 
(or sets of nucleotide sequences) whose expression patterns predict the occurrence or 
progression of disease states, or predict a patient's response to a particular therapeutic 
intervention. In particular, identification of nucleotide sequences and sets of 
nucleotide sequences with such predictive value from cells and tissues that are readily 
accessible would be extremely valuable. For example, peripheral blood is attainable 
from all patients and can easily be obtained at multiple time points at low cost. This 
is a desirable contrast to most other cell and tissue types, which are less readily 
accessible, or accessible only through invasive and aversive procedures. In addition, 
the various cell types present in circulating blood are ideal for expression profiling 
experiments as the many cell types in the blood specimen can be easily separated if 
desired prior to analysis of gene expression. While blood provides a very attractive 
substrate for the study of diseases using expression profiling techniques, and for the 
development of diagnostic technologies and the identification of therapeutic targets, 
the value of expression profiling in blood samples rests on the degree to which 
changes in gene expression in these cell types are associated with a predisposition to, 
and pathogenesis and progression of a disease. 

There is an extensive literature supporting the role of leukocytes, e.g., T-and 
B-lymphocytes, monocytes and granulocytes, including neutrophils, in a wide range 
of disease processes, including such broad classes as cardiovascular diseases, 
inflammatory, autoimmune and rheumatic diseases, infectious diseases, transplant 
rejection, cancer and malignancy, and endocrine diseases. For example, among 
cardiovascular diseases, such commonly occurring diseases as atherosclerosis, 
restenosis, transplant vasculopathy and acute coronary syndromes all demonstrate 
significant T cell involvement (Smith-Norowitz et al. (1999) Clin Immunol 93:168- 
175; Jude et al (1994) Circulation 90:1662-8; Belch et al. (1997) Circulation 
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95:2027-31). These diseases are now recognized as manifestations of chronic 
inflammatory disorders resulting from an ongoing response to an injury process in the 
arterial tree (Ross et al. (1999) Ann Thorac Surg 67:1428-33). Differential expression 
of lymphocyte, monocyte and neutrophil genes and their products has been 
demonstrated clearly in the literature. Particularly interesting are examples of 
differential expression in circulating cells of the immune system that demonstrate 
specificity for a particular disease, such as arteriosclerosis, as opposed to a 
generalized association with other inflammatory diseases, or for example, with 
unstable angina rather than quiescent coronary disease. 

A number of individual genes, e.g., CDllb/CD18 (Kassirer et al. (1999) Am 
Heart J 138:555-9); leukocyte elastase (Amaro et al. (1995) Eur Heart J 16:615-22; 
and CD40L (Aukrust et al. (1999) Circulation 100:614-20) demonstrate some degree 
of sensitivity and specificity as markers of various vascular diseases. In addition, the 
identification of differentially expressed target and fingerprint genes isolated from 
purified populations of monocytes manipulated in various in vitro paradigms has been 
proposed for the diagnosis and monitoring of a range of cardiovascular diseases, see, 
e.g., US Patents Numbers 6,048,709; 6,087,477; 6,099,823; and 6,124,433 
"COMPOSITIONS AND METHODS FOR THE TREATMENT AND DIAGNOSIS 
OF CARDIOVASCULAR DISEASE" to Falb (see also, WO 97/30065). Lockhart, in 
US Patent Number 6,033,860 "EXPRESSION PROFILES IN ADULT AND FETAL 
ORGANS" proposes the use of expression profiles for a subset of identified genes in 
the identification of tissue samples, and the monitoring of drug effects. 

The accuracy of technologies based on expression profiling for the diagnosis, 
prognosis, and monitoring of disease would be dramatically increased if numerous 
differentially expressed nucleotide sequences, each with a measure of specificity for a 
disease in question, could be identified and assayed in a concerted manner. In order 
to achieve this improved accuracy, the appropriate sets of nucleotide sequences need 
to be identified and validated against numerous samples in combination with relevant 
clinical data. The present invention addresses these and other needs, and applies to 
any disease or disease state for which differential regulation of genes, or other 
nucleotide sequences, of peripheral blood can be demonstrated. 
Summary of the Invention 

The present invention is thus directed to a system for detecting differential 
gene expression. In one format, the system has one or more isolated DNA molecules 
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wherein each isolated DNA molecule detects expression of a gene selected from the 
group of genes corresponding to the oligonucleotides depicted in the Sequence 
Listing. It is understood that the DNA sequences and oligonucleotides of the 
invention may have slightly different sequences that those identified herein. Such 
sequence variations are understood to those of ordinary skill in the art to be variations 
in the sequence which do not significantly affect the ability of the sequences to detect 
gene expression. 

The sequences encompassed by the invention have at least 40-50, 50-60, 70- 
80, 80-85, 85-90, 90-95 % or 95-100% sequence identity to the sequences disclosed 
herein. In some embodiments, DNA molecules are less than about any of the 
following lengths (in bases or base pairs): 10,000; 5,000; 2500; 2000; 1500; 1250; 
1000; 750; 500; 300; 250; 200; 175; 150; 125; 100; 75; 50; 25; 10. In some 
embodiments, DNA molecule is greater than about any of the following lengths (in 
bases or base pairs): 10; 15; 20; 25; 30; 40; 50; 60; 75; 100; 125; 150; 175; 200; 250; 
300; 350; 400; 500; 750; 1000; 2000; 5000; 7500; 10000; 20000; 50000. Alternately, 
a DNA molecule can be any of a range of sizes having an upper limit of 10,000; 
5,000; 2500; 2000; 1500; 1250; 1000; 750; 500; 300; 250; 200; 175; 150; 125; 100; 
75; 50; 25; or 10 and an independently selected lower limit of 10; 15; 20; 25; 30; 40; 
50; 60; 75; 100; 125; 150; 175; 200; 250; 300; 350; 400; 500; 750; 1000; 2000; 5000; 
7500 wherein the lower limit is less than the upper limit. 

The gene expression system may be a candidate library, a diagnostic agent, a 
diagnostic oligonucleotide set or a diagnostic probe set. The DNA molecules may be 
genomic DNA, protein nucleic acid (PNA), cDNA or synthetic oligonucleotides. 

In one format, the gene expression system is immobilized on an array. The 
array may be a chip array, a plate array, a bead array, a pin array, a membrane array, a 
solid surface array, a liquid array, an oligonucleotide array, a polynucleotide array, a 
cDNA array, a microfilter plate, a membrane or a chip. 

In one format, the genes detected by the gene expression system are selected 
from the group of genes corresponding to the oligonucleotides depicted in SEQ ID 
NO:2476, SEQ ID NO: 2407, SEQ ID NO.2192, SEQ ID NO: 2283, SEQ ID 
NO:6025, SEQ ID NO: 4481, SEQ ID NO:3761, SEQ ID NO: 3791, SEQ ID 
NO:4476, SEQ ID NO: 4398, SEQ ID NO:7401, SEQ ID NO: 1796, SEQ ID 
NO:4423, SEQ ID NO: 4429, SEQ ID NO:4430, SEQ ID NO: 4767, SEQ ID 
NO:4829 and SEQ ID NO: 8091.' 
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The present invention is further directed to a diagnostic agent comprising an 
oligonucleotide wherein the oligonucleotide has a nucleotide sequence selected from 
the Sequence Listing wherein the oligonucleotide detects expression of a gene that is 
differentially expressed in leukocytes hi an individual over time. In one format, the 
oligonucleotide has a nucleotide sequence selected from the group consisting of SEQ 
ID NO:2476, SEQ ID NO: 2407, SEQ ID NO:2192, SEQ ID NO: 2283, SEQ ID 
NO:6025, SEQ ID NO: 4481, SEQ ID NO:3761, SEQ ID NO: 3791, SEQ ID 
NO:4476, SEQ ID NO: 4398, SEQ ID NO:7401, SEQ ID NO: 1796, SEQ ID 
N0.4423, SEQ ID NO: 4429, SEQ ID NO:4430, SEQ ID NO: 4767, SEQ ID 
NO:4829 and SEQ ID NO: 8091 

The present invention is futher directed to a system for detecting gene 
expression in leukocytes comprising an isolated DNA molecule wherein the isolated 
DNA molecule detects expression of a gene wherein the gene is selected from the 
group of genes corresponding to the oligonucleotides depicted in the Sequence Listing 
and the gene is differentially expressed in the leukocytes in an individual with at least 
one disease criterion for a disease selected from Table 1 as compared to the 
expression of the gene in leukocytes in an individual without the at least one disease 
criterion. 

The present invention is further directed to a gene expression candidate library 
comprising at least two oligonucleotides wherein the oligonucleotides have a 
sequence selected from those oligonucleotide sequences listed in Table 2, Table 3, 
and the Sequence Listing. Table 3 encompasses Tables 3A, 3B and 3C. The 
oligonucleotides of the candidate library may comprise deoxyribonucleic acid (DNA), 
ribonucleic acid (RNA), protein nucleic acid (PNA), synthetic oligonucleotides, or 
genomic DNA. 

In one embodiment, the candidate library is immobilized on an array. The 
array may comprises one or more of: a chip array, a plate array, a bead array, a pin 
array, a membrane array, a solid surface array, a liquid array, an oligonucleotide 
array, a polynucleotide" array or a cDNA array, a microtiter plate, a pin array, a bead 
array, a membrane or a chip. Individual members of the libraries are may be 
separately immobilized. 

The present invention is further directed to a diagnostic oligonucleotide set for 
a disease having at least two oligonucleotides wherein the oligonucleotides have a 
sequence selected from those oligonucleotide sequences listed in Table 2, Table 3, or 
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the Sequence Listing which are differentially expressed in leukocytes genes in an 
individual with at least one disease criterion for at least one leukocyte-related disease 
as compared to the expression in leukocytes in an individual without the at least one 
disease criterion, wherein expression of the two or more genes of the gene expression 
library is correlated with at least one disease criterion. 

The present invention is further directed to a diagnostic oligonucleotide set for 
a disease having at least one oligonucleotide wherein the oligonucleotide has a 
sequence selected from those sequences listed in Table 2, Table 3, or the sequence 
listing which is differentially expressed in leukocytes in an individual with at least 
one disease criterion for a disease selected from Table 1 as compared toleukocytes in 
an individual without at least one disease criterion, wherein expression of the at least 
one gene from the gene expression library is correlated with at least one disease 
criterion, wherein the differential expression of the at least one gene has not 
previously been described. In one format, two or more oligonucleotides are utilized. 

In the diagnostic oligonucleotide sets of the invention the disease criterion 
may include data selected from patient historic, diagnostic, prognostic, risk prediction, 
therapeutic progress, and therapeutic outcome data. This includes lab results, 
radiology results, pathology results such as histology, cytology and the like, physical 
examination findings, and medication lists. 

In the diagnostic oligonucleotide sets of the invention the leukocytes comprise 
peripheral blood leukocytes or leukocytes derived from a non-blood fluid. The non- 
blood fluid may be selected from colon, sinus, spinal fluid, saliva, lymph fluid, 
esophagus, small bowel, pancreatic duct, biliary tree, ureter, vagina, cervix uterus and 
pulmonary lavage fluid. 

In the diagnostic oligonucleotide sets of the invention the leukocytes may 
include leukocytes derived from urine or a joint biopsy sample or biopsy of any other 
tissue or may be T-lymphocytes. 

In the diagnostic oligonucleotide sets of the invention the disease may be 
selected from cardiac allograft rejection, kidney allograft rejection, liver allograft 
rejection, atherosclerosis, congestive heart failure, systemic lupus erythematosis 
(SLE), rheumatoid arthritis, osteoarthritis, and cytomegalovirus infection. 

The diagnostic oligonucleotide sets of the invention may further include one 
or more cytomegalovirus (CMV) nucleotide sequences, wherein expression of the 
CMV nucleotide sequence is correlated with CMV infection. 
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The diagnostic nucleotide sets of the invention may further include one or 
more Epstein-Barr virus (EBV) nucleotide sequences, wherein expression of the one 
or more EBV nucleotide sequences is correlated with EBV infection. 

In the present invention, expression may be differential expression, wherein 
the differential expression is one or more of a relative increase in expression, a 
relative decrease in expression, presence of expression or absence of expression, 
presence of disease or absence of disease. The differential expression may be RNA 
expression or protein expression. The differential expression may be between two or 
more samples from the same patient taken on separate occasions or between two or 
more separate patients or between two or more genes relative to each other. 

The present invention is further directed to a diagnostic probe set for a disease 
where the probes correspond to at least one oligonucleotide wherein the 
oligonucleotides have a sequence ssuch as those listed in Table 2, Table 3, or the 
Sequence Listing which is differentially expressed in leukocytes in an individual with 
at least one disease criterion for a disease selected from Table 1 as comapared to 
leukocytes in an individual without the at least one disease criterion, wherein 
expression of the oligonucleotide is correlated with at least one disease criterion, and 
further wherein the differential expression of the at least one nucleotide sequence has 
not previously been described. 

The present invention is further directed to a diagnostic probe set wherein the 
probes include one or more of probes useful for proteomics and probes for nucleic 
acids cDNA, or synthetic oligonucleotides. 

The present invention is further directed to an isolated nucleic acid having a 
sequences such as those listed in Table 3B or Table 3C or the Sequence Listing. 

The present invention is further directed to polypeptides wherein the 
polypeptides are encoded by the nucleic acid sequences in Tables 3B, 3C and the 
Sequence Listing. 

The present invention is further directed to a polynucleotide expression vector 
containing the polynucleotide of Tables 3B-3C or the Sequence Listing in operative 
association with a regulatory element which controls expression of the polynucleotide 
in a host cell. The present invention is further directed to host cells transformed with 
the expression vectors of the invention. The host cell may be prokaryotic or 
eukaryotic. 
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The present invention is further directed to fusion proteins produced by the 
host cells of the invention. The present invention is further directed to antibodies 
directed to the fusion proteins of the invention. The antibodies may be monoclonal or 
polyclonal antibodies. 

The present invention is further directed to kits compzising the diagnostic 
oligonucleotide sets of the invention. The kits may include instructions for use of the 
kit. 

The present invention is further directed to a method of diagnosing a disease 
by obtaining a leukocyte sample from an individual, hybridizing nucleic acid derived 
from the leukocyte sample with a diagnostic oligonucleotide set, and comparing the 
expression of the diagnostic oligonucleotide set with a molecular signature indicative 
of the presence or absence of the disease. 

The present invention is further directed to a method of detecting gene 
expression by a) isolating RNA and b) hybridizing the RNA to isolated DNA 
molecules wherein the isolated DNA molecules detect expression of a gene wherein 
the gene corresponds to one of the oligonucleotides depicted in the Sequence Listing. 

The present invention is further directed to a method of detecting gene 
expression by a) isolating RNA; b) converting the RNA to nucleic acid derived from 
the RNA and c) hybridizing the nucleic acid derived from the RNA to isolated DNA 
molecules wherein the isolated DNA molecules detect expression of a gene wherein 
the gene corresponds to one of the oligonucleotides depicted in the Sequence Listing. 
In one format, the nucleic acid derived from the RNA is cDNA. 

The present invention is further directed to a method of detecting gene 
expression by a) isolating RNA; b) converting the RNA to cRNA or aRNA and c) 
hybridizing the cRNA or aRNA to isolated DNA molecules wherein the isolated DNA 
molecules detect expression of a gene corresponding to one of the oligonucleotides 
depicted in the Sequence Listing. 

The present invention is further directed to a method of monitoring 
progression of a disease by obtaining a leukocyte sample from an individual, 
hybridizing the nucleic acid derived from leukocyte sample with a diagnostic 
oligonucleotide set, and comparing the expression of the diagnostic oligonucleotide 
set with a molecular signature indicative of the presence or absence of disease 
progression. 
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The present invention is further directed to a method of monitoring the rate of 
progression of a disease by obtaining a leukocyte sample from an individual, 
hybridizing the nucleic acid derived from leukocyte sample with a diagnostic 
oligonucleotide set, and comparing the expression of the diagnostic oligonucleotide 
set with a molecular signature indicative of the presence or absence of disease 
progression. 

The present invention is further directed to a method of predicting therapeutic 
outcome by obtaining a leukocyte sample from an individual, hybridizing the nucleic 
acid derived from leukocyte sample with a diagnostic oligonucleotide set, and 
comparing the expression of the diagnostic oligonucleotide set with a molecular 
signature indicative of the predicted therapeutic outcome. 

The present invention is further directed to a method of determining prognosis 
by obtaining a leukocyte sample from an individual, hybridizing the nucleic acid 
derived from leukocyte sample with a diagnostic oligonucleotide set, and comparing 
the expression of the diagnostic oligonucleotide set with a molecular signature 
indicative of the prognosis. 

The present invention is further directed to a method of predicting disease 
complications by obtaining a leukocyte sample from an individual, hybridizing 
nucleic acid derived from the leukocyte sample with a diagnostic oligonucleotide set, 
and comparing the expression of the diagnostic oligonucleotide set with a molecular 
signature indicative of the presence or absence of disease complications. 

The present invention is further directed to a method of monitoring response 
to treatment, by obtaining a leukocyte sample from an individual, hybridizing the 
nucleic acid derived from leukocyte sample with a diagnostic oligonucleotide set, and 
comparing the expression of the diagnostic oligonucleotide set with a molecular 
signature indicative of the presence or absence of response to treatment. 

In the methods of the invention the invention may further include 
characterizing the genotype of the individual, and comparing the genotype of the 
individual with a diagnostic genotype, wherein the diagnostic genotype is correlated 
with at least one disease criterion. The genotype may be analyzed by one or more 
methods selected from the group consisting of Southern analysis, RFLP analysis, 
PCR, single stranded conformation polymorphism and SNP analysis. 

The present invention is further directed to a method of non-invasive imaging 
by providing an imaging probe for a nucleotide sequence that is differentially 
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expressed in leukocytes from an individual with at least one disease criterion for at 
least one leukocyte-implicated disease where leukocytes localize at the site of disease, 
wherein the expression of the at least one nucleotide sequence is correlated with the at 
least one disease criterion by (a) contacting the probe with a population of leukocytes; 
(b) allowing leukocytes to localize to the site of disease or injury and (c) detecting an 
image. 

The present invention is further directed to a control RNA for use in 
expression profile analysis, where the RNA extracted from the buffy coat samples 
isfrom at least four individuals. 

The present invention is further directed to a method of collecting expression 
profiles, comprising comparing the expression profile of an individual with the 
expression profile of buffy coat control RNA, and analyzing the profile. 

The present invention is further directed to a method of RNA preparation 
suitable for diagnostic expression profiling by obtaining a leukocyte sample from a 
subject, adding actinomycin-D to a final concentration of 1 ug/ml, adding 
cycloheximide to a final concentration of 10 ug/ml, and extracting RNA from the 
leukocyte sample. In the method of RNA preparation of the invention the 
actinomycin-D and cycloheximide may be present in a sample tube to which the 
leukocyte sample is added. The method may further include centrifuging the sample 
at 4°C to separate mononuclear cells. 

The present invention is further directed to a leukocyte oligonucleotide set 
including at least two oligonucleotides which are differentially expressed in 
leukocytes undergoing adhesion to an endothelium relative to expression in 
leukocytes not undergoing adhesion to an endothelium, wherein expression of the 
two oligonucleotides is correlated with the at least one indicator of adhesion state. 

The present invention is further directed to a method of identifying at least one 
diagnostic probe set for assessing atherosclerosis by (a) providing a library of 
candidate oligonucleotides, which candidate oligonucleotides are differentially 
expressed in leukocytes which are undergoing adhesion to an endothelium relative to 
their expression in leukocytes that are not undergoing adhesion to an endothelium; (b) 
assessing expression of two or more oligonucleotides, which two or more 
oligonucleotides correspond to components of the library of candidate 
oligonucleotides, in a subject sample of leukocytes; (c) correlating expression of the 
two or more oligonucleotides with at least one criterion, which criterion includes one 

9 



WO 02/057414 



PCT/US01/47856 



or more indicators of adhesion to an endothelium; and, (d) recording the molecular 
signature in a database. 

The present invention is further directed to a method of identifying at least one 
diagnostic probe set for assessing atherosclerosis by (a) providing a library of 
candidate oligonucleotides, which candidate oligonucleotides are differentially 
expressed in leukocytes which are undergoing adhesion to an endothelium relative to 
their expression in leukocytes that are not undergoing adhesion to an endothelium; (b) 
assessing expression of two or more oligonucleotides, which two or more 
oligonucleotides correspond to components of the library of candidate nucleotide 
sequences, in a subject sample of epithelial cells; (c) correlating expression of the two 
or more nucleotide sequences with at least one criterion, which criterion comprises 
one or more indicator of adhesion to an endothelium; and(d) recording the molecular 
signature in a database. 

The present invention is further directed to methods of leukocyte expression 
profiling including methods of analyzing longitudinal clinical and expression data. 
The rate of change and/or magnitude and direction of change of gene expression can 
be correlated with disease states and the rate of change of clinical conditions/data 
and/or the magnitude and direction of changes in clinical data. Correlations may be 
discovered by examining these expression or clinical changes that are not found in the 
absence of such changes. 

The present invention is further directed to methods of leukocyte profiling for 
analysis and/or detection of one or more viruses. The yirus may be CMV, HTV, 
hepatitis or other viruses. Both viral and human leukocyte genes can be subjected to 
expression profiling for these purposes. 

Brief Description of the Sequence Listing 

The table below gives a description of the sequence listing. There are 8830 
entries. The Sequence Listing presents 50mer oligonucleotide sequences derived 
from human leukocyte, plant and viral genes. These are listed as SEQ IDs 1-8143. 
The 50mer sequences and their sources are also displayed in Table 8. Most of these 
50mers were designed from sequences of genes in Tables 2, 3 A, B and C and the 
Sequence listing. 

SEQ IDs 8144-8766 are the cDNA sequences derived from human leukocytes 
that were not homologous to UniGene sequences or sequences found in dbEST at the 
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time they were searched. Some of these sequences match human genomic sequences 
and are listed in Tables 3B and C. The remaining clones are putative cDNA 
sequences that contained less than 50% masked nucleotides when submitted to 
RepeatMasker, were longer than 147 nucleotides, and did not have significant 
similarity to the UniGene Unique database, dbEST, the NR nucleotide database of 
Genbank or the assembled human genome of Genbank. 

SEQ IDs 8767-8770, 8828-8830 and 8832are sequences that appear in the 
text and examples (primer, masked sequences, exemplary sequences, etc.). 

SEQ IDs 8771-8827 are CMV PCR primers described in Example 17. 

Brief Description of the Figures 

Figure 1: Figure 1 is a schematic flow chart illustrating a schematic 
instruction set for characterization of the nucleotide sequence and/or the predicted 
protein sequence of novel nucleotide sequences. 

Figure 2: Figure 2 depicts the components of an automated RNA preparation 
machine. 

Figure 3: Figure 3 describes kits useful for the practice of the invention. 
Figure 3 A describes the contents of a kit useful for the discovery of diagnostic 
nucleotide sets. Figure 3B describes the contents of a kit useful for the application of 
diagnostic nucleotide sets. 

Figure 4 shows the results of six hybridizations on a mini array graphed (n=6 
for each column). The error bars are the SEM. This experiment shows that the 
average signal from AP prepared RNA is 47% of the average signal from GS prepared 
RNA for both Cy3 and Cy5. 

Figure 5 shows the average background subtracted signal for each of nine 
leukocyte-specific genes on a mini array. This average is for 3-6 of the above- 
described hybridizations for each gene. The error bars are the SEM. 

Figure 6 shows the ratio of Cy3 to Cy5 signal for a number of genes. After 
normalization, this ratio corrects for variability among hybridizations and allows 
comparison between experiments done at different times. The ratio is calculated as 
the Cy3 background subtracted signal divided by the Cy5 background subtracted 
signal. Each bar is the average for 3-6 hybridizations. The error bars are SEM. 

Figure 7 shows data median Cy3 background subtracted signals for control 
RNAs using mini arrays. 
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Figure 8 shows data from an array hybridization. 

Figure 9 shows a comparison of gene expression in samples obtained from 
cardiac transplant patients wth low rejection grade and high rejection grade. 

Figure 10 shows differential gene expression between samples from patients 
with grade 0 and grade 3 A rejection. 
Brief Description of the Tables 

Table 1: Table 1 lists diseases or conditions amenable to study by leukocyte 
profiling. 

Table 2: Table 2 describes genes and other nucleotide sequences identified 
using data mining of publically available publication databases and nucleotide 
' sequence databases. Corresponding Unigene (build 133) cluster numbers are listed 
with each gene or other nucleotide sequence. 

Table 3A: Table 3 A describes 48 clones whose sequences align to two or 
more non-contiguous sequences on the same assembled human contig of genomic 
sequence. The Accession numbers are from the March 15, 2001 build of the human 
genome. The file date for the downloaded data was 4/1 7/01. The alignments of the 
clone and the contig are indicated in the table. The start and stop offset of each 
matching region is indicated in the table. The sequence of the clones themselves is 
included in the sequence listing. The alignments of these clones strongly suggest that 
they are novel nucleotide sequences. Furthermore, no EST or mRNA aligning to the 
clone was found in the database. These sequences may prove useful for the prediction 
of clinical outcomes. 

Table 3B: Table 3B describes Identified Genomic Regions that code for 
novel mRNAs. The table contains 591 identified genomic regions that are highly 
similar to the cDNA clones. Those regions that are within -100 to 200 Kb of each 
other on the same contig are likely to represent exons of the same gene. The 
indicated clone is exemplary of the cDNA clones that match the indicated genomic 
region. The "number clones" column indicates how many clones were isolated from 
the libraries that are similar to the indicated region of the chromosome. The 
probability number is the likelihood that region of similarity would occur by chance 
on a random sequence. The Accession numbers are from the March 15, 2001 build 
of the human genome. The file date for the downloaded data was 4/17/01 . These 
sequences may prove useful for the prediction of clinical outcomes. 
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Table 3C: Table 3C describes differentially expressed nucleotide sequences 
useful for the prediction of clinical outcomes. This table contains 4517 identified 
cDNAs and cDNA regions of genes that are members of a leukocyte candidate 
library, for use in measuring the expression of nucleotide sequences that could 
subsequently be correlated with human clinical conditions. The regions of similarity 
were found by searching three different databases for pair wise similarity using blastn. 
The three databases were UniGene Unique build 3/30/01, file Hs.seq.uniq.Z; the 
downloadable database at ftp.ncbi.nhn.nih.com/blast/db/est human.Z with date 4/8/01 
which is a section of Genbank version 122; and the non-redundant section of Genbank 
ver 123. The Hs.XXXXX numbers represent UniGene accession numbers from the 
Hs.seq.uniq.Z file of 3/30/01. The clone sequences are not in the sequence listing. 

Table 4: Table 4 describes patient groups and diagnostic gene sets 

Table 5: Table 5 describes the nucleotide sequence databases used in the 
sequence analysis described herein. 

Table 6: Table 6 describes the algorithms and software packages used for 
exon and polypeptide prediction used in the sequence analysis described herein. 

Table 7: Table 7 describes the databases and algorithms used for the protein 
sequence analysis described herein. 

Table 8: Table 8 describes leukocyte probes spotted on the microarrays. 

Table 9: Table 9 describes Cardiac Transplant patient RNA samples and array 
hybridizations. 

Table 10: Table 10 describes differentially expressed probes identified when 
comparing leukocyte expression profiles obtained from high and low grade cardiac 
transplant rejection patients. 

Detailed Description of the Invention 
Definitions 

Unless defined otherwise, all scientific and technical terms are understood to 
have the same meaning as commonly used in the art to which they pertain. For the 
purpose of the present invention, the following terms are defined below. 

In the context of the invention, the term f, gene expression system" refers to 
any system, device or means to detect gene expression and includes diagnostic agents, 
candidate libraries, oligonucleotide sets or probe sets. 
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The term "diagnostic oligonucleotide set" generally refers to a set of two or 
more oligonucleotides that, when evaluated for differential expression of their 
products, collectively yields predictive data. Such predictive data typically relates to 
diagnosis, prognosis, monitoring of therapeutic outcomes, and the like. In general, 
the components of a diagnostic oligonucleotide set are distinguished from nucleotide 
sequences that are evaluated by analysis of the DNA to directly determine the 
genotype of an individual as it correlates with a specified trait or phenotype, such as a 
disease, in that it is the pattern of expression of the components of the diagnostic 
nucleotide set, rather than mutation or polymorphism of the DNA sequence that 
provides predictive value. It will be understood that a particular component (or 
member) of a diagnostic nucleotide set can, in some cases, also present one or more 
mutations, or polymorphisms that are amenable to direct genotyping by any of a 
variety of well known analysis methods, e.g., Southern blotting, RFLP, AFLP, SSCP, 
SNP,andthe like. 

A "disease specific target oligonucleotide sequence" is a gene or other 
oligonucleotide that encodes a polypeptide, most typically a protein, or a subunit of a 
multi-subunit protein, that is a therapeutic target for a disease, or group of diseases. 

A "candidate library" or a "candidate oligonucleotide library" refers to a 
collection of oligonucleotide sequences (or gene sequences) that by one or more 
criteria have an increased probability of being associated with a particular disease or 
group of diseases. The criteria can be, for example, a differential expression pattern 
in a disease state or in activated or resting leukocytes in vitro as reported in the 
scientific or technical literature, tissue specific expression as reported in a sequence 
database, differential expression in a tissue or cell type of interest, or the like. 
Typically, a candidate library has at least 2 members or components; more typically, 
the library has in excess of about 10, or about 100, or about 1000, or even more, 
members or components. 

The term "disease criterion" is used herein to designate an indicator of a 
disease, such as a diagnostic factor, a prognostic factor, a factor indicated by a 
medical or family history, a genetic factor, or a symptom, as well as an overt or 
confirmed diagnosis of a disease associated with several indicators such as those 
selected from the above list. A disease criterian includes data describing a patient's 
health status, including retrospective or prospective health data, e.g. in the form of the 
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patient's medical history, laboratory test results, diagnostic test result, clinical events, 
medications, lists, response(s) to treatment and risk factors, etc. 

The terms "molecular signature" or "expression profile" refers to the 
collection of expression values for a plurality (e.g., at least 2, but frequently about 10, 
about 100, about 1000, or more) of members of a candidate library. In many cases, 
the molecular signature represents the expression pattern for all of the nucleotide 
sequences in a library or array of candidate or diagnostic nucleotide sequences or 
genes. Alternatively, the molecular signature represents the expression pattern for 
one or more subsets of the candidate library. The term "oligonucleotide" refers to two 
or more nucleotides. Nucleotides may be DNA or RNA, naturally occurring or 
synthetic. 

The term "healthy individual," as used herein, is relative to a specified disease 
or disease criterion. That is, the individual does not exhibit the specified disease 
criterion or is not diagnosed with the specified disease. It will be understood, that the 
individual in question, can, of course, exhibit symptoms, or possess various indicator 
factors for another disease. 

Similarly, an "individual diagnosed with a disease" refers to an individual 
diagnosed with a specified disease (or disease criterion). Such an individual may, or 
may not, also exhibit a disease criterion associated with, or be diagnosed with another 
(related or unrelated) disease. 

An "array" is a spatially or logically organized collection, e.g., of 
oligonucleotide sequences or nucleotide sequence products such as RNA or proteins 
encoded by an oligonucleotide sequence. In some embodiments, an array includes 
antibodies or other binding reagents specific for products of a candidate library. 

When referring to a pattern of expression, a "qualitative" difference in gene 
expression refers to a difference that is not assigned a relative value. That is, such a 
difference is designated by an "all or nothing" valuation. Such an all or nothing 
variation can be, for example, expression above or below a threshold of detection (an 
on/off pattern of expression). Alternatively, a qualitative difference can refer to 
expression of different types of expression products, e.g., different alleles (e.g., a 
mutant or polymorphic allele), variants (including sequence variants as well as post- 
translationally modified variants), etc. 

In contrast, a "quantitative" difference, when referring to a pattern of gene 
expression, refers to a difference in expression that can be assigned a value on a 



15 



WO 02/057414 



PCT/US01/47856 



graduated scale, (e.g., a 0-5 or 1-10 scale, a + - +++ scale, a grade 1- grade 5 scale, or 
the like; it will be understood that the numbers selected for illustration are entirely 
arbitrary and in no-way are meant to be interpreted to limit the invention). 
Gene Expression Systems of the Invention 

The invention is directed to a gene expression system having one or more 
oligonucleotides wherein the one or more oligonucleotides has a nucleotide sequence 
which detects expression of a gene corresponding to the oligonucleotides depicted in 
the Sequence Listing. In one format, the oligonucleotide detects expression of a gene 
that is* differentially expressed in leukocytes. The gene expression system may be a 
candidate library, a diagnostic agent, a diagnostic oligonucleotide set or a diagnostic 
probe set. The DNA molecules may be genomic DNA, protein nucleic acid (PNA), 
cDNA or synthetic oligonucleotides. Following the procedures taught herein, one can 
identity sequences of interest for analyzing gene expression in leukocytes. Such 
sequences may be predictive of a disease state. 

Diagnostic oligonucleotides of the invention 

The invention relates to diagnostic nucleotide set(s) comprising members of 
the leukocyte candidate library listed in Table 2, Table 3 and in the Sequence Listing, 
for which a correlation exists between the health status of an individual, and the 
individual's expression of RNA or protein products corresponding to the nucleotide 
sequence. In some instances, only one oligonucleotide is necessary for such 
detection. Members of a diagnostic oligonucleotide set may be identified by any 
means capable of detecting expression of RNA or protein products, including but not 
limited to differential expression screening, PCR, RT-PCR, SAGE analysis, high- 
throughput sequencing, microarrays, liquid or other arrays, protein-based methods 
(e.g., western blotting, proteomics, and other methods described herein), and data 
mining methods, as further described herein. 

In one embodiment, a diagnostic oligonucleotide set comprises at least two 
oligonucleotide sequences listed in Table 2 or Table 3 or the Sequence Listing which 
are differentially expressed in leukocytes in an individual with at least one disease 
criterion for at least one leukocyte-implicated disease relative to the expression in 
individual without the at least one disease criterion, wherein expression of the two or 
more nucleotide sequences is correlated with at least one disease criterion, as 
described below. In another embodiment, a diagnostic nucleotide set comprises 
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at least one oligonucleotide having an oligonucleotide sequence listed in Table 2 or 3 
or the Sequence Listing which is differentially expressed, and further wherein the 
differential expression/correlation has not previously been described. In some 
embodiments, the diagnostic nucleotide set is immobilized on an array. 

The invention also provides diagnostic probe sets. It is understood that a 
probe includes any reagent capable of specifically identifying a nucleotide sequence 
of the diagnostic nucleotide set, including but not limited to a DNA, a RNA, cDNA, 
synthetic oligonucleotide, partial or full-length nucleic acid sequences. In addition, 
the probe may identify the protein product of a diagnostic nucleotide sequence, 
including, for example, antibodies and other affinity reagents. It is also understood 
that each probe can correspond to one gene, or multiple probes can correspond to one 
gene, or both, or one probe can correspond to more than one gene. 

Homologs and variants of the disclosed nucleic acid molecules may be used in 
the present invention. Homologs and variants of these nucleic acid molecules will 
possess a relatively high degree of sequence identity when aligned using standard 
methods. The sequences encompassed by the invention have at least 40-50, 50-60, 
70-80, 80-85, 85-90, 90-95 or 95-100% sequence identity to the sequences disclosed 
herein. 

It is understood that for expression profiling, variations in the disclosed 
sequences will still permit detection of gene expression. The degree of sequence 
identity required to detect gene expression varies depending on the length of the 
oligomer. For a 60 mer, 6-8 random mutations or 6-8 random deletions in a 60 mer 
do not affect gene expression detection. Hughes, TR, et al. "Expression profiling 
using microarrays fabricated by an ink-jet oligonucleotide synthesizer. Nature 
Biotechnology, 19:343-347(2001). As the length of the DNA sequence is increased, 
the number of mutations or deletions permitted while still allowing gene expression 
detection is increased. 

As will be appreciated by those skilled in the art, the sequences of the present 
invention may contain sequencing errors. That is, there may be incorrect nucleotides, 
frameshifts, unknown nucleotides, or other types of sequencing errors in any of the 
sequences; however, the correct sequences will fall within the homology and 
stringency definitions herein. 
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The minimum length of an oligonucleotide probe necessary for specific 
hybridization in the human genome can be estimated using two approaches. The first 
method uses a statistical argument that the probe will be unique in the human genome 
by chance. Briefly, the number of independent perfect matches (Po) expected for an 
oligonucleotide of length L in a genome of complexity C can be calculated from the 
equation (Laird CD, Chromosoma 32:378 (1971): 

Po=(l/4) L * 2C 

In the case of mammalian genomes, 2C = -3.6 X 10 9 , and an oligonucleotide 
of 14-1 5 nucleotides is expected to be represented only once in the genome. 
However, the distribution of nucleotides in the coding sequence of mammalian 
genomes is nonrandom (Lathe, R. J. Mol. Biol. 183:1 (1985) and longer 
oligonucleotides may be preferred in order to in increase the specificity of 
hybridization. In practical terms, this works out to probes that are 19-40 nucleotides 
long (Sambrook J et al, infra). The second method for estimating the length of a 
specific probe is to use a probe long enough to hybridize under the chosen conditions 
and use a computer to search for that sequence or close matches to the sequence in the 
human genome and choose a unique match. Probe sequences are chosen based on the 
desired hybridization properties as described in Chapter 1 1 of Sambrook et al, infra. 
The PRIMER3 program is useful for designing these probes (S. Rozen and H. 
Skaletsky 1996,1997; Primer3 code available at http://www- 
genome.wi.mit.edu/genome_sofhvare/other/primer3.html). The sequences of these 
probes are then compared pair wise against a database of the human genome 
sequences using a program such as BLAST or MEGABLAST (Madden, T.L et 
al.(1996) Meth. Enzymol. 266:131-141). Since most of the human genome is now 
contained in the database, the number of matches will be determined. Probe 
sequences are chosen that are unique to the desired target sequence. 

In some embodiments, a diagnostic probe set is immobilized on an anray. The 
array is optionally comprises one or more of: a chip array, a plate array, a bead array, 
a pin array, a membrane array, a solid surface array, a liquid array, an oligonucleotide 
array, a polynucleotide array or a cDNA array, a microtiter plate, a pin array, a bead 
array, a membrane or a chip. 

In some embodiments, the leukocyte-implicated disease is selected from the 
diseases listed in Table 1. In other embodiments, the disease is atherosclerosis or 
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cardiac allograft rejection. In other embodiments, the disease is congestive heart 
failure, angina, myocardial infarction, systemic lupus erythematosis (SLE) and 
rheumatoid arthritis. 

General Molecular Biology References 

In the context of the invention, nucleic acids and/or proteins are manipulated 
according to well known molecular biology techniques. Detailed protocols for 
numerous such procedures are described in, e.g., in Ausubel et al. Current Protocols in 
Molecular Biology (supplemented through 2000) John Wiley & Sons, New York 
("Ausubel"); Sambrook et al. Molecular Cloning - A Laboratory Manual (2nd Ed.), 
Vol. 1-3, Cold Spring Harbor Laboratory, Cold Spring Harbor, New York, 19S9 
("Sambrook 55 ), and Berger and Kimmel Guide to Molecular Cloning Techniques, 
Methods in Enzymology volume 152 Academic Press, Inc., San Diego, CA 
("Berger"). 

In addition to the above references, protocols for in vitro amplification 
techniques, such as the polymerase chain reaction (PCR), the ligase chain reaction 
(LCR), Q-replicase amplification, and other RNA polymerase mediated techniques 
(e.g., NASBA), useful e.g., for amplifying cDNA probes of the invention, are found 
in Mullis et al. (1987) U.S. Patent No. 4,683,202; PCR Protocols A Guide to Methods 
and Applications (Innis et al. eds) Academic Press Inc. San Diego, CA (1990) 
("Innis 55 ); Arnheim and Levinson (1990) C&EN 36; The Journal Of NIH Research 
(1991) 3:81; Kwoh et al. (1989) Proc Natl Acad Sci USA 86, 1 173; Guatelli et al 
(1990) Proc Natl Acad Sci USA 87:1874; Lomell et al. (1989) J Clin Chem 35:1826; 
Landegren et al. (1988) Science 241:1077; Van Brunt (1990) Biotechnology 8:291; 
Wu and Wallace (1989) Gene 4: 560; Barringer et ah (1990) Gene 89:1 17, and 
Sooknanan and Malek (1995) Biotechnology 13:563. Additional methods, useful for 
cloning nucleic acids in the context of the present invention, include Wallace et ah 
U.S. Pat. No. 5,426,039. Improved methods of amplifying large nucleic acids by PCR 
are summarized in Cheng et al. (1994) Nature 369:684 and the references therein. 

Certain polynucleotides of the invention, e.g., oligonucleotides can be 
synthesized utilizing various solid-phase strategies involving mononucleotide- and/or 
trinucleotide-based phosphoramidite coupling chemistry. For example, nucleic acid 
sequences can be synthesized by the sequential addition of activated monomers and/or 
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trimers to an elongating polynucleotide chain. See e.g., Caruthers, M.H. et al. (1992) 
MethEnzvmol 211:3. 

In lieu of synthesizing the desired sequences, essentially any nucleic acid can 
be custom ordered from any of a variety of commercial sources, such as The Midland 
Certified Reagent Company (mcrc@oligos.com), The Great American Gene 
Company (www.genco.com), ExpressGen, Inc. (www.expressgen.com), Operon 
Technologies, Inc. (www.operon.com), and many others. 

Similarly, commercial sources for nucleic acid and protein microarrays are 
available, and include, e.g., Agilent Technologies, Palo Alto, CA 
(http://www.agilent.com/) Affymetrix, Santa Clara,CA (ht^://w\vw.affymetrix.com/); 
and Incyte, Palo Alto, CA (http://www.mcyte.com/) and others. 

Identification of diagnostic nucleotide sets 
Candidate library 

Libraries of candidates that are differentially expressed in leukocytes are 
substrates for the identification and evaluation of diagnostic oligonucleotide sets and 
disease specific target nucleotide sequences. 

The term leukocyte is used generically to refer to any nucleated blood cell that 
is not a nucleated erythrocyte. More specifically, leukocytes can be subdivided into 
two broad classes. The first class includes granulocytes, including, most prevalently, 
neutrophils, as well as eosinophils and basophils at low frequency. The second class, 
the non-granular or mononuclear leukocytes, includes monocytes and lymphocytes 
(e.g., T cells and B cells). There is an extensive literature in the art implicating 
leukocytes, e.g., neutrophils, monocytes and lymphocytes in a wide variety of disease 
processes, including inflammatory and rheumatic diseases, neurodegenerative 
diseases (such as Alzheimer's dementia), cardiovascular disease, endocrine diseases, 
transplant rejection, malignancy and infectious diseases, and other diseases listed in 
Table 1 . Mononuclear cells are involved in the chronic immune response, while 
granulocytes, which make up approximately 60% of the leukocytes, have a non- 
specific and stereotyped response to acute inflammatory stimuli and often have a life 
span of only 24 hours. 

In addition to their widespread involvement and/or implication in numerous 
disease related processes, leukocytes are particularly attractive substrates for clinical 
and experimental evaluation for a variety of reasons. Most importantly, they are 
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readily accessible at low cost from essentially every potential subject. Collection is 
minimally invasive and associated with little pain, disability or recovery time. 
Collection can be performed by minimally trained personnel (e.g., phlebotomists, 
medical technicians, etc.) in a variety of clinical and non-clinical settings without 
significant technological expenditure. Additionally, leukocytes are renewable, and 
thus available at multiple time points for a single subject. 
Assembly of candidate libraries 

At least two conceptually distinct approaches to the assembly of candidate 
libraries exist. Either, or both, or other, approaches can be favorably employed. The 
method of assembling, or identifying, candidate libraries is secondary to the criteria 
utilized for selecting appropriate library members. Most importantly, library 
members are assembled based on differential expression of RNA or protein products 
in leukocyte populations. More specifically, candidate nucleotide sequences are 
induced or suppressed, or expressed at increased or decreased levels in leukocytes 
from a subject with one or more disease or disease state (a disease criterion) relative 
to leukocytes from a subject lacking the specified disease criterion. Alternatively, or 
in addition, library members can be assembled from among nucleotide sequences that 
are differentially expressed in activated or resting leukocytes relative to other cell 
types. 

Firstly, publication and sequence databases can be "mined" using a variety of 
search strategies, including, e.g., a variety of genomics and proteomics approaches. 
For example, currently available scientific and medical publication databases such as 
Medline, Current Contents, OMIM (online Mendelian inheritance in man) various 
Biological and Chemical Abstracts, Journal indexes, and the like can be searched 
using term or key-word searches, or by author, title, or other relevant search 
parameters. Many such databases are publicly available, and one of skill is well 
versed in strategies and procedures for identifying publications and their contents, 
e.g., genes, other nucleotide sequences, descriptions, indications, expression pattern, 
etc. Numerous databases are available through the internet for free or by subscription, 
see, e.g., http://www.ncbi.nlm.nih.gov/PubMed/; http://mvw3.infotrieve.com/; 
http://www.isinet.com/; http://www.sciencemag.org/. Additional or alternative 
publication or citation databases are also available that provide identical or similar 
types of information, any of which are favorable employed in the context of the 
invention. These databases can be searched for publications describing differential 
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gene expression in leukocytes between patient with and without diseases or conditions 
listed in Table 1 . We identified the nucleotide sequences listed in Table 2 and some 
of the sequences listed in Table 8 (Example 20), using data mining methods. 

Alternatively, a variety of publicly available and proprietary sequence 
databases (including GenBank, dbEST, UniGene, and TIGR and SAGE databases) 
including sequences corresponding to expressed nucleotide sequences, such as 
expressed sequence tags (ESTs) are available. For example, Genbank™ 
(http://www.ncbi.nlm.nih.gov/Genbank/) among others can be readily accessed and 
searched via the internet. These and other sequence and clone database resources are 
currently available; however, any number of additional or alternative databases 
comprising nucleotide sequence sequences, EST sequences, clone repositories, PCR 
primer sequences, and the like corresponding to individual nucleotide sequence 
sequences are also suitable for the purposes of the invention. Sequences from 
nucleotide sequences can be identified that are only found in libraries derived from 
leukocytes or sub-populations of leukocytes, for example see Table 2. 

Alternatively, the representation, or relative frequency, of a nucleotide 
sequence may be determined in a leukocyte-derived nucleic acid library and 
compared to the representation of the sequence in non-leukocyte derived libraries. 
The representation of a nucleotide sequence correlates with the relative expression 
level of the nucleotide sequence in leukocytes and non-leukocytes. An 
oligonucleotide sequence which has increased or decreased representation in a 
leukocyte-derived nucleic acid library relative to a non-leukocyte-derived libraries is a 
candidate for a leukocyte-specific gene. 

Nucleotide sequences identified as having specificity to activated or resting 
leukocytes or to leukocytes from patients or patient samples with a variety of disease 
types can be isolated for use in a candidate library for leukocyte expression profiling 
through a variety of mechanisms. These include, but are not limited to, the 
amplification of the nucleotide sequence from RNA or DNA using nucleotide 
sequence specific primers for PCR or RT-PCR, isolation of the nucleotide sequence 
using conventional cloning methods, the purchase of an IMAGE consortium cDNA 
clone (EST) with complimentary sequence or from the same expressed nucleotide 
sequence, design of oligonucleotides, preparation of synthetic nucleic acid sequence, 
or any other nucleic-acid based method. In addition, the protein product of the 
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nucleotide sequence can be isolated or prepared, and represented in a candidate 
library, using standard methods in the art, as described further below. 

While the above discussion related primarily to "genomics" approaches, it is 
appreciated that numerous, analogous "proteomics" approaches are suitable to the 
present invention. For example, a differentially expressed protein product can, for 
example, be detected using western analysis, two-dimensional gel analysis, 
chromatographic separation, mass spectrometric detection, protein-fusion reporter 
constructs, colorometric assays, binding to a protein array, or by characterization of 
polysomal mRNA. The protein is further characterized and the nucleotide sequence 
encoding the protein is identified using standard techniques, e.g. by screening a 
cDNA library using a probe based on protein sequence information. 

The second approach involves the construction of a differential expression 
library by any of a variety of means. Any one or more of differential screening, 
differential display or subtractive hybridization procedures, or other techniques that 
preferentially identify, isolate or amplify differentially expressed nucleotide 
sequences can be employed to produce a library of differentially expressed candidate 
nucleotide sequences, a subset of such a library, a partial library, or the like. Such 
methods are well known in the art. For example, peripheral blood leukocytes, (i.e., a 
mixed population including lymphocytes, monocytes and neutrophils), from multiple 
donor samples are pooled to prevent bias due to a single-donor's unique genotype. 
The pooled leukocytes are cultured in standard medium and stimulated with 
individual cytokines or growth factors e.g., with IL-2, IL-1, MCP1, TNFa, and/or IL8 
according to well known procedures {see, e.g., Tough et al. (1999) ; Winston et al. 
(1999); Hansson et al (1989) ). Typically, leukocytes are recovered from Buffy coat 
preparations produced by centrifiigation of whole blood. Alternatively, mononuclear 
cells (monocytes and lymphocytes) can be obtained by density gradient centrifiigation 
of whole blood, or specific cell types (such as a T lymphocyte) can be isolated using 
affinity reagents to cell specific surface markers. Leukocytes may also be stimulated 
by incubation with ionomycin, and phorbol myristate acetate (PMA). This 
stimulation protocol is intended to non-specifically mimic "activation" of numerous 
pathways due to variety of disease conditions rather than to simulate any single 
disease condition or paradigm. 

Using well known subtractive hybridization procedures (as described in, e.g., 
US Patent Numbers 5,958,738; 5589,339; 5,827,658; 5,712,127; 5,643,761) a library 
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is produced that is enriched for RNA species (messages) that are differentially 
expressed between test and control leukocyte populations. In some embodiments, the 
test population of leukocytes are simply stimulated as described above to emulate 
non-specific activation events, while in other embodiments the test population can be 
selected from subjects (or patients) with a specified disease or class of diseases. 
Typically, the control leukocyte population lacks the defining test condition, e.g., 
stimulation, disease state, diagnosis, genotype, etc. Alternatively, the total RNA from 
control and test leukocyte populations are prepared by established techniques, treated 
with DNAsel, and selected for messenger RNA with an intact 3' end (i.e., polyA(+) 
messenger RNA) e.g., using commercially available kits according to the 
manufacturer's instructions e.g. Clontech. Double stranded cDNA is synthesized 
utilizing reverse transcriptase. Double stranded cDNA is then cut with a first 
restriction enzyme (e.g., Nlaffl, that cuts at the recognition site: CATG, and cuts the 
cDNA sequence at approximately 256 bp intervals) that cuts the cDNA molecules into 
conveniently sized fragments. 

The cDNAs prepared from the test population of leukocytes are divided into 
(typically 2) "tester" pools, while cDNAs prepared from the control population of 
leukocytes are designated the "driver" pool. Typically, pooled populations of cells 
from multiple individual donors are utilized and in the case of stimulated versus 
unstimulated cells, the corresponding tester and driver pools for any single subtraction 
reaction are derived from the same donor pool. 

A unique double-stranded adapter is ligated to each of the tester cDNA 
populations using unphosphorylated primers so that only the sense strand is 
covalently linked to the adapter. An initial hybridization is performed consisting of 
each of the tester pools of cDNA (each with its corresponding adapter) and an excess 
of the driver cDNA. Typically, an excess of about 10-100 fold driver relative to tester 
is employed, although significantly lower or higher ratios can be empirically 
determined to provide more favorable results. The initial hybridization results in an 
initial normalization of the cDNAs such that high and low abundance messages 
become more equally represented following hybridization due to a failure of 
driver/tester hybrids to amplify. 

A second hybridization involves pooling un-hybridized sequences from initial 
hybridizations together with the addition of supplemental driver cDNA. In this step, 
the expressed sequences enriched in the two tester pools following the initial 
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hybridization can hybridize. Hybrids resulting from the hybridization between 
members of each of the two tester pools are then recovered by amplification in a 
polymerase chain reaction (PCR) using primers specific for the unique adapters. 
Again, sequences originating in a tester pool that form hybrids with components of 
the driver pool are not amplified. Hybrids resulting between members of the same 
tester pool are eliminated by the formation of "panhandles" between their common 5' 
and y ends. For additional details, see, e.g., Lukyanov et al. (1997) Biochem Biophys 
Res Commun 230:285-8. 

Typically, the tester and driver pools are designated in the alternative, such 
that the hybridization is performed in both directions to ensure recovery of messenger 
RNAs that are differentially expressed in either a positive or negative manner (i.e., 
that are turned on or turned off, up-regulated or down-regulated). Accordingly, it will 
be understood that the designation of test and control populations is to some extent 
arbitrary, and that a test population can just as easily be compared to leukocytes 
derived from a patient with the same of another disease of interest. 

If so desired, the efficacy of the process can be assessed by such techniques as 
semi-quantitative PCR of known (i.e., control) nucleotide sequences, of varying 
abundance such as B-actin. The resulting PCR products representing partial cDNAs 
of differentially expressed nucleotide sequences are then cloned (i.e., ligated) into an 
appropriate vector (e.g., a commercially available TA cloning vector, such as pGEM 
from Promega) and, optionally, transformed into competent bacteria for selection and 
screening. 

Either of the above approaches, or both in combination, or indeed, any 
procedure, which permits the assembly of a collection of nucleotide sequences that 
are expressed in leukocytes, is favorably employed to produce the libraries of 
candidates useful for the identification of diagnostic nucleotide sets and disease 
specific target nucleotides of the invention. Additionally, any method that permits the 
assembly of a collection of nucleotides that are expressed in leukocytes and 
preferentially associated with one or more disease or condition, whether or not the 
nucleotide sequences are differentially expressed, is favorably employed in the 
context of the invention. Typically, libraries of about 2,000-10,000 members are 
produced (although libraries in excess of 10,000 are not uncommon). Following 
additional evaluation procedures, as described below, the proportion of unique clones 
in the candidate library can approximate 100%. 
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A candidate oligonucleotide sequence may be represented in a candidate 
library by a full-length or partial nucleic acid sequence, deoxyribonucleic acid (DNA) 
sequence, cDNA sequence, RNA sequence, synthetic oligonucleotides, etc. The 
nucleic acid sequence can be at least 19 nucleotides in length, at least 25 nucleotides, 
at least 40 nucleotides, at least 100 nucleotides, or larger. Alternatively, the protein 
product of a candidate nucleotide sequence may be represented in a candidate library 
using standard methods, as further described below. 

Characterization of candidate oligonucleotide sequences 

The sequence of individual members (e.g., clones, partial sequence listing in a 
database such as an EST, etc.) of the candidate oligonucleotide libraries is then 
determined by conventional sequencing methods well known in the art, e.g., by the 
dideoxy-chain termination method of Sanger et al. (1977) Proc Natl Acad Sci USA 
74:5463-7; by chemical procedures, e.g., Maxam and Gilbert (1977) Proc Natl Acad 
Sci USA 74:560-4; or by polymerase chain reaction cycle sequencing methods, e.g., 
Olsen and Eckstein (1989) Nuc Acid Res 17:9613-20, DNA chip based sequencing 
techniques or variations, including automated variations (e.g., as described in 
Hunkapiller et al. (1991) Science 254:59-67; Pease et al. (1994) Proc Natl Acad Sci 
USA 91 : 5022-6), thereof. Numerous kits for performing the above procedures are 
commercially available and well known to those of skill in the art. Character strings 
corresponding to the resulting nucleotide sequences are then recorded (i.e., stored) in 
a database. Most commonly the character strings are recorded on a computer readable 
medium for processing by a computational device. 

Generally, to facilitate subsequent analysis, a custom algorithm is employed to 
query existing databases in an ongoing fashion, to determine the identity, expression 
pattern and potential function of the particular members of a candidate library. The 
sequence is first processed, by removing low quality sequence. Next the vector 
sequences are identified and removed and sequence repeats are identified and masked. 
The remaining sequence is then used in a Blast algorithm against multiple publicly 
available, and/or proprietary databases, e.g., NCBI nucleotide, EST and protein 
databases, Unigene, and Human Genome Sequence. Sequences are also compared to 
all previously sequenced members of the candidate libraries to detect redundancy. 

In some cases, sequences are of high quality, but do not match any sequence in 
the NCBI nr, human EST or Unigene databases. In this case the sequence is queried 
against the human genomic sequence. If a single chromosomal site is matched with a 
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high degree of confidence, that region of genomic DNA is identified and subjected to 
further analysis with a gene prediction program such as GRAIL. This analysis may 
lead to the identification of a new gene in the genomic sequence. This sequence can 
then be translated to identify the protein sequence that is encoded and that sequence 
can be further analyzed using tools such as Pfam, Blast P, or other protein structure 
prediction programs, as illustrated in Table 7, Typically, the above analysis is 
directed towards the identification of putative coding regions, e.g., previously 
unidentified open reading frames, confirming the presence of known coding 
sequences, and determining structural motifs or sequence similarities of the predicted 
protein (i.e., the conceptual translation product) in relation to known sequences. In 
addition, it has become increasingly possible to assemble "virtual cDNAs" containing 
large portions of coding region, simply through the assembly of available expressed 
sequence tags (ESTs). In turn, these extended nucleic acid and amino acid sequences 
allow the rapid expansion of substrate sequences for homology searches and structural 
and functional motif characterization. The results of these analysis permits the 
categorization of sequences according to structural characteristics, e.g., as structural 
proteins, proteins involved in signal transduction, cell surface or secreted proteins etc. 

It is understood that full-length nucleotide sequences may also be identified 
using conventional methods, for example, library screening, RT-PCR, chromosome 
walking, etc., as described in Sambrook and Ansebel, infra. 

Candidate nucleotide library of the invention 

We identified members of a candidate nucleotide library that are differentially 
expressed in activated leukocytes and resting leukocytes. Accordingly, the invention 
provides the candidate leukocyte nucleotide library comprising the nucleotide 
sequences listed in Table 2, Table 3 and in the sequence listing. In another 
embodiment, the invention provides a candidate library comprising at least two 
nucleotide sequences listed in Table 2, Table 3, and the sequence listing. In another 
embodiment, the at least two nucleotide sequence are at least 19 nucleotides in length, 
at least 35 nucleotides, at least 40 nucleotides or at least 100 nucleotides. In some 
embodiments, the nucleotide sequences comprises deoxyribonucleic acid (DNA) 
sequence, ribonucleic acid (RNA) sequence, synthetic oligonucleotide sequence, or 
genomic DNA sequence. It is understood that the nucleotide sequences may each 
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correspond to one gene, or that several nucleotide sequences may correspond to one 
gene, or both. 

The invention also provides probes to the candidate nucleotide library. In one 
embodiment of the invention, the probes comprise at least two nucleotide sequences 
listed in Table 2, Table 3, or the sequence listing which are differentially expressed in 
leukocytes in an individual with a least one disease criterion for at least one 
leukocyte-related disease and in leukocytes in an individual without the at least one 
disease criterion, wherein expression of the two or more nucleotide sequences is 
correlated with at least one disease criterion. It is understood that a probe may detect 
either the RNA expression or protein product expression of the candidate nucleotide 
library. Alternatively, or in addition, a probe can detect a genotype associated with a 
candidate nucleotide sequence, as further described below. In another embodiment, 
the probes for the candidate nucleotide library are immobilized on an array. 

The candidate nucleotide library of the invention is useful in identifying 
diagnostic nucleotide sets of the invention, as described below. The candidate 
nucleotide sequences may be further characterized, and may be identified as a disease 
target nucleotide sequence and/or a novel nucleotide sequence, as described below. 
The candidate nucleotide sequences may also be suitable for use as imaging reagents, 
as described below. 

Generation of Expression Patterns 

RNA, DNA or protein sample procurement 

Following identification or assembly of a library of differentially expressed 
candidate nucleotide sequences, leukocyte expression profiles corresponding to 
multiple members of the candidate library are obtained. Leukocyte samples from one 
or more subjects are obtained by standard methods. Most typically, these methods 
involve trans-cutaneous venous sampling of peripheral blood. While sampling of 
circulating leukocytes from whole blood from the peripheral vasculature is generally 
the simplest, least invasive, and lowest cost alternative, it will be appreciated that 
numerous alternative sampling procedures exist, and are favorably employed in some 
circumstances. No pertinent distinction exists, in fact, between leukocytes sampled 
from the peripheral vasculature, and those obtained, e.g., from a central line, from a 
central artery, or indeed from a cardiac catheter, or during a surgical procedure which 
accesses the central vasculature. In addition, other body fluids and tissues that are, at 
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least in part, composed of leukocytes are also desirable leukocyte samples. For 
example, fluid samples obtained from the lung during bronchoscopy may be rich in 
leukocytes, and amenable to expression profiling in the context of the invention, e.g., 
for the diagnosis, prognosis, or monitoring of lung transplant rejection, inflammatory 
lung diseases or infectious lung disease. Fluid samples from other tissues, e.g., 
obtained by endoscopy of the colon, sinuses, esophagus, stomach, small bowel, 
pancreatic duct, biliary tree, bladder, ureter, vagina, cervix or uterus, etc., are also 
suitable. Samples may also be obtained other sources containing leukocytes, e.g., 
from urine, bile, cerebrospinal fluid, feces, gastric or intestinal secretions, semen, or 
solid organ or joint biopsies. 

Most frequently, mixed populations of leukocytes, such as are found in whole 
blood are utilized in the methods of the present invention. A crude separation, e.g., of 
mixed leukocytes from red blood cells, and/or concentration, e.g., over a sucrose, 
percoll or ficoll gradient, or by other methods known in the art, can be employed to 
facilitate the recovery of RNA or protein expression products at sufficient 
concentrations, and to reduce non-specific background. In some instances, it can be 
desirable to purify sub-populations of leukocytes, and methods for doing so, such as 
density or affinity gradients, flow cytometry, fluorescence Activated Cell Sorting 
(FACS), immuno-magnetic separation, "panning," and the like, are described in the 
available literature and below. 

Obtaining DNA y RNA and protein samples for expression profiling 

Expression patterns can be evaluated at the level of DNA, or RNA or protein 
products. For example, a variety of techniques are available for the isolation of RNA 
from whole blood. Any technique that allows isolation of mRNA from cells (in the 
presence or absence of rRNA and tRNA) can be utilized. In brief, one method that 
allows reliable isolation of total RNA suitable for subsequent gene expression 
analysis, is described as follows. Peripheral blood (either venous or arterial) is drawn 
from a subject, into one or more sterile, endotoxin free, tubes containing an 
anticoagulant (e.g., EDTA, citrate, heparin, etc.). Typically, the sample is divided 
into at least two portions. One portion, e.g., of 5-8 ml of whole blood is frozen and 
stored for future analysis, e.g., of DNA or protein. A second portion, e.g., of 
approximately 8 ml whole blood is processed for isolation of total RNA by any of a 
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variety of techniques as described in, e.g, Sambook, Ausubel, below, as well as U.S. 
Patent Numbers: 5,728,822 and 4,843,155. 

Typically, a subject sample of mononuclear leukocytes obtained from about 8 
ml of whole blood, a quantity readily available from an adult human subject under 
most circumstances, yields 5-20 jag of total RNA. This amount is ample, e.g., for 
labeling and hybridization to at least two probe arrays. Labeled probes for analysis of 
expression patterns of nucleotides of the candidate libraries are prepared from the 
subject's sample of RNA using standard methods. In many cases, cDNA is 
synthesized from total RNA using a polyT primer and labeled, e.g., radioactive or 
fluorescent, nucleotides. The resulting labeled cDNA is then hybridized to probes 
corresponding to members of the candidate nucleotide library, and expression data is 
obtained for each nucleotide sequence in the library. RNA isolated from subject 
samples (e.g., peripheral blood leukocytes, or leukocytes obtained from other 
biological fluids and samples) is next used for analysis of expression patterns of 
nucleotides of the candidate libraries. 

In some cases, however, the amount of RNA that is extracted from the 
leukocyte sample is limiting, and amplification of the RNA is desirable. 
Amplification may be accomplished by increasing the efficiency of probe labeling, or 
by amplifying the RNA sample prior to labeling. It is appreciated that care must be 
taken to select an amplification procedure that does not introduce any bias (with 
respect to gene expression levels) during the amplification process. 

Several methods are available that increase the signal from limiting amounts 
of RNA, e.g. use of the Clontech (Glass Fluorescent Labeling Kit) or Stratagene 
(Fairplay Microarray Labeling Kit), or the Micromax kit (New England Nuclear, 
Inc.). Alternatively, cDNA is synthesized from RNA using a T7- polyT primer, in the 
absence of label, and DNA dendrimers from Genisphere (3DNA Submicro) are 
hybridized to the poly T sequence on the primer, or to a different "capture sequence" 
which is complementary to a fluorescently labeled sequence. Each 3DNA molecule 
has 250 fluorescent molecules and therefore can strongly label each cDNA. 

Alternatively, the RNA sample is amplified prior to labeling. For example, 
linear amplification may be performed, as described in U.S. Patent No. 6,132,997. A 
T7-polyT primer is used to generate the cDNA copy of the RNA. A second DNA 
strand is then made to complete the substrate for amplification. The T7 promoter 
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incorporated into the primer is used by a T7 polymerase to produce numerous 
antisense copies of the original RNA. Fluorescent dye labeled nucleotides are directly 
incorporated into the RNA. Alternatively, amino allyl labeled nucleotides are 
incorporated into the RNA, and then fluorescent dyes are chemically coupled to the 
amino allyl groups, as described in Hughes. Other exemplary methods for 
amplification are described below. 

It is appreciated that the RNA isolated must contain RNA derived from 
leukocytes, but may also contain RNA from other cell types to a variable degree. 
Additionally, the isolated RNA may come from subsets of leukocytes, e.g. monocytes 
and/or T-lymphocytes, as described above. Such consideration of cell type used for 
the derivation of RNA depend on the method of expression profiling used. 

DNA samples maybe obtained for analysis of the presence of DNA 
mutations, single nucleotide polymorphisms (SNPs), or other polymorphisms. DNA 
is isolated using standard techniques, e.g. Maniatus, supra. 

Expression of products of candidate nucleotides may also be assessed using 
proteomics. Protein(s) are detected in samples of patient serum or from leukocyte 
cellular protein. Serum is prepared by centrifugation of whole blood, using standard 
methods. Proteins present in the serum may have been produced from any of a 
variety of leukocytes and non-leukocyte cells, and include secreted proteins from 
leukocytes. Alternatively, leukocytes or a desired sub-population of leukocytes are 
prepared as described above. Cellular protein is prepared from leukocyte samples 
using methods well known in the art, e.g., Trizol (Invitrogen Life Technologies, cat # 
15596108; Chomczynski, P. and Sacchi, N. (1987) Anal. Biochem. 162, 156; Simms, 
D., Cizdziel, P.E., and Chomczynski, P. (1993) Focus® 15, 99; Chomczynski, P., 
Bowers-Finn, R., and Sabatini, L. (1987) J. of NIH Res. 6, 83; Chomczynski, P. 
(1993) Bio/Techniques 15, 532; Bracete, A.M., Fox, D.K., and Simms, D. (1998) 
Focus 20, 82; Sewall, A. and McRae, S. (1998) Focus 20, 36; Anal Biochem 1984 
Apr;138(l):141-3, A method for the quantitative recovery of protein in dilute solution 
in the presence of detergents and lipids; Wessel D, Flugge UL (1984) Anal Biochem. 
19S4Apr;138(l):141-143. 

Obtaining expression patterns 

Expression patterns, or profiles, of a plurality of nucleotides corresponding to 
members of the candidate library are then evaluated in one or more samples of 
leukocytes. Typically, the leukocytes are derived from patient peripheral blood 
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samples, although, as indicated above, many other sample sources are also suitable. 
These expression patterns constitute a set of relative or absolute expression values for 
a some number of RNAs or protein products corresponding to the plurality of 
nucleotide sequences evaluated, which is referred to herein as the subject's 
"expression profile" for those nucleotide sequences. While expression patterns for as 
few as one independent member of the candidate library can be obtained, it is 
generally preferable to obtain expression patterns corresponding to a larger number of 
nucleotide sequences, e.g., about 2, about 5, about 10, about 20, about 50, about 100, 
about 200, about 500, or about 1000, or more. The expression pattern for each 
differentially expressed component member of the library provides a finite specificity 
and sensitivity with respect to predictive value, e.g., for diagnosis, prognosis, 
monitoring, and the like. 

Clinical Studies, Data and Patient Groups 

For the purpose of discussion, the term subject, or subject sample of 
leukocytes, refers to an individual regardless of health and/or disease status. A 
subject can be a patient, a study participant, a control subject, a screening subject, or 
any other class of individual from whom a leukocyte sample is obtained and assessed 
in the context of the invention. Accordingly, a subject can be diagnosed with a 
disease, can present with one or more symptom of a disease, or a predisposing factor, 
such as a family (genetic) or medical history (medical) factor, for a disease, or the 
like. Alternatively, a subject can be healthy with respect to any of the aforementioned 
factors or criteria. It will be appreciated that the term "healthy" as used herein, is 
relative to a specified disease, or disease factor, or disease criterion, as the term 
"healthy" cannot be defined to correspond to any absolute evaluation or status. Thus, 
an individual defined as healthy with reference to any specified disease or disease 
criterion, can in fact be diagnosed with any other one or more disease, or exhibit an}' 
other one or more disease criterion. 

Furthermore, while the discussion of the invention focuses, and is exemplified 
using human sequences and samples, the invention is equally applicable, through 
construction or selection of appropriate candidate libraries, to non-human animals, 
such as laboratory animals, e.g., mice, rats, guinea pigs, rabbits; domesticated 
livestock, e.g., cows, horses, goats, sheep, chicken, etc.; and companion animals, e.g., 
dogs, cats, etc. 



32 



WO 02/057414 



PCT/US01/47856 



Methods for obtaining expression data 

Numerous methods for obtaining expression data are known, and any one or 
more of these techniques, singly or in combination, are suitable for determining 
expression profiles in the context of the present invention. For example, expression 
patterns can be evaluated by northern analysis, PCR, RT-PCR, Taq Man analysis, 
FRET detection, monitoring one or more molecular beacon, hybridization to an 
oligonucleotide array, hybridization to a cDNA array, hybridization to a 
polynucleotide array, hybridization to a liquid microarray, hybridization to a 
microelectric array, molecular beacons, cDNA sequencing, clone hybridization, 
cDNA fragment fingerprinting, serial analysis of gene expression (SAGE), subtractive 
hybridization, differential display and/or differential screening {see, e.g., Lockhart and 
Winzeler (2000) Nature 405:827-836, and references cited therein). 

For example, specific PCR primers are designed to a member(s) of a candidate 
nucleotide library. cDNA is prepared from subject sample RNA by reverse 
transcription from a poly-dT oligonucleotide primer, and subjected to PCR. Double 
stranded cDNA may be prepared using primers suitable for reverse transcription of 
the PCR product, followed by amplification of the cDNA using in vitro transcription. 
The product of in vitro transcription is a sense-RNA corresponding to the original 
member(s) of the candidate library. PCR product may be also be evaluated in a 
number of ways known in the art, including real-time assessment using detection of 
labeled primers, e.g. TaqMan or molecular beacon probes. Technology platforms 
suitable for analysis of PCR products include the ABI 7700, 5700, or 7000 Sequence 
Detection Systems (Applied Biosystems, Foster City, CA), the MJ Research Opticon 
(MJ Research, Waltham, MA), the Roche Light Cycler (Roche Diagnositics, 
Indianapolis, IN), the Stratagene MX4000 (Stratagene, La Jolla, CA), and the Bio- 
Rad iCycler (Bio-Rad Laboratories, Hercules, CA). Alternatively, molecular 
beacons are used to detect presence of a nucleic acid sequence in an unamplified RNA 
or cDNA sample, or following amplification of the sequence using any method, e.g. 
IVT (In Vitro transcription) or NASBA (nucleic acid sequence based amplification). 
Molecular beacons are designed with sequences complementary to member(s) of a 
candidate nucleotide library, and are linked to fluorescent labels. Each probe has a 
different fluorescent label with non-overlapping emission wavelengths. For example, 
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expression of ten genes may be assessed using ten different sequence-specific 
molecular beacons. 

Alternatively, or in addition, molecular beacons are used to assess expression 
of multiple nucleotide sequences at once. Molecular beacons with sequence 
complimentary to the members of a diagnostic nucleotide set are designed and linked 
to fluorescent labels. Each fluorescent label used must have a non-overlapping 
emission wavelength. For example, 10 nucleotide sequences can be assessed by 
hybridizing 10 sequence specific molecular beacons (each labeled with a different 
fluorescent molecule) to an amplified or un-amplified RNA or cDNA sample. Such 
an assay bypasses the need for sample labeling procedures. 

Alternatively, or in addition bead arrays can be used to assess expression of 
multiple sequences at once. See, e.g, LabMAP 100, Luminex Corp, Austin, Texas). 
Alternatively, or in addition electric arrays are used to assess expression of multiple 
sequences, as exemplified by the e-Sensor technology of Motorola (Chicago, 111.) or 
Nanochip technology of Nanogen (San Diego, CA.) 

Of course, the particular method elected will be dependent on such factors as 
quantity of RNA recovered, practitioner preference, available reagents and equipment, 
detectors, and the like. Typically, however, the elected method(s) will be appropriate 
for processing the number of samples and probes of interest. Methods for high- 
throughput expression analysis are discussed below. 

Alternatively, expression at the level of protein products of gene expression is 
performed. For example, protein expression, in a sample of leukocytes, can be 
evaluated by one or more method selected from among: western analysis, two- 
dimensional gel analysis, chromatographic separation, mass spectrometric detection, 
protein-fusion reporter constructs, colorimetric assays, binding to a protein array and 
characterization of polysomal mRNA. One particularly favorable approach involves 
binding of labeled protein expression products to an array of antibodies specific for 
members of the candidate library. Methods for producing and evaluating antibodies 
are widespread in the art, see, e.g., Coligan, supra; and Harlow and Lane (1989) 
Antibodies: A Laboratory Manual Cold Spring Harbor Press, NY ("Harlow and 
Lane"). Additional details regarding a variety of immunological and immunoassay 
procedures adaptable to the present invention by selection of antibody reagents 
specific for the products of candidate nucleotide sequences can be found in, e.g., 
Stites and Terr (eds.)(1991) Basic and Clinical Immunology, 7 th ed., and Paul, supra. 
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Another approach uses systems for performing desorption spectrometry. 
Commercially available systems, e.g., from Ciphergen Biosystems, Inc. (Fremont, 
CA) are particularly well suited to quantitative analysis of protein expression. Indeed, 
Protein Chip® arrays {see, e.g., http://www.ciphergen.com/) used in desorption 
spectrometry approaches provide arrays for detection of protein expression. 
Alternatively, affinity reagents, e.g., antibodies, small molecules, etc.) are developed 
that recognize epitopes of the protein product. Affinity assays are used in protein 
array assays, e.g. to detect the presence or absence of particular proteins. 
Alternatively, affinity reagents are used to detect expression using the methods 
described above. In the case of a protein that is expressed on the cell surface of 
leukocytes, labeled affinity reagents are bound to populations of leukocytes, arid 
leukocytes expressing the protein are identified and counted using fluorescent 
activated cell sorting (FACS). 

It is appreciated that the methods of expression evaluation discussed herein, 
although discussed in the context of discovery of diagnostic nucleotide sets, are 
equally applicable for expression evaluation when using diagnostic nucleotide sets 
for, e.g. diagnosis of diseases, as further discussed below. 

High Throughput Expression Assays 

A number of suitable high throughput formats exist for evaluating gene 
expression. Typically, the term high throughput refers to a format that performs at 
least about 100 assays, or at least about 500 assays, or at least about 1000 assays, or at 
least about 5000 assays, or at least about 10,000 assays, or more per day. When 
enumerating assays, either the number of samples or the number of candidate 
nucleotide sequences evaluated can be considered. For example, a northern analysis 
of, e.g., about 100 samples performed in a gridded array, e.g., a dot blot, using a 
single probe corresponding to a candidate nucleotide sequence can be considered a 
high throughput assay. More typically, however, such an assay is performed as a 
series of duplicate blots, each evaluated with a distinct probe corresponding to a 
different member of the candidate library. Alternatively, methods that simultaneously 
evaluate expression of about 100 or more candidate nucleotide sequences in one or 
more samples, or in multiple samples, are considered high throughput. 

Numerous technological platforms for performing high throughput expression 
analysis are known. Generally, such methods involve a logical or physical array of 
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either the subject samples, or the candidate library, or both. Common array formats 
include both liquid and solid phase arrays. For example, assays employing liquid 
phase arrays, e.g., for hybridization of nucleic acids, binding of antibodies or other 
receptors to ligand, etc., can be performed in multiwell, or microtiter, plates. 
Microtiter plates with 96, 384 or 1536 wells are widely available, and even higher 
numbers of wells, e.g, 3456 and 9600 can be used. In general, the choice of microtiter 
plates is determined by the methods and equipment, e.g., robotic handling and loading 
systems, used for sample preparation and analysis. Exemplary systems include, e.g., 
the ORCA™ system from Beckman-Coulter, Inc. (Fullerton, CA) and the Zymate 
systems from Zymark Corporation (Hopkinton, MA). 

Alternatively, a variety of solid phase arrays can favorably be employed in to 
determine expression patterns in the context of the invention. Exemplary formats 
include membrane or filter arrays (e.g, nitrocellulose, nylon), pin arrays, and bead 
arrays (e.g., in a liquid "slurry"). Typically, probes corresponding to nucleic acid or 
protein reagents that specifically interact with (e.g., hybridize to or bind to) an 
expression product corresponding to a member of the candidate library are 
immobilized, for example by direct or indirect cross-linking, to the solid support. 
Essentially any solid support capable of withstanding the reagents and conditions 
necessary for performing the particular expression assay can be utilized. For 
example, functionaiized glass, silicon, silicon dioxide, modified silicon, any of a 
variety of polymers, such as (poly)tetrafluoroethylene, (poly)vinylidenedifluoride, 
polystyrene, polycarbonate, or combinations thereof can all serve as the substrate for a 
solid phase array. 

In a preferred embodiment, the array is a "chip" composed, e.g., of one of the 
above specified materials. Polynucleotide probes, e.g., RNA or DNA, such as cDNA, 
synthetic oligonucleotides, and the like, or binding proteins such as antibodies, that 
specifically interact with expression products of individual components of the 
candidate library are affixed to the chip in a logically ordered maimer, i.e., in an array. 
In addition, any molecule with a specific affinity for either the sense or anti-sense 
sequence of the marker nucleotide sequence (depending on the design of the sample 
labeling), can be fixed to the array surface without loss of specific affinity for the 
marker and can be obtained and produced for array production, for example, proteins 
that specifically recognize the specific nucleic acid sequence of the marker, 
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ribozymes, peptide nucleic acids (PNA), or other chemicals or molecules with 
specific affinity. 

Detailed discussion of methods for linking nucleic acids and proteins to a chip 
substrate, are found in, e.g., US Patent No. 5,143,854 "LARGE SCALE 
PHOTOLITHOGRAPHIC SOLID PHASE SYNTHESIS OF POLYPEPTIDES AND 
RECEPTOR BINDING SCREENING THEREOF" to Pirrung et al., issued, 
September 1, 1992; US Patent No. 5,837,832 "ARRAYS OF NUCLEIC ACID 
PROBES ON BIOLOGICAL CHIPS" to Chee et al., issued November 17, 1998; US 
Patent No. 6,087,1 12 "ARRAYS WITH MODIFIED OLIGONUCLEOTIDE AND 
POLYNUCLEOTIDE COMPOSITIONS" to Dale, issued July 11, 2000; US Patent 
No. 5,215,882 "METHOD OF IMMOBILIZING NUCLEIC ACID ON A SOLID 
SUBSTRATE FOR USE IN NUCLEIC ACID HYBRIDIZATION ASSAYS" to Bahl 
et al., issued June 1, 1993; US Patent No. 5,707,807 "MOLECULAR INDEXJJSfG 
FOR EXPRESSED GENE ANALYSIS" to Kato, issued January 13, 1998; US Patent 
No. 5,807,522 "METHODS FOR FABRICATING MICROARRAYS OF 
BIOLOGICAL SAMPLES" to Brown et al., issued September 15, 1998; US Patent 
No. 5,958,342 "JET DROPLET DEVICE" to Gamble et al., issued Sept. 28, 1999; US 
Patent 5,994,076 "METHODS OF ASSAYING DIFFERENTIAL EXPRESSION" to 
Chenchiket al., issued Nov. 30, 1999; US Patent No. 6,004,755 "QUANTITATIVE 
MICROARRAY HYBRIDIZATION ASSAYS" to Wang, issued Dec. 21, 1999; US 
Patent No. 6,048,695 "CHEMICALLY MODIFIED NUCLEIC ACIDS AND 
METHOD FOR COUPLING NUCLEIC ACIDS TO SOLID SUPPORT" to Bradley 
et al., issued April 11, 2000; US Patent No. 6,060,240 "METHODS FOR 
MEASURING RELATIVE AMOUNTS OF NUCLEIC ACIDS IN A COMPLEX 
MIXTURE AND RETRIEVAL OF SPECIFIC SEQUENCES THEREFROM" to 
Kamb et al., issued May 9, 2000; US Patent No. 6,090,556 "METHOD FOR 
QUANTITATIVELY DETERMINING THE EXPRESSION OF A GENE" to Kato, 
issued July 1 8, 2000; and US Patent 6,040,138 "EXPRESSION MONITORING BY 
HYBRIDIZATION TO HIGH DENSITY OLIGONUCLEOTIDE ARRAYS" to 
Lockhart et al., issued March 21, 2000. 

For example, cDNA inserts corresponding to candidate nucleotide sequences, 
in a standard TA cloning vector are amplified by a polymerase chain reaction for 
approximately 30-40 cycles. The amplified PCR products are then arrayed onto a 
glass support by any of a variety of well known techniques, e.g., the VSLIPS™ 
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technology described in US Patent No. 5,143,854. RNA, or cDNA corresponding to 
RNA, isolated from a subject sample of leukocytes is labeled, e.g., with a fluorescent 
tag, and a solution containing the RNA (or cDNA) is incubated under conditions 
favorable for hybridization, with the "probe" chip. Following incubation, and 
washing to eliminate non-specific hybridization, the labeled nucleic acid bound to the 
chip is detected qualitatively or quantitatively, and the resulting expression profile for 
the corresponding candidate nucleotide sequences is recorded. It is appreciated that 
the probe used for diagnostic purposes may be identical to the probe used during 
diagnostic nucleotide sequence discovery and validation. Alternatively, the probe 
sequence maybe different than the sequence used in diagnostic nucleotide sequence 
discovery and validation. Multiple cDNAs from a nucleotide sequence that are non- 
overlapping or partially overlapping may also be used. 

In another approach, oligonucleotides corresponding to members of a 
candidate nucleotide library are synthesized and spotted onto an array. Alternatively, 
oligonucleotides are synthesized onto the array using methods known in the art, e.g. 
Hughes, et al. supra. The oligonucleotide is designed to be complementary to any 
portion of the candidate nucleotide sequence. In addition, in the context of expression 
analysis for, e.g. diagnostic use of diagnostic nucleotide sets, an oligonucleotide can 
be designed to exhibit particular hybridization characteristics, or to exhibit a particular 
specificity and/or sensitivity, as further described below. 

Hybridization signal may be amplified using methods known in the art, and as 
described herein, for example use of the Clontech kit (Glass Fluorescent Labeling 
Kit), Stratagene kit (Fairplay Microarray Labeling Kit), the Micromax kit (New 
England Nuclear, Inc.), the Genisphere kit (3DNA Submicro), linear amplification, 
e.g. as described in U.S. Patent No. 6,132,997 or described in Hughes, TR, et al, 
Nature Biotechnology, 19:343-347 (2001) and/or Westin et al. Nat Biotech. 18:199- 
204. 

Alternatively, fluorescently labeled cDNA are hybridized directly to the 
microarray using methods known in the art. For example, labeled cDNA are 
generated by reverse transcription using Cy3- and Cy5-conjugated deoxynucleotides, 
and the reaction products purified using standard methods. It is appreciated that the 
methods for signal amplification of expression data useful for identifying diagnostic 
nucleotide sets are also useful for amplification of expression data for diagnostic 
purposes. 
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Microarray expression may be detected by scanning the microarray with a 
variety of laser or CCD-based scanners, and extracting features with numerous 
software packages, for example, Imagene (Biodiscovery), Feature Extraction 
(Agilent), Scanalyze (Eisen, M. 1999. SCANALYZE User Manual; Stanford Univ., 
Stanford, CA. Ver 2.32.), GenePix (Axon Instruments). 

In another approach, hybridization to microelectric arrays is performed, e.g. as 
described in Umek et al (2001) J Mol Diagn. 3:74-84. An affinity probe, e.g. DNA, is 
deposited on a metal surface. The metal surface underlying each probe is connected 
to a metal wire and electrical signal detection system. Unlabelled RNA or cDNA is 
hybridized to the array, or alternatively, RNA or cDNA sample is amplified before 
hybridization, e.g. by PCR. Specific hybridization of sample RNA or cDNA results 
in generation of an electrical signal, which is transmitted to a detector. See Westin 
(2000) Nat Biotech. 18:199-204 (describing anchored multiplex amplification of a 
microelectronic chip array); Edman (1997) NAR 25:4907-14; Vignali (2000) J 
Immunol Methods 243:243-55. 

In another approach, a microfluidics chip is used for RNA sample preparation 
and analysis. This approach increases efficiency because sample preparation and 
analysis are streamlined. Briefly, microfluidics may be used to sort specific leukocyte 
sub-populations prior to RNA preparation and analysis. Microfluidics chips are also 
useful for, e.g., RNA preparation, and reactions involving RNA (reverse transcription, 
RT-PCR). Briefly, a small volume of whole, anti-coagulated blood is loaded onto a 
microfluidics chip, for example chips available from Caliper (Mountain View, CA) or 
Nanogen (San Diego, CA.) A microfluidics chip may contain channels and 
reservoirs in which cells are moved and reactions are performed. Mechanical, 
electrical, magnetic, gravitational, centrifugal or other forces are used to move the 
cells and to expose them to reagents. For example, cells of whole blood are moved 
into a chamber containing hypotonic saline, which results in selective lysis of red 
blood cells after a 20-minute incubation. Next, the remaining cells (leukocytes) are 
moved into a wash chamber and finally, moved into a chamber containing a lysis 
buffer such as guanidine isothyocyanate. The leukocyte cell lysate is further 
processed for RNA isolation in the chip, or is then removed for further processing, for 
example, RNA extraction by standard methods. Alternatively, the microfluidics chip 
is a circular disk containing ficoll or another density reagent. The blood sample is 
injected into the center of the disc, the disc is rotated at a speed that generates a 
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centrifugal force appropriate for density gradient separation of mononuclear cells, and 
the separated mononuclear cells are then harvested for further analysis or processing. 

It is understood that the methods of expression evaluation, above, although 
discussed in the context of discovery of diagnostic nucleotide sets, are also applicable 
for expression evaluation when using diagnostic nucleotide sets for, e.g. diagnosis of 
diseases, as further discussed below. 

Evaluation of expression patterns 

Expression patterns can be evaluated by qualitative and/or quantitative 
measures. Certain of the above described techniques for evaluating gene expression 
(as RNA or protein products) yield data that are predominantly qualitative in nature. 
That is, the methods detect differences in expression that classify expression into 
distinct modes without providing significant information regarding quantitative 
aspects of expression. For example, a technique can be described as a qualitative 
technique if it detects the presence or absence of expression of a candidate nucleotide 
sequence, i.e., an on/off pattern of expression. Alternatively, a qualitative technique 
measures the presence (and/or absence) of different alleles, or variants, of a gene 
product. 

In contrast, some methods provide data that characterizes expression in a 
quantitative manner. That is, the methods relate expression on a numerical scale, e.g.,. 
a scale of 0-5, a scale of 1-10, a scale of + - +++, from grade 1 to grade 5, a grade 
from a to z, or the like. It will be understood that the numerical, and symbolic 
examples provided are arbitrary, and that any graduated scale (or any symbolic 
representation of a graduated scale) can be employed in the context of the present 
invention to describe quantitative differences in nucleotide sequence expression. 
Typically, such methods yield information corresponding to a relative increase or 
decrease in expression. 

Any method that yields either quantitative or qualitative expression data is 
suitable for evaluating expression of candidate nucleotide sequence in a subject 
sample of leukocytes. In some cases, e.g., when multiple methods are employed to 
determine expression patterns for a plurality of candidate nucleotide sequences, the 
recovered data, e.g., the expression profile, for the nucleotide sequences is a 
combination of quantitative and qualitative data. 
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In some applications, expression of the plurality of candidate nucleotide 
sequences is evaluated sequentially. This is typically the case for methods that can be 
characterized as low- to moderate-throughput. In contrast, as the throughput of the 
elected assay increases, expression for the plurality of candidate nucleotide sequences 
in a sample or multiple samples of leukocytes, is assayed simultaneously. Again, the 
methods (and throughput) are largely determined by the individual practitioner, 
although, typically, it is preferable to employ methods that permit rapid, e.g. 
automated or partially automated, preparation and detection, on a scale that is time- 
efficient and cost-effective. 

It is understood that the preceding discussion, while directed at the assessment 
of expression of the members of candidate libraries, is also applies to the assessment 
of the expression of members of diagnostic nucleotide sets, as further discussed 
below. 

Genotyping 

In addition to, or in conjunction with the correlation of expression profiles and 
clinical data, it is often desirable to correlate expression patterns with the subject's 
genotype at one or more genetic loci. The selected loci can be, for example, 
chromosomal loci corresponding to one or more member of the candidate library, 
polymorphic alleles for marker loci, or alternative disease related loci (not 
contributing to the candidate library) known to be, or putatively associated with, a 
disease (or disease criterion). Indeed, it will be appreciated, that where a 
(polymorphic) allele at a locus is linked to a disease (or to a predisposition to a 
disease), the presence of the allele can itself be a disease criterion. 

Numerous well known methods exist for evaluating the genotype of an 
individual, including southern analysis, restriction fragment length polymorphism 
(RFLP) analysis, polymerase chain reaction (PCR), amplification length 
polymorphism (AFLP) analysis, single stranded conformation polymorphism (SSCP) 
analysis, single nucleotide polymorphism (SNP) analysis (e.g., via PCR, Taqman or 
molecular beacons), among many other useful methods. Many such procedures are 
readily adaptable to high throughput and/or automated (or semi-automated) sample 
preparation and analysis methods. Most, can be performed on nucleic acid samples 
recovered via simple procedures from the same sample of leukocytes as yielded the 
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material for expression profiling. Exemplary techniques are described in, e.g., 
Sambrook, and Ausubel, supra. 

Identification of the diagnostic nucleotide sets of the invention 

Identification of diagnostic nucleotide sets and disease specific target 
nucleotide sequence proceeds by correlating the leukocyte expression profiles with 
data regarding the subject's health status to produce a data set designated a 
"molecular signature." Examples of data regarding a patient's health status, also 
termed "disease criteria(ion)", is described below and in the Section titled "selected 
diseases," below. Methods useful for correlation analysis are further described 
elsewhere in the specification. 

Generally, relevant data regarding the subject's health status includes 
retrospective or prospective health data, e.g., in the form of the subject's medical 
history, as provided by the subject, physician or third party, such as, medical 
diagnoses, laboratory test results, diagnostic test results, clinical events, or medication 
lists, as further described below. Such data may include information regarding a 
patient's response to treatment and/or a particular medication and data regarding the 
presence of previously characterized "risk factors." For example, cigarette smoking 
and obesity are previously identified risk factors for heart disease. Further examples 
of health status information, including diseases and disease criteria, is described in the 
section titled Selected diseases, below. 

Typically, the data describes prior events and evaluations (i.e., retrospective 
data). However, it is envisioned that data collected subsequent to the sampling (i.e., 
prospective data) can also be correlated with the expression profile. The tissue 
sampled, e.g., peripheral blood, bronchial lavage, etc., can be obtained at one or more 
multiple time points and subject data is considered retrospective or prospective with 
respect to the time of sample procurement. 

Data collected at multiple time points, called "longitudinal data", is often 
useful, and thus, the invention encompasses the analysis of patient data collected from 
the same patient at different time points. Analysis of paired samples, such as samples 
from a patient at different time, allows identification of differences that are 
specifically related to the disease state since the genetic variability specific to the 
patient is controlled for by the comparison. Additionally, other variables that exist 
between patients may be controlled for in tins way, for example, the presence or 
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absence of inflammatory diseases (e.g., rheumatoid arthritis) the use of medications 
that may effect leukocyte gene expression, the presence or absence of co-morbid 
conditions, etc. Methods for analysis of paired samples are further described below. 
Moreover, the analysis of a pattern of expression profiles (generated by collecting 
multiple expression profiles) provides information relating to changes in expression 
level over time, and may permit the determination of a rate of change, a trajectory, or 
an expression curve. Two longitudinal samples may provide information on the 
change in expression of a gene over time, while three longitudinal samples may be 
necessary to determine the "trajectory" of expression of a gene. Such information 
may be relevant to the diagnosis of a disease. For example, the expression of a gene 
may vary from individual to individual, but a clinical event, for example , a heart 
attack, may cause the level of expression to double in each patient. In this example, 
clinically interesting information is gleaned from the change in expression level, as 
opposed to the absolute level of expression in each individual. 

Generally, small sample sizes of 10-40 samples from 10-20 individuals are 
used to identify a diagnostic nucleotide set. Larger sample sizes are generally 
necessary to validate the diagnostic nucleotide set for use in large and varied patient 
populations, as further described below. For example, extension of gene expression 
correlations to varied ethnic groups, demographic groups, nations, peoples or races 
may require expression correlation experiments on the population of interest. 

Expression Reference Standards 

Expression profiles derived from a patient (i.e., subjects diagnosed with, or 
exhibiting symptoms of, or exhibiting a disease criterion, or under a doctor's care for 
a disease) sample are compared to a control or standard expression RNA to facilitate 
comparison of expression profiles (e.g. of a set of candidate nucleotide sequences) 
from a group of patients relative to each other (i.e., from one patient in the group to 
other patients in the group, or to patients in another group). 

For example, in one approach to identifying diagnostic nucleotide sets, 
expression profiles derived from patient samples are compared to a expression 
reference "standard." Standard expression reference can be, for example, RNA 
derived from resting cultured leukocytes or commercially available reference RNA, 
such as Universal reference RNA from Stratagene. See Nature, V406, 8-17-00, 
p. 747-752. Use of an expression reference standard is particularly useful when the 
expression of large numbers of nucleotide sequences is assayed, e.g. in an array, and 
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in certain other applications, e.g. qualitative PCR, RT-PCR, etc., where it is desirable 
to compare a sample profile to a standard profile, and/or when large numbers of 
expression profiles, e.g. a patient population, are to be compared. Generally, an 
expression reference standard should be available in large quantities, should be a good 
substrate for amplification and labeling reactions, and should be capable of detecting 
a large percentage of candidate nucleic acids using suitable expression profiling 
technology. 

Alternatively, or in addition, the expression profile derived from a patient 
sample is compared with the expression of an internal reference control gene, for 
example, (3-actin or CD4. The relative expression of the profiled genes and the 
internal reference control gene (from the same individual) is obtained. An internal 
reference control may also be used with a reference RNA. For example, an 
expression profile for "gene 1" and the gene encoding CD4 can be determined in a 
patient sample and in a reference RNA. The expression of each gene can be 
expressed as the "relative" ratio of expression the gene in the patient sample 
compared with expression of the gene in the reference RNA. The expression ratio 
(sample/reference) for gene 1 may be divided by the expression ration for CD4 
(sample/reference) and thus the relative expression of gene 1 to CD4 is obtained. 

The invention also provides a buffy coat control RNA useful for expression 
profiling, and a method of using control RNA produced from a population of buffy 
coat cells, the white blood cell layer derived from the centrifugation of whole blood. 
Buffy coat contains all white blood cells, including granulocytes, mononuclear cells 
and platelets. The invention also provides a method of preparing control RNA from 
buffy coat cells for use in expression profile analysis of leukocytes. Buffy coat 
fractions are obtained, e.g. from a blood bank or directly from individuals, preferably 
from a large number of individuals such that bias from individual samples is avoided 
and so that the RNA sample represents an average expression of a healthy population. 
Buffy coat fractions from about 50 or about 100, or more individuals are preferred. 
10 ml buffy coat from each individual is used. Buffy coat samples are treated with an 
erthythrocyte lysis buffer, so that erthythrocytes are selectively removed. The 
leukocytes of the buffy coat layer are collected by centrifugation. Alternatively, the 
buffy cell sample can be further enriched for a particular leukocyte sub-populations, 
e.g. mononuclear cells, T-lymphocytes, etc. To enrich for mononuclear cells, the 
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buffy cell pellet, above, is diluted in PBS (phosphate buffered saline) and loaded onto 
a non-polystyrene tube containing a polysucrose and sodium diatrizoate solution 
adjusted to a density of 1.077+/-0.001 g/ml. To enrich for T-lymphocytes, 45 ml of 
whole blood is treated with RosetteSep (Stem Cell Technologies), and incubated at 
room temperature for 20 minutes. The mixture is diluted with an equal volume of 
PBS plus 2% FBS and mixed by inversion. 30 ml of diluted mixture is layered on top 
of 15 ml DML medium (Stem Cell Technologies). The tube is centrifiiged at 1200 x 
g, and the enriched cell layer at the plasma : medium interface is removed, washed 
with PBS + 2% FBS, and cells collected by centrifugation at 1200 x g. The cell pellet 
is treated with 5 ml of erythrocyte lysis buffer (EL buffer, Qiagen) for 10 minutes on 
ice, and enriched T-lymphoctes are collected by centrifugation. 

In addition or alternatively, the buffy cells (whole buffy coat or sub- 
population, e.g. mononuclear fraction) can be cultured in vitro and subjected to 
stimulation with cytokines or activating chemicals such as phorbol esters or 
ionomycin. Such stimuli may increase expression of nucleotide sequences that are 
expressed in activated immune cells and might be of interest for leukocyte expression 
profiling experiments. 

Following sub-population selection and/or further treatment, e.g. stimulation 
as described above, RNA is prepared using standard methods. For example, cells are 
pelleted and lysed with a phenol/guanidinium thiocyanate and RNA is prepared. 
RNA can also be isolated using a silica gel-based purification column or the column 
method can be used on RNA isolated by the phenol/guanidinium thiocyanate method. 
RNA from individual buffy coat samples can be pooled during this process, so that 
the resulting reference RNA represents the RNA of many individuals and individual 
bias is minimized or eliminated. In addition, a new batch of buffy coat reference 
RNA can be directly compared to the last batch to ensure similar expression pattern 
from one batch to another, using methods of collecting and comparing expression 
profiles described above/below. One or more expression reference controls are used 
in an experiment. For example, RNA derived from one or more of the following 
sources can be used as controls for an experiment: stimulated or unstimulated whole 
buffy coat, stimulated or unstimulated peripheral mononuclear cells, or stimulated or 
unstimulated T-lymphocytes. 

Alternatively, the expression reference standard can be derived from any 
subject or class of subjects including healthy subjects or subjects diagnosed with the 
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same or a different disease or disease criterion. Expression profiles from subjects in 
two distinct classes are compared to determine which subset of nucleotide sequences 
in the candidate library best distinguish between the two subject classes, as further 
discussed below. It will be appreciated that in the present context, the term "distinct 
classes" is relevant to at least one distinguishable criterion relevant to a disease of 
interest, a "disease criterion." The classes can, of course, demonstrate significant 
overlap (or identity) with respect to other disease criteria, or with respect to disease 
diagnoses, prognoses, or the like. The mode of discovery involves, e.g., comparing 
the molecular signature of different subject classes to each other (such as patient to 
control, patients with a first diagnosis to patients with a second diagnosis, etc.) or by 
comparing the molecular signatures of a single individual taken at different time 
points. The invention can be applied to a broad range of diseases, disease criteria, 
conditions and other clinical and/or epidemiological questions, as further discussed 
above^elow. 

It is appreciated that while the present discussion pertains to the use of 
expression reference controls while identifying diagnostic nucleotide sets, expression 
reference controls are also useful during use of diagnostic nucleotide sets, e.g. use of a 
diagnostic nucleotide set for diagnosis of a disease, as further described below. 

Analysis of expression profiles 

In order to facilitate ready access, e.g., for comparison, review, recovery, 
and/or modification, the molecular signatures/expression profiles are typically 
recorded in a database. Most typically, the database is a relational database accessible 
by a computational device, although other formats, e.g., manually accessible indexed 
files of expression profiles as photographs, analogue or digital imaging readouts, 
spreadsheets, etc. can be used. Further details regarding preferred embodiments are 
provided below. Regardless of whether the expression patterns initially recorded are 
analog or digital in nature and/or whether they represent quantitative or qualitative 
differences in expression, the expression patterns, expression profiles (collective 
expression patterns), and molecular signatures (correlated expression patterns) are 
stored digitally and accessed via a database. Typically, the database is compiled and 
maintained at a central facility, with access being available locally and/or remotely. 

As additional samples are obtained, and their expression profiles determined 
and correlated with relevant subject data, the ensuing molecular signatures are 
likewise recorded in the database. However, rather than each subsequent addition 
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being added in an essentially passive manner in which the data from one sample has 
little relation to data from a second (prior or subsequent) sample, the algorithms 
optionally additionally query additional samples against the existing database to 
further refine the association between a molecular signature and disease criterion. 
Furthermore, the data set comprising the one (or more) molecular signatures is 
optionally queried against an expanding set of additional or other disease criteria. The 
use of the database in integrated systems and web embodiments is further described 
below. 

Analysis of expression profile data from arrays 

Expression data is analyzed using methods well known in the art, including 
the software packages Imagene (Biodiscovery, Marina del Rey, CA), Feature 
Extraction (Agilent, Palo Alto, CA), and Scanalyze (Stanford University), hi the 
discussion that follows, a "feature" refers to an individual spot of DNA on an array . 
Each gene may have more than one feature. For example, hybridized microarrays are 
scanned and analyzed on an Axon Instruments scanner using GenePix 3.0 software 
(Axon Instruments, Union City, CA). The data extracted by GenePix is used for all 
downstream quality control and expression evaluation. The data is derived as follows. 
The data for all features flagged as "not found" by the software is removed from the 
dataset for individual hybridizations. The "not found" flag by GenePix indicates that 
the software was unable to discriminate the feature from the background. Each 
feature is examined to determine the value of its signal. The median pixel intensity of 
the background (B n ) is subtracted from the median pixel intensity of the feature (F n ) to 
produce the background-subtracted signal (hereinafter, "BGSS"). The BGSS is 
divided by the standard deviation of the background pixels to provide the signal-to- 
noise ratio (hereinafter, "S/N"). Features with a S/N of three or greater in both the 
Cy3 channel (corresponding to the sample RNA) and Cy5 channel (corresponding to 
the reference RNA) are used for further analysis (hereinafter denoted "useable 
features"). Alternatively, different S/Ns are used for selecting expression data for an 
analysis. For example, only expression data with signal to noise ratios > 3 might be 
used in an analysis. 

For each usable feature (/), the expression level (e) is expressed as the 
logarithm of the ratio (R) of the Background Subtracted Signal (hereinafter "BGSS") 
for the Cy3 (sample RNA) channel divided by the BGSS for the Cy5 channel 
(reference RNA). This "log ratio" value is used for comparison to other experiments. 
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Variation in signal across hybridizations may be caused by a number of factors 
affecting hybridization, DNA spotting, wash conditions, and labeling efficiency. 

A single reference RNA may be used with all of the experimental RNAs, 
permitting multiple comparisons in addition to individual comparisons. By 
comparing sample RNAs to the same reference, the gene expression levels from each 
sample are compared across arrays, permitting the use of a consistent denominator for 
our experimental ratios. 



The data may be scaled (normalized) to control for labeling and hybridization 
variability within the experiment, using methods known in the art. Scaling is 
desirable because it facilitates the comparison of data between different experiments, 
patients, etc. Generally the BGSS are scaled to a factor such as the median, the mean, 
the trimmed mean, and percentile. Additional methods of scaling include: to scale 
between 0 and 1 , to subtract the mean, or to subtract the median. 

Scaling is also performed by comparison to expression patterns obtained using 
a common reference RNA, as described in greater detail above. As with other scaling 
methods, the reference RNA facilitates multiple comparisons of the expression data, 
e.g., between patients, between samples, etc. Use of a reference RNA provides a 
consistent denominator for experimental ratios. 

In addition to the use of a reference RNA, individual expression levels may be 
adjusted to correct for differences in labeling efficiency between different 
hybridization experiments, allowing direct comparison between experiments with 
different overall signal intensities, for example. A scaling factor (a) may be used to 
adjust individual expression levels as follows. The median of the scaling factor (a), 
for example, BGSS, is determined for the set of all features with a S/N greater than 
three. Next, the BGSSj (tire BGSS for each feature "i") is divided by the median for 



Scaling 
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all features (a), generating a scaled ratio. The scaled ration is used to determine the 
expression value for the feature (e,), or the log ratio. 

(0.3) 



e, = log 



Cy3S i 
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(0.4) 



In addition, or alternatively, control features are used to normalize the data for 
labeling and hybridization variability within the experiment. Control feature may be 
cDNA for genes from the plant, Arabidopsis thaliana, that are included when spotting 
the mini-array. Equal amounts of RNA complementary to control cDNAs are added 
to each of the samples before they were labeled. Using the signal from these control 
genes, a normalization constant (L) is determined according to the following formula: 

f,BGSSjj 



K 



where BGSSj is the signal for a specific feature, TV is the number of A. thaliana 
control features, K is the number of hybridizations, and Lj is the normalization 
constant for each individual hybridization. 

Using the formula above, the mean for all control features of a particular 
hybridization and dye (e.g., Cy3) is calculated. The control feature means for all Cy3 
hybridizations are averaged, and the control feature mean in one hybridization divided 
by the average of all hybridizations to generate a normalization constant for that 
particular Cy3 hybridization (LJ), which is used as a in equation (0.3). The same 
normalization steps may be performed for Cy3 and Cy5 values. 

Many additional methods for normalization exist and can be applied to the 
data. In one method, the average ratio of Cy3 BGSS / Cy5 BGSS is determined for 
all features on an array. This ratio is then scaled to some arbitrary number, such as 1 
or some other number. The ratio for each probe is then multiplied by the scaling 
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factor required to bring the average ratio to the chosen level. This is performed for 
each array in an analysis. Alternatively, the ratios are normalized to the average ratio 
across all arrays in an analysis. 
Correlation analysis 

Correlation analysis is performed to determine which array probes have 
expression behavior that best distinguishes or serves as markers for relevant groups of 
samples representing a particular clinical condition. Correlation analysis, or 
comparison among samples representing different disease criteria (e.g., clinical 
conditions), is performed using standard statistical methods. Numerous algorithms 
are useful for correlation analysis of expression data, and the selection of algorithms 
depends in part on the data analysis to be performed. For example, algorithms can be 
used to identify the single most informative gene with expression behavior that 
reliably classifies samples, or to identify all the genes useful to classify samples. 
Alternatively, algorithms can be applied that determine which set of 2 or more genes 
have collective expression behavior that accurately classifies samples. The use of 
multiple expression markers for diagnostics may overcome the variability in 
expression of a gene between individuals, or overcome the variability intrinsic to the 
assay. Multiple expression markers may include redundant markers, in that two or 
more genes or probes may provide the same information with respect to diagnosis. 
This may occur, for example, when two or more genes or gene probes are 
coordinately expressed. It will be appreciated that while the discussion above 
pertains to the analysis of RNA expression profiles the discussion is equally 
applicable to the analysis of profiles of proteins or other molecular markers. 

Prior to analysis, expression profile data may be formatted or prepared for 
analysis using methods known in the art. For example, often the log ratio of scaled 
expression data for every array probe is calculated using the following formula: 

log (Cy 3 BGSS/ Cy5 BGSS), where Cy 3 signal corresponds to the 
expression of the gene in the clinical sample, and Cy5 signal corresponds to 
expression of the gene in the reference RNA. 

Data may be further filtered depending on the specific analysis to be done as 
noted below. For example, filtering may be aimed at selecting only samples with 
expression above a certain level, or probes with variability above a certain level 
between sample sets. 
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The following non-limiting discussion consider several statistical methods 
known in the art. Briefly, the t-test and ANOVA are used to identify single genes 
with expression differences between or among populations, respectively. Multivariate 
methods are used to identify a set of two or more genes for which expression 
discriminates between two disease states more specifically than expression .of any 
single gene. 



The simplest measure of a difference between two groups is the Student's t 
test. See, e.g., Welsh et al. (2001) Pro c Natl Acad Sci USA 98:1 176-81 
(demonstrating the use of an unpaired Student's t-test for the discovery of differential 
gene expression in ovarian cancer samples and control tissue samples). The t~ test 
assumes equal variance and normally distributed data. This test identifies the 
probability that there is a difference in expression of a single gene between two 
groups of samples. The number of samples within each group that is required to 
achieve statistical significance is dependent upon the variation among the samples 
within each group. The standard formula for a t-test is: 



where e,- is the difference between the mean expression level of gene i in 
groups c and t, s i c is the variance of gene x in group c and s itt is the variance of gene x 
in group t. n c and n t are the numbers of samples in groups c and t. 

The combination of the t statistic and the degrees of freedom [min(n f , n c yi] 
provides a p value, the probability of rejecting the null hypothesis. A p-value of 
<0.01, signifying a 99 percent probability the mean expression levels are different 
between the two groups (a 1% chance that the mean expression levels are in fact not 
different and that the observed difference occurred by statistical chance), is often 
considered acceptable. 

When performing tests on a large scale, for example, on a large dataset of 
about 8000 genes, a correction factor must be included to adjust for the number of 
individual tests being performed. The most common and simplest correction is the 
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Bonferroni correction for multiple tests, which divides the p-value by the number of 
tests run. Using this test on an 8000 member dataset indicates that a p value of 
<0.00000125 is required to identify genes that are likely to be truly different between 
the two test conditions. 

Wilcoxon's signed ranks test 

This method is non-parametric and is utilized for paired comparisons. See 

e.g., Sokal and Rohlf (1987) Introduction to Biostatistics 2 nd edition, WH Freeman, 

New York. At least 6 pairs are necessary to apply this statistic. This test is useful for 

♦ 

analysis of paired expression data (for example, a set of patients who have cardiac 
transplant biopsy on 2 occasions and have a grade 0 on one occasion and a grade 3 A 
on another). 

ANOVA 

Differences in gene expression across multiple related groups may be assessed 
using an Analysis of Variance (ANOVA), a method well known in the art (Michelson 
and Schofield, 1996). 

Multivariate analysis 

Many algorithms suitable for multivariate analysis are known in the art. 
Generally, a set of two or more genes for which expression discriminates between two 
disease states more specifically than expression of any single gene is identified by 
searching through the possible combinations of genes using a criterion for 
discrimination, for example the expression of gene X must increase from normal 300 
percent, while the expression of genes Y and Z must decrease from normal by 75 
percent. Ordinarily, the search starts with a single gene, then adds the next best fit at 
each step of the search. Alternatively, the search starts with all of the genes and genes 
that do not aid in the discrimination are eliminated step-wise. 

Paired samples 

Paired samples, or samples collected at different time-points from the same 
patient, are often useful, as described above. For example, use of paired samples 
permits the reduction of variation due to genetic variation among individuals. In 
addition, the use of paired samples has a statistical significance, in that data derived 
from paired samples can be calculated in a different manner that recognizes the 
reduced variability. For example, the formula for a t-test for paired samples is: 
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^D* -(ZD) 2 /b * 



(0,5) 



b-l 



where D is the difference between each set of paired samples and b is the 
number of sample pairs. D is the mean of the differences between the members of 
the pairs. In this test, only the differences between the paired samples are considered, 
then grouped together (as opposed to taking all possible differences between groups, 
as would be the case with an ordinary t-test). Additional statistical tests useful with 
paired data, e.g., ANOVA and Wilcoxon's signed rank test, are discussed above. 

Diagnostic classification 

Once a discriminating set of genes is identified, the diagnostic classifier (a 
mathematical function that assigns samples to diagnostic categories based on 
expression data) is applied to unknown sample expression levels. 

Methods that can be used for this analysis include the following non-limiting 

list: 

CLEAVER is an algorithm used for classification of useful expression profile 
data. See Raychaudhuri et al. (2001) Trends Biotechnol 19:189-193. CLEAVER 
uses positive training samples (e.g., expression profiles from samples known to be 
derived from a particular patient or sample diagnostic category, disease or disease 
criteria), negative training samples (e.g., expression profiles from samples known not 
to be derived from a particular patient or sample diagnostic category, disease or 
disease criteria) and test samples (e.g., expression profiles obtained from a patient), 
and determines whether the test sample correlates with the particular disease or 
disease criteria, or does not correlate with a particular disease or disease criteria. 
CLEAVER also generates a list of the 20 most predictive genes for classification. 

Artificial neural networks (hereinafter, "ANN") can be used to recognize 
patterns in complex data sets and can discover expression criteria that classify 
samples into more than 2 groups. The use of artificial neural networks for discovery 
of gene expression diagnostics for cancers using expression data generated by 
oligonucleotide expression microarrays is demonstrated by Khan et al. (2001) Nature 
Med. 7:673-9. Khan found that 96 genes provided 0% error rate in classification of 
the tumors. The most important of these genes for classification was then determined 



53 



WO 02/057414 



PCT/US01/47856 



by measuring the sensitivity of the classification to a change in expression of each 
gene. Hierarchical clustering using the 96 genes results in correct grouping of the 
cancers into diagnostic categories. 

Golub uses cDNA microarrays and a distinction calculation to identify genes 
with expression behavior that distinguishes myeloid and lymphoid leukemias. See 
Golub et al. (1999) Science 286:53 1-7. Self organizing maps were used for new class 
discovery. Cross validation was done with a "leave one out" analysis. 50 genes were 
identified as useful markers. This was reduced to as few as 10 genes with equivalent 
diagnostic accuracy. 

Hierarchical and non-hierarchical clustering methods are also useful for 
identifying groups of genes that correlate with a subset of clinical samples such as 
with transplant rejection grade. Alizadeh used hierarchical clustering as the primary 
tool to distinguish different types of diffuse B-cell lymphomas based on gene 
expression profile data. See Alizadeh et al. (2000) Nature 403:503-11. Alizadeh used 
hierarchical clustering as the primary tool to distinguish different types of diffuse IB- 
cell lymphomas based on gene expression profile data. A cDNA array carrying 17856 
probes was used for these experiments, 96 samples were assessed on 128 arrays, and a 
set of 380 genes was identified as being useful for sample classification. 

Perou demonstrates the use of hierarchical clustering for the molecular 
classification of breast tumor samples based on expression profile data. See Perou el 
al. (2000) Nature 406:747-52. In this work, a cDNA array carrying 8102 gene 
probes was used. 1753 of these genes w r ere found to have high variation between 
breast tumors and were used for the analysis. 

Hastie describes the use of gene shaving for discovery of expression markers. 
Hastie et al. (2000) Genome Biol. 1(2):RESEARCH 0003.1-0003.21. The gene 
shaving algorithm identifies sets of genes with similar or coherent expression patterns, 
but large variation across conditions (RNA samples, sample classes, patient classes). 
In this manner, genes with a tight expression pattern within a transplant rejection 
grade, but also with high variability across rejection grades are grouped together. The 
algorithm takes advantage of both characteristics in one grouping step. For example, 
gene shaving can identify useful marker genes with co-regulated expression. Sets of 
useful marker genes can be reduced to a smaller set, with each gene providing some 
non-redundant value in classification. This algorithm was used on the data set 
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described in Alizadeh et al., supra, and the set of 380 informative gene markers was 
reduced to 234. 

Selected Diseases 

In principle, diagnostic nucleotide sets of the invention may be developed and 
applied to essentially any disease, or disease criterion, as long as at least one subset of 
nucleotide sequences is differentially expressed in samples derived from one or more 
individuals with a disease criteria or disease and one or more individuals without the 
disease criteria or disease, wherein the individual may be the same individual sampled 
at different points in time, or the individuals may be different individuals (or 
populations of individuals). For example, the subset of nucleotide sequences may be 
differentially expressed in the sampled tissues of subjects with the disease or disease 
criterion (e.g., a patient with a disease or disease criteria) as compared to subjects 
without the disease or disease criterion (e.g., patients without a disease (control 
patients)). Alternatively, or in addition, the subset of nucleotide sequence(s) may be 
differentially expressed in different samples taken from the same patient, e.g at 
different points in time, at different disease stages, before and after a treatment, in the 
presence or absence of a risk factor, etc. 

Expression profiles corresponding to sets of nucleotide sequences that 
correlate not with a diagnosis, but rather with a particular aspect of a disease can also 
be used to identify the diagnostic nucleotide sets and disease specific target nucleotide 
sequences of the invention. For example, such an aspect, or disease criterion, can 
relate to a subject's medical or family history, e.g., childhood illness, cause of death 
of a parent or other relative, prior surgery or other intervention, medications, 
symptoms (including onset and/or duration of symptoms), etc. Alternatively, the 
disease criterion can relate to a diagnosis, e.g., hypertension, diabetes, atherosclerosis, 
or prognosis (e.g., prediction of future diagnoses, events or complications), e.g., acute 
myocardial infarction, restenosis following angioplasty, reperfusion injury, allograft 
rejection, rheumatoid arthritis or systemic lupus erythematosis disease activity or the 
like. In other cases, the disease criterion corresponds to a therapeutic outcome, e.g., 
transplant rejection, bypass surgery or response to a medication, restenosis after stent 
implantation, collateral vessel growth due to therapeutic angiogenesis therapy, 
decreased angina due to revascularization, resolution of symptoms associated with a 
myriad of therapies, and the like. Alternatively, the disease criteria corresponds with 
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previously identified or classic risk factors and may correspond to prognosis or future 
disease diagnosis. As indicated above, a disease criterion can also correspond to 
genotype for one or more loci. Disease criteria (including patient data) may be 
collected (and compared) from the same patient at different points in time, from 
different patients, between patients with a disease (criterion) and patients 
respresenting a control population, etc. Longitudinal data, i.e., data collected at 
different time points from an individual (or group of individuals) may be used for 
comparisons of samples obtained from an individual (group of individuals) at 
different points in time, to permit identification of differences specifically related to 
the disease state, and to obtain information relating to the change in expression over 
time, including a rate of change or trajectory of expression over time. The usefulness 
of longitudinal data is further discussed in the section titled "Identification of 
diagnostic nucleotide sets of the invention". 

It is further understood that diagnostic nucleotide sets may be developed for 
use in diagnosing conditions for which there is no present means of diagnosis. For 
example, in rheumatoid arthritis, joint destruction is often well under way before a 
patient experience symptoms of the condition. A diagnostic nucleotide set may be 
developed that diagnoses rheumatic joint destruction at an earlier stage than would be 
possible using present means of diagnosis, which rely in part on the presentation of 
symptoms by a patient. Diagnostic nucleotide sets may also be developed to replace 
or augment current diagnostic procedures. For example, the use of a diagnostic 
nucleotide set to diagnose cardiac allograft rejection may replace the current 
diagnostic test, a graft biopsy. 

It is understood that the following discussion of diseases is exemplary and 
non-limiting, and further that the general criteria discussed above, e.g. use of family 
medical history, are generally applicable to the specific diseases discussed below. 

In addition to leukocytes, as described throughout, the general method is 
applicable to nucleotide sequences that are differentially expressed in any subject 
tissue or cell type, by the collection and assessment of samples of that tissue or cell 
type. However, in many cases, collection of such samples presents significant 
technical or medical problems given the current state of the art. 

Organ transplant rejection and success 

A frequent complication of organ transplantation is recognition of the 
transplanted organ as foreign by the immune system resulting in rejection. Diagnostic 
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nucleotide sets can be identified and validated for monitoring organ transplant 
success, rejection and treatment. Medications currently exist that suppress the 
immune system, and thereby decrease the rate of and severity of rejection. However, 
these drugs also suppress the physiologic immune responses, leaving the patient 
susceptible to a wide variety of opportunistic infections. At present there is no easy, 
reliable way to diagnose transplant rejection. Organ biopsy is the preferred method, 
but this is expensive, painful and associated with significant risk and has inadequate 
sensitivity for focal rejection. 

Diagnostic nucleotide sets of the present invention can be developed and 
validated for use as diagnostic tests for transplant rejection and success. It is 
appreciated that the methods of identifying diagnostic nucleotide sets are applicable to 
any organ transplant population. For example, diagnostic nucleotide sets are 
developed for cardiac allograft rejection and success. In some cases, disease criteria 
correspond to acute stage rejection diagnosis based on organ biopsy and graded using 
the International Society for Heart and Lung Transplantation ("ISHLT") criteria. 
Other disease criteria correspond to information from the patient's medical history 
and information regarding the organ donor. Alternatively, disease criteria include the 
presence or absence of cytomegalovirus (CMV) infection, Epstein-Barr virus (EBV) 
infection, allograft dysfunction measured by physiological tests of cardiac function 
(e.g., hemodynamic measurements from catheterization or echocardiograph data), and 
symptoms of other infections. Alternatively, disease criteria corresponds to 
therapeutic outcome, e.g. graft failure, re-transplantation, transplant vasculopathy, 
response to immunosuppressive medications, etc. Disease criteria may further 
correspond to a rejection episode of at least moderate histologic grade, which results 
in treatment of the patient with additional corticosteroids, anti-T cell antibodies, or 
total lymphoid irradiation; a rejection with histologic grade 2 or higher; a rejection 
with histologic grade <2; the absence of histologic rejection and normal or unchanged 
allograft function (based on hemodynamic measurements from catheterization or on 
echocardiographic data); the presence of severe allograft dysfunction or worsening 
allograft dysfunction during the study period (based on hemodynamic measurements 
from catheterization or on echocardiographic data).; documented CMV infection by 
culture, histology, or PCR, and at least one clinical sign or symptom of infection; 
specific graft biopsy rejection grades; rejection of mild to moderate histologic severity 
prompting augmentation of the patient's chronic immunosuppressive regimen; 
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rejection of mild to moderate severity with allograft dysfunction prompting 
plasmapheresis or a diagnosis of "humoral" rejection; infections other than CMV, 
especially infection with Epstein Barr virus (EBV); ljmphoproliferative disorder (also 
called post-transplant lymphoma); transplant vasculopathy diagnosed by increased 
intimal thickness on intravascular ultrasound (IVUS), angiography, or acute 
myocardial infarction; graft failure or retransplantation; and all cause mortality. 
Further specific examples of clinical data useful as disease criteria are provided in 
Example 11. 

In another example, diagnostic nucleotide sets are developed and validated for 
use in treatment of kidney allograft rejection. Disease criteria correspond to, e.g., 
results of biopsy analysis for kidney allograft rejection, serum creatine level, and 
urinalysis results. Another disease criteria corresponds to the need for hemodialysis or 
other renal replacement therapy. Diagnostic nucleotide sets are developed and 
validated for use in diagnosis and treatment of bone marrow transplant rejection and 
liver transplant rejection, respectively. Disease criteria for bone marrow transplant 
rejection correspond to the diagnosis and monitoring of graft rejection and/or graft 
versus host disease. Disease criteria for liver transplant rejection include levels of 
serum markers for liver damage and liver function such as AST (aspartate 
aminotransferase), ALT (alanine aminotransferase), Alkaline phosphatase, GGT, 
(gamma-glutamyl transpeptidase) Bilirubin, Albumin and Prothrombin time. Further 
disease criteria correspond to hepatic encephalopathy, medication usage, ascites, and 
histological rejection on graft biopsy. In addition, urine can be utilized for at the 
target tissue for profiling in renal transplant, while biliary and intestinal and feces may 
be used favorably for hepatic or intestinal organ allograft rejection. 

Atherosclerosis and Stable Angina Pectoris 

Over 50 million patients in the U.S. have atherosclerotic coronary artery 
disease (hereinafter, "CAD"), and it is of great importance to identify patients who 
will suffer complications from the disease. Atherosclerosis leads to progressive 
narrowing of the coronary arteries, which may lead to myocardial ischemia, which 
manifests as stable angina pectoris, or chest pain with exertion. In addition to chest 
pain, patients may also have shortness of breath (dyspnea), fatigue, nausea or other 
symptoms with exertion. Myocardial infarction (heart attack) and unstable angina are 
acute events associated with atherosclerosis. There is currently no way to accurately 
predict the occurrence of acute events in patients with atherosclerosis, however. 
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Although the presence of classic risk factors and arterial wall calcification (as 
assessed by CT scanning) is weakly correlated with the occurrence of acute coronary 
syndrome, the degree of artery stenosis (i.e. vessel occlusion as a result of 
atherosclerosis) correlates poorly with the occurrence of future acute events, as acute 
events occur more commonly in coronary arteries with 40-50% blockage than arteries 
that are 80-90% blocked Coronary angiography can provide information about 
degree of coronary blockage, but is a poor tool for the measurement of disease 
activity and the prediction of the likelihood of acute events and other poor outcomes. 

Diagnostic nucleotide sets are developed and validated for use in diagnosis 
and monitoring of atherosclerosis, and in predicting the likelihood of complications, 
e.g. angina and myocardial infarction. Alternatively, or in addition, disease criteria 
correspond to symptoms or diagnosis of disease progression, e.g. clinical results of 
angiography indicating progressive narrowing of vessel lumens. In another aspect, 
diagnostic nucleotide sets are developed for use in predicting the likelihood of future 
acute events in patients suffering from atherosclerosis. Disease criteria correspond to 
retrospective data, for example a recent history of unstable angina or myocardial 
infarction. Disease criteria also correspond to prospective data, for example, the 
occurrence of unstable angina or myocardial infarction. In another case, disease 
criteria correspond to standard medical indicators of occurrence of an acute event, e.g. 
serum enzyme levels, electrocardiographic testing, chest pain, nuclear magnetic 
imaging, etc. 

Congestive Heart Failure 

Congestive heart failure (hereinafter, "CHF") is a disease that affects 
increasing numbers of individuals. Without being bound by theory, it is believed that 
CHF is associated with systemic inflammation. Markers of systemic inflammation 
and serum cytokine levels such as erythrocyte sedimentation rate (ESR) and C- 
reactive protein (CRP) and serum cytokine levels are elevated (or altered) in patients 
with CHF, and elevation correlates with the severity and progression of the disease. 
Furthermore, serum catecholamine levels (epinephrine and norepinephrine) are also 
elevated in proportion to the severity of CHF, and may directly alter leukocyte 
expression patterns. Currently, echocardiography is the test primarily used to assess 
the severity of CHF and monitor progression of the disease. There are a number of 
drugs that are efficacious in treating CHF, such as beta-blockers and ACE inhibitors. 
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A leukocyte test with the ability to determine the rate of progression and the adequacy 
of therapy is of great interest. 

Diagnostic nucleotide sets are developed and validated for use in diagnosis 
and monitoring of progression and rate of progression (activity) of CHF. Disease 
criteria correspond to the results of echocardiography testing, which may indicate 
diagnosis of CHF or increasing severity of CHF as evidenced by worsening 
parameters for ventricular function, such as the ejection fraction, fractional 
shortening, wall motion or ventricular pressures. Alternatively, or in addition, disease 
criteria correspond to hospitalization for CHF, death, pulmonary edema, increased 
cardiac chamber dimensions on echocardiography or another imaging test, exercise 
testing of hemodynamic measurements, serial CRP, other serum markers, NYHA 
functional classes, quality of life measures, renal function, transplant listing, 
pulmonary edema, left ventricular assist device use, medication use and changes, and 
worsening of Ejection Fraction by echocardiography, angiography, MRI, CT or 
nuclear imaging.. In another aspect, disease criteria correspond to response to drug 
therapy, e.g. beta-blockers or ACE inhibitors. 

Risk factors for coronary artery disease 

The established and classic risks for the occurrence of coronary artery disease 
and complications of that disease are: cigarette smoking, diabetes, hypertension, 
hyperlipidemia and a family history of early atherosclerosis. Obesity, sedentary 
lifestyle, syndrome X, cocaine use, chronic hemodialysis and renal disease, radiation 
exposure, endothelial dysfunction, elevated plasma homocysteine, elevated plasma 
lipoprotein a, elevated CRP, infection with CMV and chlamydia infection are less 
well established, controversial, or putative risk factors for the disease. Risk factors 
are known to be associated with patient prognosis and outcome, but the contribution 
of each risk factor to the future clinical state of a patient is difficult to measure. The 
effect of risk factor modification (e.g., smoking cessation, treatment of 
hypercholesterolemia) on overall risk and future outcome is also difficult to quantify. 

Diagnostic nucleotide sets may be developed that correlate with these risk 
factors, or the sum of the risk factors for use in predicting occurrence of coronary 
artery disease. Disease criteria correspond to risk factors, as exemplified above, as 
well as to occurrence of coronary artery disease. Alternatively, or in addition, disease 
criteria corresponding to risk factors may contribute to a numerical weighted average, 
which itself may be treated as a disease criteria and may be used for correlation to 
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gene expression. In another aspect, risk factors may be modified in a patient, e.g. by 
behavioral change, or decrease cholesterol through chemotherapy in patients with 
hypocholesteremia. Disease criteria may further correspond to diagnosis of coronary 
disease. 

Restenosis 

Angioplasty can re-open a narrowed artery. However, the long-term success 
rate of these procedures is limited by restenosis, the re-narrowing of a coronary artery 
after an angioplasty. Currently, about 50% of treated arteries re-narrow after 
angioplasty and about 30% re-narrow after standard stent placement. Restenosis 
usually becomes apparent within 3 months of the angioplasty procedure. Presently, 
there is no reliable method for predicting which arteries will succumb to restenosis, 
though small vessels tend to be more likely to re-narrow, as do vessels of diabetics, 
renal patients and vessels exposed to high-pressure balloon inflation during balloon 
angioplasty. 

Diagnostic nucleotide sets are developed and validated to predict restenosis in 
patients before undergoing angioplasty or shortly thereafter. Disease criteria 
correspond to angiogram testing (diagnosis of restenosis) , as well as clinical 
symptoms of restenosis, e.g. chest pain due to re-narrowing of the artery, as 
confirmed by angiogram. Anti-restenotic drug therapy is also identified for each 
patient. The diagnostic nucleotide set are useful to identify patients about to undergo 
angioplasty who would benefit from stents, radiation-emitting stents, and anti- 
restenotic drug delivering stents. Patients that would benefit from post-angioplasty 
anti-restenotic drug therapy may also be identified. 

Rheumatoid Arthritis 

Rheumatoid arthritis (RA) effects about two million patients in the US and is a 
chronic and debilitating inflammatory arthritis, particularly involving pain and 
destruction of the joints. RA often goes undiagnosed because patients may have no 
pain, but the disease is actively destroying the joint. Other patients are known to have 
RA, and are treated to alleviate symptoms, but the rate of progression of joint 
destruction can't easily be monitored. Drug therapy is available, but the most 
effective medicines are toxic (e.g., steroids, methotrexate) and thus need to be used 
with caution. A new class of medications (TNF blockers) is very effective, but the 
drugs are expensive, have side effects, and not all patients respond. Side-effects are 
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common and include immune suppression, toxicity to organ systems, allergy and 
metabolic disturbances. 

Diagnostic nucleotide sets of the invention are developed and validated for use 
in diagnosis and treatment of RA. Disease criteria correspond to disease symptoms 
(e.g., joint pain, joint swelling and joint stiffness and any of the American College for 
Rheumatology criteria for the diagnosis of RA, see Arnett et al (1988) Arthr. Rheum. 
31:315-24), progression of joint destruction (e.g. as measured by serial hand 
radiographs, assessment of joint function and mobility), surgery, need for medication, 
additional diagnoses of inflammatory and non-inflammatory conditions, and clinical 
laboratory measurements including complete blood counts with differentials, CRP, 
ESR, ANA, Serum IL6, Soluble CD40 ligand, LDL, HDL, Anti-DNA antibodies, 
rheumatoid factor, C3, C4, serum creatinine. In addition, or alternatively, disease 
criteria correspond to response to drug therapy and presence or absence of side-effects 
or measures of improvement exemplified by the American College of Rheumatology 
"20%" and "50%" response/improvement rates. See Felson et al (1995) Arthr Rheum 
38:531-37. Diagnostic nucleotide sets-are identified that monitor and predict disease 
progression including flaring (acute worsening of disease accompanied by joint pain 
or other symptoms), response to drug treatment and likelihood of side-effects. 

In addition to peripheral leukocytes, surgical specimens of rheumatoid joints 
can be used for leukocyte expression profiling experiments. Members of diagnostic 
nucleotide sets are candidates for leukocyte target nucleotide sequences, e.g. as a 
candidate drug target for rheumatoid arthritis. 

Systemic Lupus Erythematosis (SLE) 

SLE is a chronic, systemic inflammatory disease characterized by 
dysregulation of the immune system, which effects up to 2 million patients in the US. 
Symptoms of SLE include rashes, joint pain, abnormal blood counts, renal 
dysfunction and damage, infections, CNS disorders, arthralgias and autoimmunity. 
Patients may also have early onset atherosclerosis. 

Diagnostic nucleotide sets are identified and validated for use in diagnosis and 
monitoring of SLE activity and progression. Disease criteria correspond to clinical 
data, e.g. symptom rash, joint pain, malaise, rashes, blood counts (white and red), 
tests of renal function e.g. creatinine, blood urea nitrogen (hereinafter, "bun") creative 
clearance, data obtained from laboratory tests including complete blood counts with 
differentials, CRP, ESR, ANA, Serum IL6, Soluble CD40 ligand, LDL, HDL, Anti- 
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DNA antibodies, rheumatoid factor, C3, C4, serum creatinine and any medication 
levels, the need for pain medications, cumulative doses or immunosuppressive 
therapy, symptoms or any manifestation of carotid atherosclerosis (e.g. ultrasound 
diagnosis or any other manifestations of the disease), data from surgical procedures 
such as gross operative findings and pathological evaluation of resected tissues and 
biopsies (e.g., renal, CNS), information on pharmacological therapy and treatment 
changes, clinical diagnoses of disease "flare", hospitalizations, death, quantitative 
joint exams, results from health assessment questionnaires (HAQs), and other clinical 
measures of patient symptoms and disability. In addition, disease criteria correspond 
to the clinical score known as SLEDAI (Bombadier C, Gladman DD, Urowitz MB, 
Caron D, Chang CH and the Committee on Prognosis Studies in SLE: Derivation of 
the SLEDAI for Lupus Patients. Arthritis Rheum 35:630-640, 1992.). Diagnostic 
nucleotide sets maybe useful for diagnosis of SLE, monitoring disease progression 
including progressive renal dysfunction, carotid atherosclerosis and CNS dysfunction, 
and predicting occurrence of side-effects, for example. 
Dennatomvositis/Polymyositis 

Dermatomyositis/Polymyositis is an autoimmune/inflammatory disease of 
muscle and skin. Disease criteria correspond to clinical markers of muscle damage 
(e.g. creatine kinase or myoglobin), muscle strength, symptoms, skin rash or muscle 
biopsy results. 

Diabetes 

Insulin dependent (type I) diabetes is caused by an autoimmune attack of 
insulin producing cells in the pancreas. The disease does not manifest until greater 
than 90% of the insulin producing cells are destroyed. Diagnostic nucleotide sets are 
developed and validated for use in detecting diabetes before it is clinically evident. 
Disease criteria correspond to future occurrence of diabetes, glucose tolerance, serum 
glucose level, and levels of hemoglobin Ale or other markers. 

Inflammatory Bowel Disease (Crohn's and Ulcerative Colitis) 
Inflammatory Bowel Disease, e.g., Crohn's Disease and Ulcerative Colitis, are 
chr onic inflammatory diseases of the intestine. Together they effect at least 1 million 
in the US. Currently, diagnosis and monitoring is accomplished by intestinal 
endoscopy with or without a biopsy. Steroids and other immune suppressing drugs 
are useful in treating these diseases, but these drugs cause toxicity and severe side- 
effects. Diagnostic nucleotide sets are developed for use in diagnosis and monitoring 
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of disease progression. Disease criteria correspond to clinical criteria, e.g. symptoms 
of abdominal or pelvic pain, diarrhea, fever and rectal bleeding. Alternatively, or in 
addition, disease criteria correspond to endoscopy results or bowel biopsy results. 
Osteoarthritis 

20-40 million patients in the US have osteoarthritis. Patient groups are 
heterogeneous, with a subset of patients having earlier onset, more aggressive joint 
damage, involving more inflammation (leukocyte infiltration) leukocyte diagnostics 
can be used to distinguish osteoarthritis from rheumatoid arthritis, define likelihood 
and degree of response to NSAID therapy (non-steroidal anti-inflammatory drugs). 
Rate of progression of joint damage can also be assessed. Diagnostic nucleotide sets 
may be developed for use in selection and titration of treatment therapies. Disease 
criteria correspond to response to therapy,. and disease progression using certain 
therapies, need for joint surgery, joint pain and disability. 

Asthma 

Asthma is a chronic inflammatory disease of the lungs. Clinical symptoms 
include chronic or acute airflow obstruction. Patients are treated with inhaled steroids 
or bronchodilators or systemic steroids and other medication, and disease progression 
is monitored clinically using a peak air flow meter or formal pulmonary function tests. 
Even with these tests, it is difficult to predict which patients are at highest risk for 
acute worsening of airway obstruction (an "asthma attack 55 ). Diagnostic nucleotide 
sets are developed for use in predicting likelihood of acute asthma attacks, and for use 
in choosing and titrating drug therapy. Disease criteria correspond to pulmonary 
function testing, peak flow meter measurements, ER visits, inhaler use, subjective 
patient assessment of response to therapy, hospitalization and need for steroids. 

Other inflammatory diseases: 

Other inflammatory disease suitable for development and use of diagnostic 
nucleotide sets are polymyalgia rheumatica, temporal arteritis, polyarteritis nodosa, 
Wegener's granulomatosis, Whipple's disease, heterotopic ossification, Periprosthetic 
Osteolysis, Sepsis/ARDS, scleroderma, Grave's disease, Hashimoto's thyroiditis, 
psoriasis numerous others (See Table 1). 

Viral diseases 

Diagnostic leukocyte nucleotide sets may be developed and validated for use 
in diagnosing viral disease. In another aspect, viral nucleotide sequences may be 
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added to a leukocyte nucleotide set for use in diagnosis of viral diseases. 
Alternatively, viral nucleotide sets and leukocyte nucleotides sets may be used 
sequentially. 

Epstein-Barr virus (EBV) 

EBV causes a variety of diseases such as mononucleosis, B-cell lymphoma, 
and pharyngeal carcinoma. It infects mononuclear cells and circulating atypical 
lymphocytes are a common manifestation of infection. Peripheral leukocyte gene 
expression is altered by infection. Transplant recipients and patients who are 
immunosuppressed are at increased risk for EBV-associated lymphoma. 

Diagnostic nucleotide sets may be developed and validated for use in 
diagnosis and monitoring of EBV. In one aspect, the diagnostic nucleotide set is a 
leukocyte nucleotide set. Alternatively, EBV nucleotide sequences are added to a 
leukocyte nucleotide set, for use in diagnosing EBV. Disease criteria correspond with 
diagnosis of EBV, and, in patients who are EBV-sero-positive, presence (or 
prospective occurrence ) of EBV-related illnesses such as mononucleosis, and EBV- 
associated lymphoma. Diagnostic nucleotide sets are useful for diagnosis of EBV, 
and prediction of occurrence of EBV-related illnesses. 

Cytomegalovirus (CMV) 

Cytomegalovirus cause inflammation and disease in almost any tissue, 
particularly the colon, lung, bone marrow and retina, and is a very important cause of 
disease in immunosuppressed patients, e.g. transplant, cancer, AIDS. Many patients 
are infected with or have been exposed to CMV, but not all patients develop clinical 
disease from the virus. Also, CMV negative recipients of allografts that come from 
CMV positive donors are at high risk for CMV infection. As immunosuppressive 
drugs are developed and used, it is increasingly important to identify patients with 
cuxrent or impending clinical CMV disease, because the potential benefit of 
immunosuppressive therapy must be balanced with the increased rate of clinical CMV 
infection and disease that may result from the use of hnmunosuppression therapy. 
CMV may also play a role in the occurrence of atherosclerosis or restenosis after 
angioplasty. 

Diagnostic nucleotide sets are developed for use in diagnosis and monitoring 
of CMV infection or re-activation of CMV infection. In one aspect, the diagnostic 
nucleotide set is a leukocyte nucleotide set. In another aspect, CMV nucleotide 
sequences are added to a leukocyte nucleotide set, for use in diagnosing CMV. 
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Disease criteria correspond to diagnosis of CMV (e.g., sero-positive state) and 
presence of clinically active CMV. Disease criteria may also correspond to 
prospective data, e.g. the likelihood that CMV will become clinically active or 
impending clinical CMV infection. Antiviral medications are available and 
diagnostic nucleotide sets can be used to select patients for early treatment, chronic 
suppression or prophylaxis of CMV activity. 
Hepatitis B and C 

These chronic viral infections affect about 1.25 and 2.7 million patients in the 
US, respectively. Many patients are infected, but suffer no clinical manifestations. 
Some patients with infection go on to suffer from chronic liver failure, cirrhosis and 
hepatic carcinoma. 

Diagnostic nucleotide sets are developed for use in diagnosis and monitoring 
of HBV or HCV infection. In one aspect, the diagnostic nucleotide set is a leukocyte 
nucleotide set. In another aspect, viral nucleotide sequences are added to a leukocyte 
nucleotide set, for use in diagnosing the virus and monitoring progression of liver 
disease. Disease criteria correspond to diagnosis of the virus (e.g., sero-positive state 
or other disease symptoms). Alternatively, disease criteria correspond to liver 
damage, e.g., elevated alkaline phosphatase, ALT, AST or evidence of ongoing 
hepatic damage on liver biopsy. Alternatively, disease criteria correspond to serum 
liver tests (AST, ALT, Alkaline Phosphatase, GGT, PT, bilirubin), liver biopsy, liver 
ultrasound, viral load by serum PCR, cirrhosis, hepatic cancer, need for 
hospitalization or listing for liver transplant. Diagnostic nucleotide sets are used to 
diagnose HBV and HCV, and to predict likelihood of disease progression. Antiviral 
therapeutic usage, such as Interferon gamma and Ribavirin, can also be disease 
criteria. 

HIV 

HIV infects T cells and certainly causes alterations in leukocyte expression. 
Diagnostic nucleotide sets are developed for diagnosis and monitoring of HIV. hi one 
aspect, the diagnostic nucleotide set is a leukocyte nucleotide set. In another aspect, 
viral nucleotide sequences are added to a leukocyte nucleotide set, for use in 
diagnosing the virus. Disease criteria correspond to diagnosis of the virus (e.g., sero- 
positive state). In addition, disease criteria correspond to viral load, CD4 T cell 
counts, opportunistic infection, response to antiretroviral therapy, progression to 
AIDS, rate of progression and the occurrence of other HIV related outcomes (e.g., 
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malignancy, CNS disturbance). Response to antiretrovirals may also be disease 
criteria. 

Pharmacogenomics 

Pharmocogenomics is the study of the individual propensity to respond to a 
particular drug therapy (combination of therapies). In this context, response can mean 
whether a particular drug will work on a particular patient, e.g. some patients respond 
to one drug but not to another drug. Response can also refer to the likelihood of 
successful treatment or the assessment of progress in treatment. Titration of drug 
therapy to a particular patient is also included in this description, e.g. different 
patients can respond to different doses of a given medication. This aspect may be 
important when drugs with side-effects or interactions with other drug therapies are 
contemplated. 

Diagnostic nucleotide sets are developed and validated for use in assessing 
whether a patient will respond to a particular therapy and/or monitoring response of a 
patient to drug therapy (therapies). Disease criteria correspond to presence or absence 
of clinical symptoms or clinical endpoints, presence of side-effects or interaction with 
other drug(s). The diagnostic nucleotide set may further comprise nucleotide 
sequences that are targets of drug treatment or markers of active disease. 

Validation and accuracy of diagnostic nucleotide set using correlation analysis 
Prior to widespread application of the diagnostic probe sets of the invention, 
the predictive value of the probe set is validated. 

Typically, the oligonucleotide sequence of each probe is confirmed, e.g. by 
DNA sequencing using an oligonucleotide-specific primer. Partial sequence obtained 
is generally sufficient to confirm the identity of the oligonucleotide probe. 
Alternatively, a complementary polynucleotide is fluorescently labeled and 
hybridized to the array, or to a different array containing a resynthesized version of 
the oligo nucleotide probe, and detection of the correct probe is confirmed. 

Typically, validation is performed by statistically evaluating the accuracy of 
the correspondence between the molecular signature for a diagnostic probe set and a 
selected indicator. For example, the expression differential for a nucleotide sequence 
between two subject classes can be expressed as a simple ratio of relative expression. 
The expression of the nucleotide sequence in subjects with selected indicator can be 
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compared to the expression of that nucleotide sequence in subjects without the 
indicator, as described in the following equations. 

X£ x ai/N = E X A the average expression of nucleotide sequence x in the 
members of group A; 

EExbi/M = E X B the average expression of nucleotide sequence x in the 
members of group B; 

B X AJ ExB =AE X AB the average differential expression of nucleotide sequence 
x between groups A 

andB: 

where S indicates a sum; Ex is the expression of nucleotide sequence x 
relative to a standard; ai are the individual members of group A, group A has N 
members; bi are the individual members of group B, group B has M members. 

The expression of at least two nucleotide sequences, e.g., nucleotide sequence 
X and nucleotide sequence Y are measured relative to a standard in at least one 
subject of group A (e.g., with a disease) and group B (e.g., without the disease). 
Ideally, for purposes of validation the indicator is independent from (i.e., not assigned 
based upon) the expression pattern. Alternatively, a minimum threshold of gene 
expression for nucleotide sequences X and Y, relative to the standard, are designated 
for assignment to group A. For nucleotide sequence x, this threshold is designated 
AEx, and for nucleotide sequence y, the threshold is designated AEy. 

The following formulas are used in the calculations below: 

Sensitivity = (true positives/true positives + false negatives) 
Specificity = (true negatives/true negatives + false positives) 

If, for example, expression of nucleotide sequence x above a threshold: x > 
AEx, is observed for 80/100 subjects in group A and for 10/100 subjects in group B, 
the sensitivity of nucleotide sequence x for the assignment to group A, at the given 
expression threshold AEx, is 80%, and the specificity is 90%. 

If the expression of nucleotide sequence y is > AEy in 80/100 subjects in 
group A, and in 10/100 subjects in group B, then, similarly the sensitivity of 
nucleotide sequence y for the assignment to group A at the given threshold AEy is 
80% and the specificity is 90%. If in addition, 60 of the 80 subjects in group A that 
meet the expression threshold for nucleotide sequence y also meet the expression 
threshold AEx and that 5 of the 10 subjects in group B that meet the expression 
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threshold for nucleotide sequence y also meet the expression threshold AEx, the 
sensitivity of the test (x>AEx and y>AEy)for assignment of subjects to group A is 
60% and the specificity is 95%. 

Alternatively, if the criteria for assignment to group A are change to: 
Expression of x > AEx or expression of y > AEy, the sensitivity approaches 100% and 
the specificity is 85%. 

Clearly, the predictive accuracy of any diagnostic probe set is dependent on 
the minimum expression threshold selected. The expression of nucleotide sequence X 
(relative to a standard) is measured in subjects of groups A (with disease) and B 
(without disease). The minimum threshold of nucleotide sequence expression for x, 
required for assignment to group A is designated AEx 1 . 

If 90/100 patients in group A have expression of nucleotide sequence x > AEx 
1 and 20/100 patients in group B have expression of nucleotide sequence x > AEx 1, 
then the sensitivity of the expression of nucleotide sequence x (using AEx 1 as a 
minimum expression threshold) for assignment of patients to group A will be 90% 
and the specificity will be 80%. 

Altering the minimum expression threshold results in an alteration in the 
specificity and sensitivity of the nucleotide sequences in question. For example, if the 
minimum expression threshold of nucleotide sequence x for assignment of subjects to 
group A is lowered to AEx 2, such that 100/100 subjects in group A and 40/100 
subjects in group B meet the threshold, then the sensitivity of the test for assignment 
of subjects to group A will be 100% and the specificity will be 60%. 

Thus, for 2 nucleotide sequences X and Y: the expression of nucleotide 
sequence x and nucleotide sequence y (relative to a standard) are measured in subjects 
belonging to groups A (with disease) and B (without disease). Minimum thresholds 
of nucleotide sequence expression for nucleotide sequences X and Y (relative to 
common standards) are designated for assignment to group A. For nucleotide 
sequence x, this threshold is designated AExl and for nucleotide sequence y, this 
threshold is designated AEy 1 . 

If in group A, 90/100 patients meet the minimum requirements of expression 
AExl and AEyl, and in group B, 10/100 subjects meet the minimum requirements of 
expression AExl and AEyl, then the sensitivity of the test for assignment of subjects 
to group A is 90% and the specificity is 90%. 
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Increasing the minimum expression thresholds for X and Y to AEx2 and 
AEy2, such that in group A, 70/100 subjects meet the minimum requirements of 
expression AEx2 and AEy2, and in group B, 3/100 subjects meet the minimum 
requirements of expression AEx2 and AEy2. Now the sensitivity of the test for 
assignment of subjects to group A is 70% and the specificity is 97%. 

If the criteria for assignment to group A is that the subject in question meets 
either threshold, AEx2 or AEy2, and it is found that 100/100 subjects in group A meet 
the criteria and 20/100 subjects in group B meet the.criteria, then the sensitivity of the 
test for assignment to group A is 100% and the specificity is 80%. 

Individual components of a diagnostic probe set each have a defined 
sensitivity and specificity for distinguishing between subject groups. Such individual 
nucleotide sequences can be employed in concert as a diagnostic probe set to increase 
the sensitivity and specificity of the evaluation. The database of molecular signatures 
is queried by algorithms to identify the set of nucleotide sequences (i.e., 
corresponding to members of the probe set) with the highest average differential 
expression between subject groups. Typically, as the number of nucleotide sequences 
in the diagnostic probe set increases, so does the predictive value, that is, the 
sensitivity and specificity of the probe set. When the probe sets are defined they may 
be used for diagnosis and patient monitoring as discussed below. The diagnostic 
sensitivity and specificity of the probe sets for the defined use can be determined for a 
given probe set with specified expression levels as demonstrated above. By altering 
the expression threshold required for the use of each nucleotide sequence as a 
diagnostic, the sensitivity and specificity of the probe set can be altered by the 
practitioner. For example, by lowering the magnitude of the expression differential 
threshold for each nucleotide sequence in the set, the sensitivity of the test will 
increase, but the specificity will decrease. As is apparent from the foregoing 
discussion, sensitivity and specificity are inversely related and the predictive accuracy 
of the probe set is continuous and dependent on the expression threshold set for each 
nucleotide sequence. Although sensitivity and specificity tend to have an inverse 
relationship when expression thresholds are altered, both parameters can be increased 
as nucleotide sequences with predictive value are added to the diagnostic nucleotide 
set. In addition a single or a few markers may not be reliable expression markers 
across a population of patients. This is because of the variability in expression and 
measurement of expression that exists between measurements, individuals and 
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individuals over time. Inclusion of a large number of candidate nucleotide sequences 
or large numbers of nucleotide sequences in a diagnostic nucleotide set allows for this 
variability as not all nucleotide sequences need to meet a threshold for diagnosis. 
Generally, more markers are better than a single marker. If many markers are used to 
make a diagnosis, the likelihood that all expression markers will not meet some 
thresholds based upon random variability is low and thus the test will give fewer false 
negatives. 

It is appreciated that the desired diagnostic sensitivity and specificity of the 
diagnostic nucleotide set may vary depending on the intended use of the set. For 
example, in certain uses, high specificity and high sensitivity are desired. For 
example, a diagnostic nucleotide set for predicting which patient population may 
experience side effects may require high sensitivity so as to avoid treating such 
patients. In other settings, high sensitivity is desired, while reduced specificity may 
be tolerated. For example, in the case of a beneficial treatment with few side effects, 
it may be important to identify as many patients as possible (high sensitivity) who will 
respond to the drug, and treatment of some patients who will not respond is tolerated. 
In other settings, high specificity is desired and reduced sensitivity may be tolerated. 
For example, when identifying patients for an early-phase clinical trial, it is important 
to identify patients who may respond to the particular treatment. Lower sensitivity is 
tolerated in this setting as it merely results in reduced patients who enroll in the study 
or requires that more patients are screened for enrollment. 

Methods of using diagnostic nucleotide sets. 

The invention also provide methods of using the diagnostic nucleotide sets to: 
diagnose disease; assess severity of disease; predict future occurrence of disease; 
predict future complications of disease; determine disease prognosis; evaluate the 
patient's risk, or "stratify" a group of patients; assess response to current drug 
therapy; assess response to current non-pharmacological therapy; determine the most 
appropriate medication or treatment for the patient; predict whether a patient is likely 
to respond to a particular drug; and determine most appropriate additional diagnostic 
testing for the patient, among other clinically and epidemiologically relevant 
applications. 

The nucleotide sets of the invention can be utilized for a variety of purposes 
by physicians, healthcare workers, hospitals, laboratories, patients, companies and 
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other institutions. As indicated previously, essentially any disease, condition, or 
status for which at least one nucleotide sequence is differentially expressed in 
leukocyte populations (or sub-populations) can be evaluated, e.g., diagnosed, 
monitored, etc. using the diagnostic nucleotide sets and methods of the invention. In 
addition to assessing health status at an individual level, the diagnostic nucleotide sets 
of the present invention are suitable for evaluating subjects at a "population level," 
e.g., for epidemiological studies, or for population screening for a condition or 
disease. 

Collection and preparation of sample 

RNA, protein and/or DNA is prepared using methods well-known in the art, as 
further described herein. It is appreciated that subject samples collected for use in the 
methods of the invention are generally collected in a clinical setting, where delays 
may be introduced before RNA samples are prepared from the subject samples of 
whole blood, e.g. the blood sample may not be promptly delivered to the clinical lab 
for further processing. Further delay may be introduced in the clinical lab setting 
where multiple samples are generally being processed at any given time. For this 
reason, methods which feature lengthy incubations of intact leukocytes at room 
temperature are not preferred, because the expression profile of the leukocytes may 
change during this extended time period. For example, RNA can be isolated from 
whole blood using a phenol/guanidine isothiocyanate reagent or another direct whole- 
blood lysis method, as described in, e.g., U.S. Patent Nos. 5,346,994 and 4,843,155. 
This method maybe less preferred under certain circumstances because the large 
majority of the RNA recovered from whole blood RNA extraction comes from 
erythrocytes since these cells outnumber leukocytes 1000:1. Care must be taken to 
ensure that the presence of erythrocyte RNA and protein does not introduce bias in the 
RNA expression profile data or lead to inadequate sensitivity or specificity of probes. 

Alternatively, intact leukocytes may be collected from whole blood using a 
lysis buffer that selectively lyses erythrocytes, but not leukocytes, as described, e.g., 
in (U.S. Patent Nos. 5,973,137, and 6,020,186). Intact leukocytes are then collected 
by centrifugation, and leukocyte RNA is isolated using standard protocols, as 
described herein. However, this method does not allow isolation of sub-populations 
of leukocytes, e.g. mononuclear cells, which may be desired. In addition, the 
expression profile may change during the lengthy incubation in lysis buffer, especially 
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in a busy clinical lab where large numbers of samples are being prepared at any given 
time. 

Alternatively, specific leukocyte cell types can be separated using density 
gradient reagents (Boyum, A, 1968.). For example, mononuclear cells may be 
separated from whole blood using density gradient centrifugation, as described, e.g., 
in U.S. Patents Nos. 4190535, 4350593, 4751001, 4818418, and 5053134. Blood is 
drawn directly into a tube containing an anticoagulant and a density reagent (such as 
Ficoll or Percoll). Centrifugation of this tube results in separation of blood into an 
erythrocyte and granulocyte layer, a mononuclear cell suspension, and a plasma layer. 
The mononuclear cell layer is easily removed and the cells can be collected by 
centrifugation, lysed, and frozen. Frozen samples are stable until RNA can be 
isolated. Density centrifugation, however, must be conducted at room temperature, 
and if processing is unduly lengthy, such as in a busy clinical lab, the expression 
profile may change. 

The quality and quantity of each clinical RNA sample is desirably checked 
before amplification and labeling for array hybridization, using methods known in the 
art. For example, one microliter of each sample may be analyzed on a Bioanalyzer 
(Agilent 2100 Palo Alto, CA. USA) using an RNA 6000 nano LabChip (Caliper, 
Mountain View, CA. USA). Degraded RNA is identified by the reduction of the 28S 
to 18S ribosomal RNA ratio and/or the presence of large quantities of RNA in the 25- 
100 nucleotide range. 

It is appreciated that the RNA sample for use with a diagnostic nucleotide set 
maybe produced from the same or a different cell population, sub-population and/or 
cell type as used to identify the diagnostic nucleotide set. For example, a diagnostic 
nucleotide set identified using RNA extracted from mononuclear cells may be suitable 
for analysis of RNA extracted from whole blood or mononuclear cells, depending on 
the particular characteristics of the members of the diagnostic nucleotide set. 
Generally, diagnostic nucleotide sets must be tested and validated when used with 
RNA derived from a different cell population, sub-population or cell type than that 
used when obtaining the diagnostic gene set. Factors such as the cell-specific gene 
expression of diagnostic nucleotide set members, redundancy of the information 
provided by members of the diagnostic nucleotide set, expression level of the member 
of the diagnostic nucleotide set, and cell-specific alteration of expression of a member 
of the diagnostic nucleotide set will contribute to the usefulness of using a different 
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RNA source than that used when identifying the members of the diagnostic nucleotide 
set. It is appreciated that it may be desirable to assay RNA derived from whole blood, 
obviating the need to isolate particular cell types' from the blood. 

Rapid method of RNA extraction suitable for production in a clinical setting of 
high quality RNA for expression profiling 

In a clinical setting, obtaining high quality RNA preparations suitable for 
expression profiling, from a desired population of leukocytes poses certain technical 
challenges, including: the lack of capacity for rapid, high-throughput sample 
processing in the clinical setting, and the possibility that delay in processing (in a 
busy lab or in the clinical setting) may adversely affect RNA quality, e.g. by a 
permitting the expression profile of certain nucleotide sequences to shift. Also, use of 
toxic and expensive reagents, such as phenol, may be disfavored in the clinical setting 
due to the added expense associated with shipping and handling such reagents. 

A useful method for RNA isolation for leukocyte expression profiling would 
allow the isolation of monocyte and lymphocyte RNA in a timely manner, while 
preserving the expression profiles of the cells, and allowing inexpensive production of 
reproducible high-quality RNA samples. Accordingly, the invention provides a 
method of adding hihibitor(s) of RNA transcription and/or inhibitors) of protein 
synthesis, such that the expression profile is "frozen" and RNA degradation is 
reduced. A desired leukocyte population or sub-population is then isolated, and the 
sample may be frozen or lysed before further processing to extract the RNA. Blood is 
drawn from subject population and exposed to ActinomycinD (to a final 
concentration of 10 ug/ml) to inhibit transcription, and cycloheximide (to a final 
concentration of 10 ug/ml) to inhibit protein synthesis. The inhibitor(s) can be 
injected into the blood collection tube in liquid form as soon as the blood is drawn, or 
the tube can be manufactured to contain either lyophilized inhibitors or inhibitors that 
are in solution with the anticoagulant. At this point, the blood sample can be stored at 
room temperature until the desired leukocyte population or sub-population is isolated, 
as described elsewhere. RNA is isolated using standard methods, e.g., as described 
above, or a cell pellet or extract can be frozen until further processing of RNA is 
convenient. 
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The invention also provides a method of using a low-temperature density 
gradient for separation of a desired leukocyte sample. In another embodiment, the 
invention provides the combination of use of a low-temperature density gradient and 
the use of transcriptional and/or protein synthesis inhibitor(s). A desired leukocyte 
population is separated using a density gradient solution for cell separation that 
maintains the required density and viscosity for cell separation at 0-4°C. Blood is 
drawn into a tube containing this solution and may be refrigerated before and during 
processing as the low temperatures slow cellular processes and minimize expression 
profile changes. Leukocytes are separated, and RNA is isolated using standard 
methods. Alternately, a cell pellet or extract is frozen until further processing of RNA 
is convenient. Care must be taken to avoid rewarming the sample during further 
processing steps. 

Alternatively, the invention provides a method of using low-temperature 
density gradient separation, combined with the use of actinomycin A and 
cyclohexamide, as described above. 

Assessing expression for diagnostics 

Expression profiles for the set of diagnostic nucleotide sequences in a subject 
sample can be evaluated by any technique that determines the expression of each 
component nucleotide sequence. Methods suitable for expression analysis are known 
in the art, and numerous examples are discussed in the Sections titled "Methods of 
obtaining expression data" and "high throughput expression Assays", above. 

In many cases, evaluation of expression profiles is most efficiently, and cost 
effectively, performed by analyzing RNA expression. Alternatively, the proteins 
encoded by each component of the diagnostic nucleotide set are detected for 
diagnostic purposes by any technique capable of determining protein expression, e.g., 
as described above. Expression profiles can be assessed in subject leukocyte sample 
using the same or different techniques as those used to identify and validate the 
diagnostic nucleotide set. For example, a diagnostic nucleotide set identified as a 
subset of sequences on a cDNA microarray can be utilized for diagnostic (or 
prognostic, or monitoring, etc.) purposes on the same array from which they were 
identified. Alternatively, the diagnostic nucleotide sets for a given disease or 
condition can be organized onto a dedicated sub-array for the indicated purpose. It is 
important to note that if diagnostic nucleotide sets are discovered using one 
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technology, e.g. RNA expression profiling, but applied as a diagnostic using another 
technology, e.g. protein expression profiling, the nucleotide sets must generally be 
validated for diagnostic purposes with the new technology. In addition, it is 
appreciated that diagnostic nucleotide sets that are developed for one use, e.g. to 
diagnose a particular disease, may later be found to be useful for a different 
application, e.g. to predict the likelihood that the particular disease will occur. 
Generally, the diagnostic nucleotide set will need to be validated for use in the second 
circumstance. As discussed herein, the sequence of diagnostic nucleotide set 
members may be amplified from RNA or cDNA using methods known in the art 
providing specific amplification of the nucleotide sequences. 

Identification of novel nucleotide sequences that are differentially expressed in 
leukocytes 

Novel nucleotide sequences that are differentially expressed in leukocytes are 
also part of the invention. Previously unidentified open reading frames may be 
identified in a library of differentially expressed candidate nucleotide sequences, as 
described above, and the DNA and predicted protein sequence may be identified and 
characterized as noted above. We identified unnamed (not previously described as 
corresponding to a gene, or an expressed gene) nucleotide sequences in the our 
candidate nucleotide library, depicted in Table 3 A, 3B and the sequence listing. 
Accordingly, further embodiments of the invention are the isolated nucleic acids 
described in Tables 3A and 3B, and in the sequence listing. The novel differentially 
expressed nucleotide sequences of the invention are useful in the diagnostic 
nucleotide set of the invention described above, and are further useful as members of 
a diagnostic nucleotide set immobilized on an array. The novel partial nucleotide 
sequences maybe further characterized using sequence tools and publically or 
privately accessible sequence databases, as is well known in the art: Novel 
differentially expressed nucleotide sequences may be identified as disease target 
nucleotide sequences, described below. Novel nucleotide sequences may also be used 
as imaging reagent, as further described below. 

As used herein, "novel nucleotide sequence" refers to (a) a nucleotide 
sequence containing at least one of the DNA sequences disclosed herein (as shown in 
FIGS. Table 3 A, 3B and the sequence listing); (b) any DNA sequence that encodes 
the amino acid sequence encoded by the DNA sequences disclosed herein; (c) any 
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DNA sequence that hybridizes to the complement of the coding sequences disclosed 
herein, contained within the coding region of the nucleotide sequence to which the 
DNA sequences disclosed herein (as shown in Table 3 A, 3B and the sequence listing) 
belong, under highly stringent conditions, e.g., hybridization to filter-bound DNA in 
0.5 M NaHP0 4 , 7% sodium dodecyl sulfate (SDS), 1 mM EDTA at 65° C, and 
washing in 0.1XSSC/0.1% SDS at 68° C. (Ausubel F. M. et al., eds., 1989, Current 
Protocols in Molecular Biology, Vol. I, Green Publishing Associates, Inc., and John 
Wiley & sons, Inc., New York, at p. 2.10.3), (d) any DNA sequence that hybridizes to 
the complement of the coding sequences disclosed herein, (as shown in Table 3A, 3B 
and the sequence listing) contained within the coding region of the nucleotide 
sequence to which DNA sequences disclosed herein (as shown in TABLES 3A, 3B 
and the sequence listing) belong, under less stringent conditions, such as moderately 
stringent conditions, e.g., washing in 0.2XSSC/0.1% SDS at 42°C. (Ausubel et al., 
1989, supra), yet which still encodes a functionally equivalent gene product; and/or 
(e) any DNA sequence that is at least 90% identical, at least 80% identical or at least 
70% identical to the coding sequences disclosed herein (as shown in TABLES 3A, 3B 
and the sequence listing), wherein % identity is determined using standard algorithms 
known in the art. 

The invention also includes nucleic acid molecules, preferably DNA 
molecules, that hybridize to, and are therefore the complements of, the DNA 
sequences (a) through (c), in the preceding paragraph. Such hybridization conditions 
may be highly stringent or less highly stringent, as described above. In instances 
wherein the nucleic acid molecules are deoxyoligonucleotides ("oligos"), highly 
stringent conditions may refer, e.g., to washing in 6xSSC/0.05% sodium 
pyrophosphate at 37°C. (for 14-base oligos), 48°C. (for 17-base oligos), 55°C. (for 
20-base oligos), and 60°C. (for 23-base oligos). These nucleic acid molecules may 
act as target nucleotide sequence antisense molecules, useful, for example, in target 
nucleotide sequence regulation and/or as antisense primers in amplification reactions 
of target nucleotide sequence nucleic acid sequences. Further, such sequences may be 
used as part of ribozyme and/or triple helix sequences, also useful for target 
nucleotide sequence regulation. Still further, such molecules may be used as 
components of diagnostic methods whereby the presence of a disease-causing allele, 
may be detected. 
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The invention also encompasses (a) DNA vectors that contain any of the 
foregoing coding sequences and/or their complements (i.e., antisense); (b) DNA 
expression vectors that contain any of the foregoing coding sequences operatively 
associated with a regulatory element that directs the expression of the coding 
sequences; and (c) genetically engineered host cells that contain any of the foregoing 
coding sequences operatively associated with a regulatory element that directs the 
expression of the coding sequences in the host cell As used herein, regulatory 
elements include but are not limited to inducible and non-inducible promoters, 
enhancers, operators and other elements known to those skilled in the art that drive 
and regulate expression. The invention includes fragments of any of the DNA 
sequences disclosed herein. Fragments of the DNA sequences may be at least 5, at 
least 10, at least 15, at least 19 nucleotides, at least 25 nucleotides, at least 50 
nucleotides, at least 100 nucleotides, at least 200, at least 500, or larger. 

In addition to the nucleotide sequences described above, homologues of such 
sequences, as may, for example be present in other species, may be identified and 
may be readily isolated, without undue experimentation, by molecular biological 
techniques well known in the art, as well as use of gene analysis tools described 
above, and e.g., in Example 4. Further, there may exist nucleotide sequences at other 
genetic loci within the genome that encode proteins which have extensive homology 
to one or more domains of such gene products. These nucleotide sequences may also 
be identified via similar techniques. 

For example, the isolated differentially expressed nucleotide sequence may be 
labeled and used to screen a cDNA library constructed from mRNA obtained from the 
organism of interest. Hybridization conditions will be of a lower stringency when the 
cDNA library was derived from an organism different from the type of organism from 
which the labeled sequence was derived. Alternatively, the labeled fragment may be 
used to screen a genomic library derived from the organism of interest, again, using 
appropriately stringent conditions. Such low stringency conditions will be well 
known to those of skill in the art, and will vary predictably depending on the specific 
organisms from which the library and the labeled sequences are derived. For guidance 
regarding such conditions see, for example, Sambrook et al., 1989, Molecular 
Cloning, A Laboratory Manual, Cold Springs Harbor Press, N.Y.; and Ausubel et al., 
1989, Current Protocols in Molecular Biology, Green Publishing Associates and 
Wiley Interscience, N.Y. 
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Novel nucleotide products include those proteins encoded by the novel 
nucleotide sequences described, above. Specifically, novel gene products may 
include polypeptides encoded by the novel nucleotide sequences contained in the 
coding regions of the nucleotide sequences to which DNA sequences disclosed herein 
(in TABLES 3A, 3B and the sequence listing). 

In addition, novel protein products of novel nucleotide sequences may include 
proteins that represent functionally equivalent gene products. Such an equivalent 
novel gene product may contain deletions, additions or substitutions of amino acid 
residues within the amino acid sequence encoded by the novel nucleotide sequences 
described, above, but which result in a silent change, thus producing a functionally 
equivalent novel nucleotide sequence product. Amino acid substitutions may be made 
on the basis of similarity in polarity, charge, solubility, hydrophobicity, 
hydrophilicity, and/or the amphipathic nature of the residues involved. 

For example, nonpolar (hydrophobic) amino acids include alanine, leucine, 
isoleucine, valine, proline, phenylalanine, tryptophan, and methionine; polar neutral 
amino acids include glycine, serine, threonine, cysteine, tyrosine, asparagine, and 
glutamine; positively charged (basic) amino acids include arginine, lysine, and 
histidine; and negatively charged (acidic) amino acids include aspartic acid and 
glutamic acid. "Functionally equivalent", as utilized herein, refers to a protein 
capable of exhibiting a substantially similar in vivo activity as the endogenous novel 
gene products encoded by the novel nucleotide described, above. 

The novel gene products (protein products of the novel nucleotide sequences) 
may be produced by recombinant DNA technology using techniques well known in 
the art. Thus, methods for preparing the novel gene polypeptides and peptides of the 
invention by expressing nucleic acid encoding novel nucleotide sequences are 
described herein. Methods which are well known to those skilled in the art can be 
used to construct expression vectors containing novel nucleotide sequence protein 
coding sequences and appropriate transcriptional/translational control signals. These 
methods include, for example, in vitro recombinant DNA techniques, synthetic 
techniques and in vivo recombination/genetic recombination. See, for example, the 
techniques described in Sambrook et al., 1989, supra, and Ausubel et al., 1989, supra. 
Alternatively, RNA capable of encoding novel nucleotide sequence protein sequences 
may be chemically synthesized using, for example, synthesizers. See, for example, 
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the techniques described in "Oligonucleotide Synthesis", 1984, Gait, M. J. ed., IRL 
Press, Oxford. 

A variety of host-expression vector systems may be utilized to express the 
novel nucleotide sequence coding sequences of the invention. Such host-expression 
systems represent vehicles by which the coding sequences of interest may be 
produced and subsequently purified, but also represent cells which may, when 
transformed or transfected with the appropriate nucleotide coding sequences, exhibit 
the novel protein encoded by the novel nucleotide sequence of the invention in situ. 
These include but are not limited to microorganisms such as bacteria (e.g., E. coli, B. 
subtilis) transformed with recombinant bacteriophage DNA, plasmid DNA or cosmid 
DNA expression vectors containing novel nucleotide sequence protein coding 
sequences; yeast (e.g. Saccharomyces, Pichia) transformed with recombinant yeast 
expression vectors containing the novel nucleotide sequence protein coding 
sequences; insect cell systems infected with recombinant virus expression vectors 
(e.g., baculovirus) containing the novel nucleotide sequence protein coding 
sequences; plant cell systems infected with recombinant virus expression vectors 
(e.g., cauliflower mosaic virus, CaMV; tobacco mosaic virus, TMV) or transformed 
with recombinant plasmid expression vectors (e.g., Ti plasmid) containing novel 
nucleotide sequence protein coding sequences; or mammalian cell systems (e.g. COS, 
CHO, BHK, 293, 3T3) harboring recombinant expression constructs containing 
promoters derived from the genome of mammalian cells (e.g., metallothionein 
promoter) or from mammalian viruses (e.g., the adenovirus late promoter; the 
vaccinia virus 7.5 K promoter). 

In bacterial systems, a number of expression vectors maybe advantageously 
selected depending upon the use intended for the novel nucleotide sequence protein 
being expressed. For example, when a large quantity of such a protein is to be 
produced, for the generation of antibodies or to screen peptide libraries, for example, 
vectors which direct the expression of high levels of fusion protein products that are 
readily purified may be desirable. Such vectors include, but are not limited, to the E. 
coli expression vector pUR278 (Ruther et al, 1983, EMBO J. 2:1791), in which the 
novel nucleotide sequence protein coding sequence may be ligated individually into 
the vector in frame with the lac Z coding region so that a fusion protein is produced; 
pIN vectors (Inouye & Inouye, 1985, Nucleic Acids Res. 13:3101-3109; Van Heeke 
& Schuster, 1989, J. Biol. Chem. 264:5503-5509); and the likes of pGEX vectors may 
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also be used to express foreign polypeptides as fusion proteins with glutathione S- 
transferase (GST). In general, such fusion proteins are soluble and can easily be 
purified from lysed cells by adsorption to glutathione-agarose beads followed by 
elution in the presence of free glutathione. The pGEX vectors are designed to include 
thrombin or factor Xa protease cleavage sites so that the cloned target nucleotide 
sequence protein can be released from the GST moiety. Other systems useful in the 
invention include use of the FLAG epitope or the 6-HIS systems. 

In an insect system, Autographa californica nuclear polyhedrosis virus 
(AcNPV) is used as a vector to express foreign nucleotide sequences. The virus 
grows in Spodoptera frugiperda cells. The novel nucleotide sequence coding 
sequence may be cloned individually into non-essential regions (for example the 
polyhedrin gene) of the virus and placed under control of an AcNPV promoter (for 
example the polyhedrin promoter). Successful insertion of novel nucleotide sequence 
coding sequence will result in inactivation of the polyhedrin gene and production of 
non-occluded recombinant virus (i.e., virus lacking the proteinaceous coat coded for 
by the polyhedrin gene). These recombinant viruses are then used to infect 
Spodoptera frugiperda cells in which the inserted nucleotide sequence is expressed. 
(E.g., see Smith et al, 1983, J. Virol. 46: 584; Smith, U.S. Pat. No. 4,215,051). 

In mammalian host cells, a number of viral-based expression systems may be 
utilized. In cases where an adenovirus is used as an expression vector, the novel 
nucleotide sequence coding sequence of interest may be ligated to an adenovirus 
transcription/translation control complex, e.g., the late promoter and tripartite leader 
sequence. This chimeric nucleotide sequence may then be inserted in the adenovirus 
genome by in vitro or in vivo recombination. Insertion in a non-essential region of the 
viral genome (e.g., region El or E3) will result in a recombinant virus that is viable 
and capable of expressing novel nucleotide sequence encoded protein in infected 
hosts. (E.g., See Logan & Shenk, 1984, Proc. Natl. Acad. Sci. USA 81:3655-3659). 
Specific initiation signals may also be required for efficient translation of inserted 
novel nucleotide sequence coding sequences. These signals include the ATG 
initiation codon and adjacent sequences. In cases where an entire novel nucleotide 
sequence, including its own initiation codon and adjacent sequences, is inserted into 
the appropriate expression vector, no additional translational control signals may be 
needed. However, in cases where only a portion of the novel nucleotide sequence 
coding sequence is inserted, exogenous translational control signals, including, 
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perhaps, the ATG initiation codon, must be provided. Furthermore, the initiation 
codon must be in phase with the reading frame of the desired coding sequence to 
ensure translation of the entire insert. These exogenous translational control signals 
and initiation codons can be of a variety of origins, both natural and synthetic. The 
efficiency of expression may be enhanced by the inclusion of appropriate 
transcription enhancer elements, transcription terminators, etc. (see Bittner et al., 
1987, Methods in Enzymol. 153:516-544). 

In addition, a host cell strain may be chosen which modulates the expression 
of the inserted sequences, or modifies and processes the product of the nucleotide 
sequence in the specific fashion desired. Such modifications (e.g., glycosylate on) and 
processing (e.g., cleavage) of protein products may be important for the function of 
the protein. Different host cells have characteristic and specific mechanisms for the 
post-translational processing and modification of proteins. Appropriate cell lines or 
host systems can be chosen to ensure the correct modification and processing of the 
foreign protein expressed. To this end, eukaryotic host cells which possess the cellular 
machinery for proper processing of the primary transcript, glycosylation, and 
phosphorylation of the gene product may be used. Such mammalian host cells include 
but are not limited to CHO, VERO, BHK, HeLa, COS, MDCK, 293, 3T3, WI38, etc. 

For long-term, high-yield production of recombinant proteins, stable 
expression is preferred. For example, cell lines which stably express the novel 
nucleotide sequence encoded protein may be engineered. Rather than using 
expression vectors which contain viral origins of replication, host cells can be 
transformed with DNA controlled by appropriate expression control elements (e.g., 
promoter, enhancer, sequences, transcription terminators, polyadenylation sites, etc.), 
and a selectable marker. Following the introduction of the foreign DNA, engineered 
cells may be allowed to grow for 1-2 days in an enriched media, and then are 
switched to a selective media. The selectable marker in the recombinant plasmid 
confers resistance to the selection and allows cells to stably integrate the plasmid into 
their chromosomes and grow to form foci which in turn can be cloned and expanded 
into cell lines. This method may advantageously be used to engineer cell lines which 
express novel nucleotide sequence encoded protein. Such engineered cell lines may 
be particularly useful in screening and evaluation of compounds that affect the 
endogenous activity of the novel nucleotide sequence encoded protein. 
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A number of selection systems may be used, including but not limited to the 
herpes simplex virus thymidine kinase (Wigler, et al., 1977, Cell 11:223), 
hypoxanthine-guaninephosphoribosyltransferase (Szybalska & Szybalski, 1962, Proc. 
Natl Acad. Sci. USA 48:2026), and adenine phosphoribosyltransferase (Lowy, et al, 
1980, Cell 22:817) genes can be employed in tk-, hgprt- or aprt- cells, respectively. 
Also, antimetabolite resistance can be used as the basis of selection for dhfr, which 
confers resistance to methotrexate (Wigler, et al., 1980, Natl. Acad. Sci. USA 
77:3567; O'Hare, et al, 1981, Proc. Natl. Acad. Sci. USA 78:1527); gpt, which 
confers resistance to mycophenolic acid (Mulligan & Berg, 1981, Proc. Natl. Acad. 
Sci. USA 78:2072); neo, which confers resistance to the aminoglycoside G-418 
(Colberre-Garapin, et al, 1981, J. MoL Biol. 150:1); and hygro, which confers 
resistance to hygromycin (Santerre, et al, 1984, Gene 30:147) genes. 

An alternative fusion protein system allows for the ready purification of non- 
denatured fusion proteins expressed in human cell lines (Janknecht, et al., 1991, Proc. 
Natl. Acad. Sci. USA 88: 8972-8976). In this system, the nucleotide sequence of 
interest is subcloned into a vaccinia recombination plasmid such that the nucleotide 
sequence's open reading frame is translationally fused to an amino-terminal tag 
consisting of six histidine residues. Extracts from cells infected with recombinant 
vaccinia virus are loaded onto Ni.sup.2 +-nitriloacetic acid-agarose columns and 
histidine-tagged proteins are selectively eluted with imidazole-containing buffers. 

Where recombinant DNA technology is used to produce the protein encoded 
by the novel nucleotide sequence for such assay systems, it may be advantageous to 
engineer fusion proteins that can facilitate labeling, immobilization and/or detection. 

Indirect labeling involves the use of a protein, such as a labeled antibody, 
which specifically binds to the protein encoded by the novel nucleotide sequence. 
Such antibodies include but are not limited to polyclonal, monoclonal, chimeric, 
single chain, Fab fragments and fragments produced by an Fab expression library. 

The invention also provides for antibodies to the protein encoded by the novel 
nucleotide sequences. Described herein are methods for the production of antibodies 
capable of specifically recognizing one or more novel nucleotide sequence epitopes. 
Such antibodies may include, but are not limited to polyclonal antibodies, monoclonal 
antibodies (mAbs), humanized or chimeric antibodies, single chain antibodies, Fab 
fragments, F(ab*)2 fragments, fragments produced by a Fab expression library, anti- 
idiotype (anti-Id) antibodies, and epitope-binding fragments of any of the above. 
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Such antibodies may be used, for example, in the detection of a novel nucleotide 
sequence in a biological sample, or, alternatively, as a method for the inhibition of 
abnormal gene activity, for example, the inhibition of a disease target nucleotide 
sequence, as further described below. Thus, such antibodies may be utilized as part of 
cardiovascular or other disease treatment method, and/or may be used as part of 
diagnostic techniques whereby patients may be tested for abnormal levels of novel 
nucleotide sequence encoded proteins, or for the presence of abnormal forms of the 
such proteins. 

For the production of antibodies to a novel nucleotide sequence, various host 
animals may be immunized by injection with a novel protein encoded by the novel 
nucleotide sequence, or a portion thereof. Such host animals may include but are not 
limited to rabbits, mice, and rats, to name but a few. Various adjuvants may be used 
to increase the immunological response, depending on the host species, including but 
not limited to Freund's (complete and incomplete), mineral gels such as aluminum 
hydroxide, surface active substances such as lysolecithin, pluronic polyols, 
polyanions, peptides, oil emulsions, keyhole limpet hemocyanin, dinitrophenol, and 
potentially useful human adjuvants such as BCG (bacille Calmette-Guerin) and 
Corynebacterium parvum. 

Polyclonal antibodies are heterogeneous populations of antibody molecules 
derived from the sera of animals immunized with an antigen, such as novel gene 
product, or an antigenic functional derivative thereof. For the production of 
polyclonal antibodies, host animals such as those described above, may be immunized 
by injection with novel gene product supplemented with adjuvants as also described 
above. 

Monoclonal antibodies, which are homogeneous populations of antibodies to a 
particular antigen, may be obtained by any technique which provides for the 
production of antibody molecules by continuous cell lines in culture. These include, 
but are not limited to the hybridoma technique of Kohler and Milstein, (1975, Nature 
256:495-497; and U.S. Pat. No. 4,376,1 10), the human B-cell hybridoma technique 
(Kosbor et al, 1983, Immunology Today 4:72; Cole et al., 1983, Proc. Natl. Acad. 
Sci. USA 80:2026-2030), and the EBV-hybridoma technique (Cole et al., 1985, 
Monoclonal Antibodies And Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). Such 
antibodies may be of any immunoglobulin class including IgG, IgM, IgE, IgA, IgD 
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and any subclass thereof. The hybridoma producing the mAb of this invention may be 
cultivated in vitro or in vivo. 

hi addition, techniques developed for the production of "chimeric antibodies 1 ' 
(Morrison et aL, 1984, Proc. Natl. Acad. Sci., 81:6851-6855; Neuberger et al., 1984, 
Nature, 312:604-608; Takeda et al, 1985, Nature, 314:452-454) by splicing the genes 
from a mouse antibody molecule of appropriate antigen specificity together with 
genes from a human antibody molecule of appropriate biological activity can be used. 
A chimeric antibody is a molecule in which different portions are derived from 
different animal species, such as those having a variable region derived from a murine 
mAb and a human immunoglobulin constant region. 

Alternatively, techniques described for the production of single chain 
antibodies (U.S. Pat. No. 4,946,778; Bird, 1988, Science 242:423-426; Huston et al., 
1988, Proc. Natl. Acad. Sci. USA 85:5879-5883; and Ward et al, 1989, Nature 
334:544-546) can be adapted to produce novel nucleotide sequence-single chain 
antibodies. Single chain antibodies are formed by linking the heavy and light chain 
fragments of the Fv region via an amino acid bridge, resulting in a single chain 
polypeptide. 

Antibody fragments which recognize specific epitopes may be generated by 
known techniques For example, such fragments include but are not limited to: the 
F(ab f )2 fragments which can be produced by pepsin digestion of the antibody 
molecule and the Fab fragments which can be generated by reducing the disulfide 
bridges of the F(ab')2 fragments. Alternatively, Fab expression libraries maybe 
constructed (Huse et al., 1989, Science, 246:1275-1281) to allow rapid and easy 
identification of monoclonal Fab fragments with the desired specificity. 

Disease specific target nucleotide sequences 

Tire invention also provides disease specific target nucleotide sequences, and 
sets of disease specific target nucleotide sequences. The diagnostic nucleotide sets, 
subsets thereof, novel nucleotide sequences, and individual members of the diagnostic 
nucleotide sets identified as described above are also disease specific target nucleotide 
sequences. In particular, individual nucleotide sequences that are differentially 
regulated or have predictive value that is strongly correlated with a disease or disease 
criterion are especially favorable as disease specific target nucleotide sequences. Sets 
of genes that are co-regulated may also be identified as disease specific target 
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nucleotide sets. Such nucleotide sequences and/or nucleotide sequence products are 
targets for modulation by a variety of agents and techniques. For example, disease 
specific target nucleotide sequences (or the products of such nucleotide sequences, or 
sets of disease specific target nucleotide sequences) can be inhibited or activated by, 
e.g., target specific monoclonal antibodies or small molecule inhibitors, or delivery of 
the nucleotide sequence or gene product of the nucleotide sequence to patients. Also, 
sets of genes can be inhibited or activated by a variety of agents and techniques. The 
specific usefulness of the target nucleotide sequence(s) depends on the subject groups 
from which they were discovered, and the disease or disease criterion with which they 
correlate. 

Imaging 

The invention also provides for imaging reagents. The differentially 
expressed leukocyte nucleotide sequences, diagnostic nucleotide sets, or portions 
thereof, and novel nucleotide sequences of the invention are nucleotide sequences 
expressed in cells with or without disease. Leukocytes expressing a nucleotide 
sequence(s) that is differentially expressed in a disease condition may localize within 
the body to sites that are of interest for imaging purposes. For example, a leukocyte 
expressing a nucleotide sequence(s) that are differentially expressed in an individual 
having atherosclerosis may localize or accumulate at the site of an atherosclerotic 
placque. Such leukocytes, when labeled, may provide a detection reagent for use in 
imaging regions of the body where labeled leukocyte accumulate or localize, for 
example, at the atherosclerotic plaque in the case of atherosclerosis. For example, 
leukocytes are collected from a subject, labeled in vitro, and reintroduced into a 
subject. Alternatively, the labeled reagent is introduced into the subject individual, 
and leukocyte labeling occurs within the patient. 

Imaging agents that detect the imaging targets of the invention are produced 
by well-known molecular and immunological methods (for exemplary protocols, see, 
e.g., Ausubel, Berger, and Sambrook, as well as Harlow and Lane, supra). 

For example, a full-length nucleic acid sequence, or alternatively, a gene 
fragment encoding an immunogenic peptide or polypeptide fragments, is cloned into a 
convenient expression vector, for example, a vector including an in-frame epitope or 
substrate binding tag to facilitate subsequent purification. Protein is then expressed 
from the cloned cDNA sequence and used to generate antibodies, or other specific 
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binding molecules, to one or more antigens of the imaging target protein. 
Alternatively, a natural or synthetic polypeptide (or peptide) or small molecule that 
specifically binds ( or is specifically bound to) the expressed imaging target can be 
identified through well established techniques {see, e.g., Mendel et al. (2000) 
Anticancer Drug Pes 15:29-41; Wilson (2000) Curr Med Chem 7:73-98; Hamby and 
Showwalter (1999) Pharmacol Ther 82:169-93; and Shimazawa et al. (1998) Curr 
Opin Struct Biol 8:451-8). The binding molecule, e.g., antibody, small molecule 
ligand, etc., is labeled with a contrast agent or other detectable label, e.g., gadolinium, 
iodine, or a gamma-emitting source. For in-vivo imaging of a disease process that 
involved leukocytes, the labeled antibody is infused into a subject, e.g., a human 
patient or animal subject, and a sufficient period of time is passed to permit binding of 
the antibody to target cells. The subject is then imaged with appropriate technology 
such as MRI (when the label is gadolinium) or with a gamma counter (when the label 
is a gamma emitter). 

Identification of nucleotide sequence involved in leukocyte adhesion 

The invention also encompasses a method of identifying nucleotide sequences 
involved in leukocyte adhesion. The interaction between the endothelial cell and 
leukocyte is a fundamental mechanism of all inflammatory disorders, including the 
diseases listed in Table 1. For example, the first visible abnormality in atherosclerosis 
is the adhesion to the endothelium and diapedesis of mononuclear cells (e.g., T-cell 
and monocyte). Insults to the endothelium (for example, cytokines, tobacco, diabetes, 
hypertension and many more) lead to endothelial cell activation. The endothelium 
then expresses adhesion molecules, which have counter receptors on mononuclear 
cells. Once the leukocyte receptors have bound the endothelial adhesion molecules, 
they stick to the endothelium, roll a short distance, stop and transmigrate across the 
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Human endothelial cells, e.g. derived from human coronary arteries, human 
aorta, human pulmonary artery, human umbilical vein or microvascular endothelial 
cells, are cultured as a confluent monolayer, using standard methods. Some of the 
endothelial cells are then exposed to cytokines or another activating stimuli such as 
oxidized LDL, hyperglycemia, shear stress, or hypoxia (Moser et al. 1992). Some 
endothelial cells are not exposed to such stimuli and serve as controls. For example, 
the endothelial cell monolayer is incubated with culture medium containing 5 U/ml of 
human recombinant IL-1 alpha or 10 ng/ml TNF (tumor necrosis factor), for a period 
of minutes to overnight. The culture medium composition is changed or the flask is 
sealed to induce hypoxia. In addition, tissue culture plate is rotated to induce sheer 
stress. 

Human T-cells and/or monocytes are cultured in tissue culture flasks or plates, 
with LGM-3 media from Clonetics. Cells are incubated at 37 degree C, 5% C02 and 
95% humidity. These leukocytes are exposed to the activated or control endothelial 
layer by adding a suspension of leukocytes on to the endothelial cell monolayer. The 
endothelial cell monolayer is cultured on a tissue culture treated plate/ flask or on a 
microporous membrane. After a variable duration of exposures, the endothelial cells 
and leukocytes are harvested separately by treating all cells with trypsin and then 
sorting the endothelial cells from the leukocytes by magnetic affinity reagents to an 
endothelial cell specific marker such as PECAM-1 (Stem Cell Technologies). RNA is 
extracted from the isolated cells by standard techniques. Leukocyte RNA is labeled 
as described above, and hybridized to leukocyte candidate nucleotide library. 
Epithelial cell RNA is also labeled and hybridized to the leukocyte candidate 
nucleotide library. Alternatively, the epithelial cell RNA is hybridized to a epithelial 
cell candidate nucleotide library, prepared according to the methods described for 
leukocyte candidate libraries, above. 

Hybridization to candidate nucleotide libraries will reveal nucleotide 
sequences that are up-regulated or down-regulated in leukocyte and/or epithelial cells 
undergoing adhesion. The differentially regulated nucleotide sequences are further 
characterized, e.g. by isolating and sequencing the full-length sequence, analysis of 
the DNA and predicted protein sequence, and functional characterization of the 
protein product of the nucleotide sequence, as described above. Further 
characterization may result in the identification of leukocyte adhesion specific target 
nucleotide sequences, which may be candidate targets for regulation of the 
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inflammatory process. Small molecule or antibody inhibitors can be developed to 
inhibit the target nucleotide sequence function. Such inhibitors are tested for their 
ability to inhibit leukocyte adhesion in the in vitro test described above. 

Integrated systems 

Integrated systems for the collection and analysis of expression profiles, and 
molecular signatures, as well as for the compilation, storage and access of the 
databases of the invention, typically include a digital computer with software 
including an instruction set for sequence searching and analysis, and, optionally, high- 
throughput liquid control software, image analysis software, data interpretation 
software, a robotic control armature for transferring solutions from a source to a 
destination (such as a detection device) operably linked to the digital computer, an 
input device (e.g., a computer keyboard) for entering subject data to the digital 
computer, or to control analysis operations or high throughput sample transfer by the 
robotic control armature. Optionally, the integrated system further comprises an 
image scanner for digitizing label signals from labeled assay components, e.g., 
labeled nucleic acid hybridized to a candidate library microarray. The image scanner 
can interface with image analysis software to provide a measurement of the presence 
or intensity of the hybridized label, i.e., indicative of an on/off expression pattern or 
an increase or decrease in expression. 

Readily available computational hardware resources using standard operating 
systems are fully adequate, e.g., a PC (Intel x86 or Pentium chip- compatible DOS,™ 
OS2 ™ WINDOWS,™ WINDOWS NT,™ WINDOWS95 ™ WJNDOWS98 ,™ 
LINUX, or even Macintosh, Sun or PCs will suffice) for use in the integrated systems 
of the invention. Current art in software technology is similarly adequate (i.e., there 
are a multitude of mature programming languages and source code suppliers) for 
design, e.g., of an upgradeable open-architecture object-oriented heuristic algorithm, 
or instruction set for expression analysis, as described herein. For example, software 
for aligning or otherwise manipulating ,molecular signatures can be constructed by 
one of skill using a standard programming language such as Visual basic, Fortran, 
Basic, Java, or the like, according to the methods herein. 

Various methods and algorithms, including genetic algorithms and neural 
networks, can be used to perform the data collection, correlation, and storage 
functions, as well as other desirable functions, as described herein. In addition, digital 
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or analog systems such as digital or analog computer systems can control a variety of 
other functions such as the display and/or control of input and output files. 

For example, standard desktop applications such as word processing software 
(e.g., Corel WordPerfect™ or Microsoft Word™) and database software (e.g., 
spreadsheet software such as Corel Quattro Pro™, Microsoft Excel™, or database 
programs such as Microsoft Access™ or Paradox™) can be adapted to the present 
invention by inputting one or more character string corresponding, e.g., to an 
expression pattern or profile, subject medical or historical data, molecular signature, 
or the like, into the software which is loaded into the memory of a digital system, and 
carrying out the operations indicated in an instruction set, e.g., as exemplified in 
Figure 2. For example, systems can include the foregoing software having the 
appropriate character string information, e.g., used in conjunction with a user 
interface in conjunction with a standard operating system such as a Windows, 
Macintosh or LINUX system. For example, an instruction set for manipulating 
strings of characters, either by prpgramming the required operations into the 
applications or with the required operations performed manually by a user (or both). 
For example, specialized sequence alignment programs such as PILEUP or BLAST 
can also be incorporated into the systems of the invention, e.g., for alignment of 
nucleic acids or proteins (or corresponding character strings). 

Software for performing the statistical methods required for the invention, e.g., 
to determine correlations between expression profiles and subsets of members of the 
diagnostic nucleotide libraries, such as programmed embodiments of the statistical 
methods described above, are also included in the computer systems of the invention. 
Alternatively, programming elements for performing such methods as principle 
component analysis (PCA) or least squares analysis can also be included in the digital 
system to identify relationships between data. Exemplary software for such methods 
is provided by Partek, Inc., St. Peter, Mo; http://www.partek.com. 

Any controller or computer optionally includes a monitor which can include, 
e.g., a flat panel display (e.g., active matrix liquid crystal display, liquid crystal 
display), a cathode ray tube ("CRT") display, or another display system which serves 
as a user interface, e.g., to output predictive data. Computer circuitry, including 
numerous integrated circuit chips, such as a microprocessor, memory, interface 
circuits, and the like, is often placed in a casing or box which optionally also includes 
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a hard disk drive, a floppy disk drive, a high capacity removable drive such as a 
writeable CD-ROM, and other common peripheral elements. 

Inputting devices such as a keyboard, mouse, or touch sensitive screen, 
optionally provide for input from a user and for user selection, e.g., of sequences or 
data sets to be compared or otherwise manipulated in the relevant computer system. 
The computer typically includes appropriate software for receiving user instructions, 
either in the form of user input into a set parameter or data fields (e.g., to input 
relevant subject data), or in the form of preprogrammed instructions, e.g., 
preprogrammed for a variety of different specific operations. The software then 
converts these instructions to appropriate language for instructing the system to carry 
out any desired operation. 

The integrated system may also be embodied within the circuitry of an 
application specific integrated circuit (ASIC) or programmable logic device (PLD). 
In such a case, the invention is embodied in a computer readable descriptor language 
that can be used to create an ASIC or PLD. The integrated system can also be 
embodied within the circuitry or logic processors of a variety of other digital 
apparatus, such as PDAs, laptop computer systems, displays, image editing 
equipment, etc. 

The digital system can comprise a learning component where expression 
profiles, and relevant subject data are compiled and monitored in conjunction with 
physical assays, and where correlations, e.g., molecular signatures with predictive 
value for a disease, are established or refined. Successful and unsuccessful 
combinations are optionally documented in a database to provide 
justification/preferences for user-base or digital system based selection of diagnostic 
nucleotide sets with high predictive accuracy for a specified disease or condition. 

The integrated systems can also include an automated workstation. For 
example, such a workstation can prepare and analyze leukocyte RNA samples by 
performing a sequence of events including: preparing RNA from a human blood 
sample; labeling the RNA with an isotopic or non-isotopic label; hybridizing the 
labeled RNA to at least one arcay comprising all or part of the candidate library; and 
detecting the hybridization pattern. The hybridization pattern is digitized and 
recorded in the appropriate database. 
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Automated RNA preparation tool 

The invention also includes an automated RNA preparation tool for the 
preparation of mononuclear cells from whole blood samples, and preparation of RNA 
from the mononuclear cells. In a preferred embodiment, the use of the RNA 
preparation tool is fully automated, so that the cell separation and RNA isolation 
would require no human manipulations. Full automation is advantageous because it 
minimizes delay, and standardizes sample preparation across different laboratories. 
This standardization increases the reproducibility of the results. 

Figure 2 depicts the processes performed by the RNA preparation tool of the 
invention. A primary component of the device is a centrifuge (A). Tubes of whole 
blood containing a density gradient solution, transcription/translation inhibitors, and a 
gel barrier that separates erythrocytes from mononuclear cells and serum after 
centrifugation are placed in the centrifuge (B). The barrier is permeable to 
erythrocytes and granulocytes during centrifugation, but does not allow mononuclear 
cells to pass through (or the barrier substance has a density such that mononuclear 
cells remain above the level of the barrier during the centrifugation ). After 
centrifugation, the erythrocytes and granulocytes are trapped beneath the barrier, 
facilitating isolation of the mononuclear cell and serum layers. A mechanical arm 
removes the tube and inverts it to mix the mononuclear cell layer and the serum (C). 
The arm next pours the supernatant into a fresh tube (D), while the erythrocytes and 
granulocytes remained below the barrier. Alternatively, a needle is used to aspirate 
the supernatant and transfer it to a fresh tube. The mechanical arms of the device 
opens and closes lids, dispenses PBS to aid in the collection of the mononuclear cells 
by centrifugation, and moves the tubes in and out of the centrifuge. Following 
centrifugation, the supernatant is poured off or removed by a vacuum device (E), 
leaving an isolated mononuclear cell pellet. Purification of the RNA from the cells is 
performed automatically, with lysis buffer and other purification solutions (F) 
automatically dispensed and removed before and after centrifugation steps. The result 
is a purified RNA solution. In another embodiment, RNA isolation is performed 
using a column or filter method. In yet another embodiment, the invention includes 
an on-board homogenizer for use in cell lysis. 
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Other automated systems 

Automated and/or semi-automated methods for solid and liquid phase high- 
throughput sample preparation and evaluation are available, and supported by 
commercially available devices. For example, robotic devices for preparation of 
nucleic acids from bacterial colonies, e.g., to facilitate production and characterization 
of the candidate library include, for example, an automated colony picker (e.g., the Q- 
bot, Genetix, U.K.) capable of identifying, sampling, and inoculating up to 10,000/4 
hrs different clones into 96 well microtiter dishes. Alternatively, or in addition, 
robotic systems for liquid handling are available from a variety of sources, e.g., 
automated workstations like the automated synthesis apparatus developed by Takeda 
Chemical Industries, LTD. (Osaka, Japan) and many robotic systems utilizing robotic 
arms (Zymate H, Zymark Corporation, Hopkinton, Mass.; Orca, Beckman Coulter, 
Inc. (Fullerton, CA)) which mimic the manual operations performed by a scientist. 
Any of the above devices are suitable for use with the present invention, e.g., for 
high-throughput analysis of library components or subject leukocyte samples. The 
nature and implementation of modifications to these devices (if any) so that they can 
operate as discussed herein will be apparent to persons skilled in the relevant art. 

High throughput screening systems that automate entire procedures, e.g., 
sample and reagent pipetting, liquid dispensing, timed incubations, and final readings 
of the microplate in detector(s) appropriate for the relevant assay are commercially 
available, {see, e.g., Zymark Corp., Hopkinton, MA; Air Technical Industries, 
Mentor, OH; Beckman Instruments, Inc. Fullerton, CA; Precision Systems, Inc., 
Natick, MA, etc.). These configurable systems provide high throughput and rapid 
start up as well as a high degree of flexibility and customization. Similarly, arrays 
and array readers are available, e.g., from Affymetrix, PE Biosystems, and others. 

The manufacturers of such systems provide detailed protocols the various high 
throughput. Thus, for example, Zymark Corp. provides technical bulletins describing 
screening systems for detecting the modulation of gene transcription, ligand binding, 
and the like. 

A variety of commercially available peripheral equipment, including, e.g., 
optical and fluorescent detectors, optical and fluorescent microscopes, plate readers, 
CCD arrays, phosphorimagers, scintillation counters, phototubes, photodiodes, and 
the like, and software is available for digitizing, storing and analyzing a digitized 
video or digitized optical or other assay results, e.g., using PC (Intel x86 or pentium 
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chip- compatible DOS™, OS2™ WINDOWS™, WINDOWS NT™ or 
WINDOWS95™ based machines), MACINTOSH™, or UNIX based (e.g., SUN™ 
work station) computers. 

Embodiment in a web site. 

The methods described above can be implemented in a localized or distributed 
computing environment. For example, if a localized computing environment is used, 
an array comprising a candidate nucleotide library, or diagnostic nucleotide set, is 
configured in proximity to a detector, which is, in turn, linked to a computational 
device equipped with user input and output features. 

In a distributed environment, the methods can be implemented on a single 
computer with multiple processors or, alternatively, on multiple computers. The 
computers can be linked, e.g. through a shared bus, but more commonly, the 
computer(s) are nodes on a network. The network can be generalized or dedicated, at 
a local level or distributed over a wide geographic area. In certain embodiments, the 
computers are components of an intra-net or an internet. 

The predictive data corresponding to subject molecular signatures (e.g., 
expression profiles, and related diagnostic, prognostic, or monitoring results) can be 
shared by a variety of parties. In particular, such information can be utilized by the 
subject, the subject's health care practitioner or provider, a company or other 
institution, or a scientist. An individual subject's data, a subset of the database or the 
entire database recorded in a computer readable medium can be accessed directly by a 
user by any method of communication, including, but not limited to, the internet. 
With appropriate computational devices, integrated systems, communications 
networks, users at remote locations, as well as users located in proximity to, e.g., at 
the same physical facility, the database can access the recorded information. 
Optionally, access to the database can be controlled using unique alphanumeric 
passwords that provide access to a subset of the data. Such provisions can be used, 
e.g., to ensure privacy, anonymity, etc. 

Typically, a client (e.g., a patient, practitioner, provider, scientist, or the like) 
executes a Web browser and is linked to a server computer executing a Web server. 
The Web browser is, for example, a program such as IBM's Web Explorer, Internet 
explorer, NetScape or Mosaic, or the like. The Web server is typically, but not 
necessarily, a program such as IBM's HTTP Daemon or other WWW daemon (e.g., 
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LINUX-based forms of the program). The client computer is bi-directionally coupled 
with the server computer over a line or via a wireless system. In turn, the server 
computer is bi-directionally coupled with a website (server hosting the website) 
providing access to software implementing the methods of this invention. 

A user of a client connected to the Intranet or Internet may cause the client to 
request resources that are part of the web site(s) hosting the application(s) providing 
an implementation of the methods described herein. Server program(s) then process 
the request to return the specified resources (assuming they are currently available). 
A standard naming convention has been adopted, known as a Uniform Resource 
Locator ("URL"). This convention encompasses several types of location names, 
presently including subclasses such as Hypertext Transport Protocol ("http"), File 
Transport Protocol ("ftp"), gopher, and Wide Area Information Service ("WAIS"). 
When a resource is downloaded, it may include the URLs of additional resources. 
Thus, the user of the client can easily learn of the existence of new resources that he 
or she had not specifically requested. 

Methods of implementing Intranet and/or Intranet embodiments of 
computational and/or data access processes are well known to those of skill in the art 
and are documented, e.g., in ACM Press, pp. 383-392; ISO-ANSI, Working Draft, 
"Information Technology-Database Language SQL", Jim Melton, Editor, 
International Organization for Standardization and American National Standards 
Institute, Jul. 1992; ISO Working Draft, "Database Language SQL-Part 
2:Foundation (SQL/Foundation)", CD9075-2:199.chi.SQL, Sep. 1 1, 1997; and Cluer 
et al. (1992) A General Framework for the Optimization of Object-Oriented Queries, 
Proc SIGMOD International Conference on Management of Data, San Diego, 
California, Jun. 2-5, 1992, SIGMOD Record, vol. 21, Issue 2, Jun., 1992; 
Stonebraker, M., Editor;. Other resources are available, e.g., from Microsoft, IBM, 
Sun and other software development companies. 

Using the tools described above, users of the reagents, methods and database 
as discovery or diagnostic tools can query a centrally located database with expression 
and subject data. Each submission of data adds to the sum of expression and subject 
information in the database. As data is added, a new correlation statistical analysis is 
automatically run that incorporates the added clinical and expression data. 
Accordingly, the predictive accuracy and the types of correlations of the recorded 
molecular signatures increases as the database grows. 
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For example, subjects, such as patients, can access the results of the 
expression analysis of their leukocyte samples and any accrued knowledge regarding 
the likelihood of the patient's belonging to any specified diagnostic (or prognostic, or 
monitoring, or risk group), i.e., their expression profiles, and/or molecular signatures. 
Optionally, subjects can add to the predictive accuracy of the database by providing 
additional information to the database regarding diagnoses, test results/ clinical or 
other related events that have occurred since the time of the expression profiling. 
Such information can be provided to the database via any form of communication, 
including, but not limited to, the internet. Such data can be used to continually define 
(and redefine) diagnostic groups. For example, if 1000 patients submit data regarding 
the occurrence of myocardial infarction over the 5 years since their expression 
profiling, and 300 of these patients report that they have experienced a myocardial 
infarction and 700 report that they have not, then the 300 patients define a new "group 
A." As the algorithm is used to continually query and revise the database, a new 
diagnostic nucleotide set that differentiates groups A and B (i.e., with and without 
myocardial infarction within a five year period) is identified. This newly defined 
nucleotide set is then be used (in the manner described above) as a test that predicts 
the occurrence of myocardial infarction over a five-year period. While submission 
directly by the patient is exemplified above, any individual with access and authority 
to submit the relevant data. e.g., the patient's physician, a laboratory technician, a 
health care or study administrator, or the like, can do so. 

As will be apparent from the above examples, transmission of information via 
the internet (or via an intranet) is optionally bi-directional. That is, for example, data 
regarding expression profiles, subject data, and the like are transmitted via a 
communication system to the database, while information regarding molecular 
signatures, predictive analysis, and the like, are transmitted from the database to the 
user. For example, using appropriate configurations of an integrated system including 
a microarray comprising a diagnostic nucleotide set, a detector linked to a 
computational device can directly transmit (locally or from a remote workstation at 
great distance, e.g., hundreds or thousands of miles distant from the database) 
expression profiles and a corresponding individual identifier to a central database for 
analysis according to the methods of the invention. According to, e.g., the algorithms 
described above, the individual identifier is assigned to one or more diagnostic (or 
prognostic, or monitoring, etc.) categories. The results of this classification are then 
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relayed back, via, e.g., the same mode of communication, to a recipient at the same or 
different internet (or intranet) address. 

Kits 

The present invention is optionally provided to a user as a kit. Typically, a kit 
contains one or more diagnostic nucleotide sets of the invention. Alternatively, the kit 
contains the candidate nucleotide library of the invention. Most often, the kit contains 
a diagnostic nucleotide probe set, or other subset of a candidate library, e.g., as a 
cDNA or antibody microarray packaged in a suitable container. The kit may further 
comprise, one or more additional reagents, e.g., substrates, labels, primers, for 
labeling expression products, tubes and/or other accessories, reagents for collecting 
blood samples, buffers, e.g., erythrocyte lysis buffer, leukocyte lysis buffer, 
hybridization chambers, cover slips, etc., as well as a software package, e.g., 
including the statistical methods of the invention, e.g., as described above, and a 
password and/or account number for accessing the compiled database. The kit 
optionally further comprises an instruction set or user manual detailing preferred 
methods of using the diagnostic nucleotide sets in the methods of the invention. 
Exemplary kits are described in Figure 3. 

This invention will be better understood by reference to the following non- 
limiting Examples: 
EXAMPLES 
List of Example titles 

Example 1: Generation of subtracted leukocyte candidate nucleotide libraiy 
Example 2: Identification of nucleotide sequences for candidate libraiy using data 
mining techniques 

Example 3: DNA Sequencing and Processing of raw sequence data. 

Example 4: Further sequence analysis of novel nucleotide sequences identified by 

subtractive hybridization screening 

Example 5: Further sequence analysis of novel Clone 596H6 

Example 6: Further sequen ce analysis of novel Clone 486E11 

Example 7: Preparation of a leukocyte cDNA array comprising a candidate gene 

libraiy 

Example 8: Preparation ofRNA from mononuclear cells for expression profiling 
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Example 9: Preparation of Buffy Coat Control RNA for use in leukocyte expression 
profiling 

Example 10. RNA Labeling and hybridization to a leukocyte cDNA array of 
candidate nucleotide sequences. 

Example 11: Identification of diagnostic gene sets useful in diagnosis and treatment 
of Cardiac allograft rejection 

Example 12: Identification of diagnostic nucleotide sets for kidney and liver allograft 
rejection 

Example 13: Identification of diagnostic nucleotide sequences sets for use in the 
diagnosis and treatment of Atherosclerosis, Stable Angina Pectoris, and acute 
coronaiy syndrome. 

Example 14: Identification of diagnostic nucleotide sets for use in diagnosing arid 
treating Restenosis 

Example 15: Identification of diagnostic nucleotide sets for use in monitoring 
treatment and/or progression of Congestive Heart Failure 
Example 16: Identification of diagnostic nucleotide sets for use in diagnosis of 
rheumatoid arthritis. 

Example 1 7: Identification of diagnostic nucleotide sets for diagnosis of 
cytomegalovirus 

Example 18: Identification of diagnostic nucleotide sets for diagnosis of Epstein Barr 
Vims 

Example 19: Identification of diagnostic nucleotides sets for monitoring response to 
statin dmgs. 

Example 20: Probe selection for a 24,000 feature Array. 
Example 21: Design of oligonucleotide probes. 

Example 22: Production of an array of 8,000 spotted 50 mer oligonucleotides. 
Example 23: Amplification, labeling and hybridization of total RNA to an 
oligonucleotide microarray. 

Example 24: Analysis of Human Transplant Patient Mononuclear cell RNA 
Hybridized to a 24,000 Feature Microarray. 
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Examples 

Example 1: Generation of subtracted leukocyte candidate nucleotide library 
To produce a candidate nucleotide library with representatives from the 
spectrum of nucleotide sequences that are differentially expressed in leukocytes, 
subtracted hybridization libraries were produced from the following cell types and 
conditions: 

1 . Buffy Coat leukocyte fractions - stimulated with ionomycin and PMA 

2. Buffy Coat leukocyte fractions - un-sthnulated 

3. Peripheral blood mononuclear cells - stimulated with ionomycin and 

PMA 

4. Peripheral blood mononuclear cells - un-stimulated 

5 . T lymphocytes - stimulated with PMA and ionomycin 

6. T lymphocytes - resting 

Cells were obtained from multiple individuals to avoid introduction of bias by using 
only one person as a cell source, 

Buffy coats (platelets and leukocytes that are isolated from whole blood) were 
purchased from Stanford Medical School Blood Center. Four buffy coats were used, 
each of which was derived from about 350 ml of whole blood from one donor 
individual 10 ml of buffy coat sample was drawn from the sample bag using a needle 
and syringe. 40 ml of Buffer EL (Qiagen) was added per 10 ml of buffy coat to lyse 
red blood cells. The sample was placed on ice for 15 minutes, and cells were 
collected by centrifugation at 2000 rpm for 10 minutes. The supernatant was 
decanted and the cell pellet was re-suspended in leukocyte growth media 
supplemented with DNase (LGM-3 from Clonetics supplemented with Dnase at a 
final concentration of 30 U/ml). Cell density was determined using a hemocytometer. 
Cells were plated in media at a density of lxlO 6 cells/ml in a total volume of 30 ml in 
a T-75 flask (Coming). Half of the cells were stimulated with ionomycin and phorbol 
myristate acetate (PMA) at a final concentration of 1 (ag/ml and 62 ng/ml, 
respectively. Cells were incubated at 37°C and at 5% C0 2 for 3 hours, then cells were 
scraped off the flask and collected into 50 ml tubes. Stimulated and resting cell 
populations were kept separate. Cells were centrifuged at 2000 rpm for 10 minutes 
and the supernatant was removed. Cells were lysed in 6 ml of phenol/guanidine 
isothyocyanate (Trizol reagent, GibcoBRL), homogenized using a rotary 
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homogenizer, and frozen at 80°. Total RNA and mRNA were isolated as described 
below. 

Two frozen vials of 5xl0 6 human peripheral blood mononuclear cells 
(PBMCs) were purchased from Clonetics (catalog number cc-2702). The cells were 
rapidly thawed in a 37°C water bath and transferred to a 1 5 ml tube containing 1 0 ml 
of leukocyte growth media supplemented with DNase (prepared as described above). 
Cells were centrifuged at 200\xg for 10 minutes. The supernatant was removed and 
the cell pellet was resuspended in LGM-3 media supplemented with DNase. Cell 
density was determined using a hemocytometer. Cells were plated at a density of 
lxlO 6 cells/ml in a total volume of 30 ml in a T-75 flask (Corning). Half of the cells 
were stimulated with ionomycin and PMA at a final concentration of 1 p-g/ml and 62 
ng/ml 5 respectively. Cells were incubated at 37°C and at 5% C0 2 for 3 hours, then 
cells were scraped off the flask and collected into 50 ml tubes. Stimulated and resting 
cell populations were kept separate. Cells were centrifuged at 2000 iprn and the 
supernatant was removed. Cells were lysed in 6 ml of phenol/guanidine 
isothyocyanate solution (TRIZOL reagent, GibcoBRL)), homogenized using a rotary 
homogenizer, and frozen at 80°. Total KN A and mRNA were isolated from these 
samples using the protocol described below. 

45 ml of whole blood was drawn from a peripheral vein of four healthy human 
subjects into tubes containing anticoagulant. 50 \il RosetteSep (Stem Cell 
Technologies) cocktail per ml of blood was added, mixed well, and incubated for 20 
minutes at room temperature. The mixture was diluted with an equal volume of PBS 
+ 2% fetal bovine serum (FBS) and mixed by inversion. 30 ml of diluted mixture 
sample was layered on top of 15 ml DML medium (Stem Cell Technologies). The 
sample tube was centrifuged for 20 minutes at 1200xg at room temperature. The 
enriched T-lymphocyte cell layer at the plasma :. medium interface was removed. 
Enriched cells were washed with PBS + 2% FBS and centrifuged at 1200 x g. The 
cell pellet was treated with 5 ml of erythrocyte lysis buffer (EL buffer, Qiagen) for 10 
minutes on ice. The sample was centrifuged for 5 min at 1200g. Cells were plated at 
a density of lxlO 6 cells/ml in a total volume of 30 ml in a T-75 flask (Corning). Half 
of the cells were stimulated with ionomycin and PMA at a final concentration of 1 
fig/ml and 62 ng/ml, respectively. Cells were incubated at 37°C and at 5% C0 2 for 3 
hours, then cells were scraped off the flask and collected into 50 ml tubes. Stimulated 
and resting cell populations were kept separate. Cells were centrifuged at 2000 rpm 
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and the supernatant was removed. Cells were lysed in 6 ml of phenol/guanidine 
isothyocyanate solution (TRIZOL reagent, GibcoBRL), homogenized using a rotary 
homogenizes and frozen at 80°. Total RNA and mRNA were isolated as described 
below. 

Total RNA and mRNA were isolated using the following procedure: the 
homogenized samples were thawed and mixed by vortexing. Samples were lysed in a 
1:0.2 mixture of Trizol and chloroform, respectively. For some samples, 6 ml of 
Trizol-chloroform was added. Variable amounts of Trizol-chloroform was added to 
other samples. Following lysis, samples were centrifuged at 3000 g for 15 min at 
4°C. The aqueous layer was removed into a clean tube and 4 volumes of Buffer RLT 
Qiagen) was added for every volume of aqueous layer. The samples were mixed 
thoroughly and total RNA was prepared from the sample by following the Qiagen 
Rueasy midi protocol for RNA cleanup (October 1999 protocol, Qiagen). For the 
final step, the RNA was eluted from the column twice with 250 jal Rnase-free water. 
Total RNA was quantified using a spectrophotometer. Isolation of mRNA from total 
RNA sample was done using The Oligotex mRNA isolation protocol (Qiagen) was 
used to isolate mRNA from total RNA, according to the manufacturer's instructions 
(Qiagen, 7/99 version). mRNA was quantified by spectrophotometry. 

Subtracted cDNA libraries were prepared using Clontech's PCR-Select cDNA 
Subtraction Kit (protocol number PT-1 1 17-1) as described in the manufacturer's 
protocol. The protocol calls for two sources of RNA per library, designated "Driver" 
and "Tester." The following 6 libraries were made: 



Library 


Driver RNA I 


Tester RNA 


Buffy Coat Stimulated 


Un-stimulated Buffy Coat 


Stimulated Buffy Coat 


Buffy Coat Resting 


Stimulated Buffy Coat 


Un-stimulated Buffy Coat 


PBMC Stimulated 


Un-stimulated PBMCs 


Stimulated PBMCs 


PBMC Resting 


Stimulated PBMCs 


Un-stimulated PBMCs 


T-cell Stimulated 


Un-stimulated T-cells 


Stimulated T-cells 


T-cell Resting 


Stimulated T-cells 


Un-stimulated T-cells 



The Clontech protocol results in the PCR amplification of cDNA products. 
The PCR products of the subtraction protocol were ligated to the pGEM T-easy 
bacterial vector as described by the vector manufacturer (Promega 6/99 version). 
Ligated vector was transformed into competent bacteria using well-known techniques, 
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plated, and individual clones are picked, grown and stored as a glycerol stock at - 
80C. Plasmid DNA was isolated from these bacteria by standard techniques and used 
for sequence analysis of the insert. Unique cDNA sequences were searched in the 
Unigene database (build 133), and Unigene cluster numbers were identified that 
corresponded to the DNA sequence of the cDNA. Unigene cluster numbers were 
recorded in an Excel spreadsheet. 

Example 2: Identification of nucleotide sequences for candidate library using 
data mining techniques 

Existing and publicly available gene sequence databases were used to identify 
candidate nucleotide sequences for leukocyte expression profiling. Genes and 
nucleotide sequences with specific expression in leukocytes, for example, lineage 
specific markers, or known differential expression in resting or activated leukocytes 
were identified. Such nucleotide sequences are used in a leukocyte candidate 
nucleotide library, alone or in combination with nucleotide sequences isolated through 
cDNA library construction, as described above. 

Leukocyte candidate nucleotide sequences were identified using three primary 
methods. First, the publically accessible publication database PubMed was searched 
to identify nucleotide sequences with known specific or differential expression in 
leukocytes. Nucleotide sequences were identified that have been demonstrated to 
have differential expression in peripheral blood leukocytes between subjects with and 
without particular disease(s) selected from Table 1. Additionally, genes and gene 
sequences that were known to be specific or selective for leukocytes or sub- 
populations of leukocytes were identified in this way. 

Next, two publicly available databases of DNA sequences, Unigene 
(http://www.ncbi.nlm.nih.gov/UniGene/) and BodyMap (http://bodymapjms.u- 
tokyo.ac.jp/), were searched for sequenced DNA clones that showed specificity to 
leukocyte lineages, or subsets of leukocytes, or resting or activated leukocytes. 

The human Unigene database (build 133) was used to identify leukocyte 
candidate nucleotide sequences that were likely to be highly or exclusively expressed 
in leukocytes. We used the Library Differential Display utility of Unigene 
(http://ww.ncbi.nhii.nih.gov/UniGene/info/ddd.html), which uses statistical methods 
(The Fisher Exact Test) to identify nucleotide sequences that have relative specificity 
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for a chosen library or group of libraries relative to each other. We compared the 
following human libraries fromUnigene release 133: 

546 NCI_CGAPJHSC1 (399) 

848 Human_mKNA_from_cd34+_stem_cells (122) 

1 05 CD34+DIRECTIONAL (150) 

3587 KRIBB_Hunian_CD4_intrathynaic_T-cell_cDNA_library (134) 
3586 KRIBB_Human_DP_intrath>'mic_T-cell_cDNAJibrary (179) 

3585 KRIBB_Human_TN Jntrathymic_T-cell_cDNA_library (127) 

3586 323 Activated_T-cells_I (740) 
376 Activated_T-cells_XX(1727) 
327 Monocytes,_stimulated_n (1 10) 

824 ProKferating_Erythroid_Cells_(LCB:ad_library) (665) 

825 429 Macrophage^ (105) 
387 MacrophageJ (137) 

669 NCI_CGAP_CLL1 (11626) 
129 Human_White_blood_cells (922) 
1400 N1H_MGC_2 (422) 
55 Human_promyelocyte (1220) 
1010 NCI_CGAP_CML1 (2541) 
2217 NCI_CGAP_Sub7(218) 
1395 NCI_CGAP_Sub6 (2764) 
4874 NIH_MGC_4S (2524) 

BodyMap, like Unigene, contains cell-specific libraries that contain potentially 
useful information about genes that may serve as lineage-specific or leukocyte 
specific markers (Okubo et al. 1992). We compared three leukocyte specific libraries, 
Granulocyte, CD4 T cell, and CDS T cell , with the other libraries. Nucleotide 
sequences that were found in one or more of the leukocyte-specific libraries, but 
absent in the others, were identified. Clones that were found exclusively in one of the 
three leukocyte libraries were also included in a list of nucleotide sequences that 
could serve as lineage-specific markers. 

Next, the sequence of the nucleotide sequences identified in PubMed or 
BodyMap were searched in Unigene (version 133), and a human Unigene cluster 
number was identified for each nucleotide sequence. The cluster number was 
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recorded in a Microsoft Excel™ spreadsheet, and a non-redundant list of these clones 
was made by sorting the clones by UniGene number, and removing all redundant 
clones using Microsoft Excel™ tools. The non-redundant list of UniGene cluster 
numbers was then compared to the UniGene cluster numbers of the cDNAs identified 
using differential cDNA hybridization, as described above in Example 1 (listed in 
Table 3 and the sequence listing). Only UniGene clusters that were not contained in 
the cDNA libraries were retained. Unigene clusters corresponding to 191 1 candidate 
nucleotide sequences for leukocyte expression profiling were identified in this way 
and are listed in Table 3 and the sequence listing. 

DNA clones corresponding to each UniGene cluster number are obtained in a 
variety of ways. First, a cDNA clone with identical sequence to part of, or all of the 
identified UniGene cluster is bought from a commercial vendor or obtained from the 
IMAGE consortium (http://image.llnl.gov/, the Integrated Molecular Analysis of 
Genomes and their Expression). Alternatively, PCR primers are designed to amplify 
and clone any portion of the nucleotide sequence from cDNA or genomic DNA using 
well-known techniques. Alternatively, the sequences of the identified UniGene 
clusters are used to design and synthesize oligonucleotide probes for use in 
microarray based expression profiling. 

Example 3: DNA Sequencing and Processing of raw sequence data. 
Clones of differentially expressed cDNAs (identified by subtractive 
hybridization, described above) were sequenced on an MJ Research BaseStation™ 
slab gel based fluorescent detection system, using BigDye™ (Applied Biosystems, 
Foster City, CA) terminator chemistry was used (Heiner et al., Genome Res 1998 
May;8(5):557-61). 

The fluorescent profiles were analyzed using the Phred sequence analysis 
program (Ewing et al, (1998), Genome Research 8: 175-185). Analysis of each clone 
results in a one pass nucleotide sequence and a quality file containing a number for 
each base pair with a score based on the probability that the determined base is 
correct. Each sequence files and its respective quality files were initially combined 
into single fasta format (Pearson, WR. Methods Mol Biol. 2000;132:185-219), multi- 
sequence file with the appropriate labels for each clone in the headers for subsequent 
automated analysis. 
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Initially, known sequences were analyzed by pair wise similarity searching 
using the blastn option of the blastall program obtained from the National Center for 
Biological Information, National Library of Medicine, National Institutes of Health 
(NCBI) to determine the quality score that produced accurate matching (Altschul 
SF,etal. JMolBiol. 1990 Oct 5;215(3):403-10.). Empirically, it was determined that 
a raw score of 8 was the minimum that contained useful information. Using a sliding 
window average for 16 base pairs, an average score was determined. The sequence 
was removed (trimmed) when the average score fell below 8. Maximum reads were 
950 nucleotides long. 

Next, the sequences were compared by similarity matching against a database 
file containing the flanking vector sequences used to clone the cDNA, using the 
blastall program with the blastn option. All regions of vector similarity were 
removed, or "trimmed" from the sequences of the clones using scripts in the GAWK 
programming language, a variation of AWK (Aho AV et al, The Awk Programming 
Language (Addison- Wesley, Reading MA, 1988); Robbins, AD, "Effective AWK 
Programming" (Free Software Foundation, Boston MA, 1997). It was found that the 
first 45 base pairs of all the sequences were related to vector; these sequences were 
also trimmed and thus removed from consideration. The remaining sequences were 
then compared against the NCBI vector database (Kitts, P.A. et al. National Center for 
Biological Information, National Library of Medicine, National Institutes of Health, 
Manuscript in preparation (2001) using blastall with the blastn option. Any vector 
sequences that were found were removed from the sequences. 

Messenger RNA contains repetitive elements that are found in genomic DNA. 
These repetitive elements lead to false positive results in similarity searches of query 
mRNA sequences versus known mRNA and EST databases. Additionally, regions of 
low information content (long runs of the same nucleotide, for example) also result in 
false positive results. These regions were masked using the program RepeatMasker2 
found at http://repeatmasker.genome.washington.edu (Smit, AFA & Green, P 
"RepeatMasker" at ht^://ftp.genome.washington.edi^RM/RepeatMasker.htnil). The 
trimmed and masked files were then subjected to further sequence analysis. 
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Example 4: Further sequence analysis of novel nucleotide sequences identified by 
subtractive hybridization screening 

cDNA sequences were further characterized using BLAST analysis. The 
BLASTN program was used to compare the sequence of the fragment to the UniGene, 
dbEST, and nr databases at NCBI(GenBank release 123.0; see Table 5). In the 
BLAST algorithm, the expect value for an alignment is used as the measure of its 
significance. First, the cDNA sequences were compared to sequences in Unigene 
(http://www.ncbi.nlm.nih.gov/UniGene). If no alignments were found with an expect 
value less than 10" 25 , the sequence was compared to the sequences in the dbEST 
database using BLASTN. If no alignments were found with an expect value less than 
1(T 25 , the sequence was compared to sequences in the nr database. 

The BLAST analysis produced the following categories of results: a) a 
significant match to a known or predicted human gene, b) a significant match to a 
nonhuman DNA sequence, such as vector DNA or E. coli DNA, c) a significant 
match to an unidentified GenBank entry (a sequence not previously identified or 
predicted to be an expressed sequence or a gene), such as a cDNA clone, mRNA, or 
cosmid , or d) no significant alignments. If a match to a known or predicted human 
gene was found, analysis of the known or predicted protein product was performed as 
described below. If a match to an unidentified GenBank entry was found, or if no 
significant alignments were found, the sequence was searched against all known 
sequences in the human genome database 

(http://www.ncbi.nlm.:rrih see 
Table 5). 

If many unknown sequences were to be analyzed with BLASTN, the 
clustering algorithm CAP2 (Contig Assembly Program, version 2) was used to cluster 
them into longer, contiguous sequences before performing a BLAST search of the 
human genome. Sequences that can be grouped into contigs are likely to be cDNA 
from expressed genes rather than vector DNA, E. coli DNA or human chromosomal 
DNA from a noncoding region, any of which could have been incorporated into the 
library. Clustered sequences provide a longer query sequence for database 
comparisons with BLASTN, increasing the probability of finding a significant match 
to a known gene. When a significant alignment was found, further analysis of the 
putative gene was performed, as described below. Otherwise, the sequence of the 
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original cDNA fragment or the CAP2 contig is used to design a probe for expression 
analysis and further approaches are taken to identify the gene or predicted gene that 
corresponds to the cDNA sequence, including similarity searches of other databases, 
molecular cloning, and Rapid Amplification of cDNA Ends (RACE). 

In some cases, the process of analyzing many unknown sequences with 
BLASTN was automated by using the BLAST network-client program blastcB, 
which was downloaded from ftp://ncbi.nlm.nih.gov/blast/network/netblast. 

When a cDNA sequence aligned to the sequence of one or more 
chromosomes, a large piece of the genomic region around the loci was used to predict 
the gene containing the cDNA. To do this, the contig corresponding to the mapped 
locus, as assembled by the RefSeq project at NCBI, was downloaded and cropped to 
include the region of alignment plus 100,000 bases preceding it and 100,000 bases 
following it on the chromosome. The result was a segment 200 kb in length, plus the 
length of the alignment. This segment, designated a putative gene, was analyzed 
using an exon prediction algorithm to determine whether the alignment area of the 
unknown sequence was contained within a region predicted to be transcribed (see 
Table 6). 

This putative gene was characterized as follows: all of the exons comprising 
the putative gene and the introns between them were taken as a unit by noting the 
residue numbers on the 200kb+ segment that correspond to the first base of the first 
exon and the last base of the last exon, as given in the data returned by the exon 
prediction algorithm. The truncated sequence was compared to the UniGene, dbEST, 
and nr databases to search for alignments missed by searching with the initial 
fragment. 

The predicted amino acid sequence of the gene was also analyzed. The 
peptide sequence of the gene predicted from the exons was used in conjunction with 
numerous software tools for protein analysis (see Table 7). These were used to 
classify or identify the peptide based on similarities to known proteins, as well as to 
predict physical, chemical, and biological properties of the peptides, including 
secondary and tertiary structure, flexibility, hydrophobicity, antigenicity 
(hydrophilicity), common domains and motifs, and localization within the cell or 
tissues. The peptide sequence was compared to protein databases, including SWISS- 
PROT, TrEMBL, GenPept, PDB, PIR, PROSITE, ProDom, PROSITE, Blocks, 
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PRINTS, and Pfam, using BLASTP and other algorithms to determine similarities to 
known proteins or protein subunits. 

Example 5: Further sequence analysis of novel Clone 596H6 
The sequence of clone 596H6 is provided below: 



ACTATATTTA 


GGCACCACTG 


y> y^t a r I"\ AAA /IfVl A 

CCATAAACTA 


a A A A A A A A 

CCAAAAAAAA 


A A m s~> M l A A rYVTt/^ 

AATGTAATTC 


50 


CTAGAAGCTG 


rr*/n a a a a m a 

TGAAGAATAG 


TAGTGTAGCT 


AAGCACGGTG 


TGTGGACAGT 


101 


GGGACATCTG 


CCACCTGCAG 


TAGGTCTCTG 


A ^ifT1/*^/*1/ , l AAA 

CACTCCCAAA 


A AAA r^n» ■ ^ a v - ^! 

AGCAAATTAC 


151 


ATTGGCTTGA 


ACTTCAGTAT 


GCCCGGTTCC 


ACCCTCCAGA 


AACTTTTGTG 


201 


TTCTTTGTAT 


AGAATTTAGG 


AACTTCTGAG 


GGCCACAAAT 


A a a a mm A 

ACACACATTA 


25< 


AAAAAGGTAG 


AATTTTTGAA 


GATAAGATTC 


TTCTAAAAAA 


GCTTCCCAAT 


30i 


GCTTGAGTAG 


AAAGTATCAG 


TAGAGGTATC 


AAGGGAGGAG 


AGACTAGGTG 


35i 


ACCACTAAAC 


TCVTTCAGAC 


TCTTAAAATT 


ACGATTCTTT 


TCTCAAAGGG 


401 


GAAGAACGTC 


AGTGCAGCGA 


TCCCTTCACC 


TTTAGCTAAA 


GAATTGGACT 


45< 


GTGCTGCTCA 


AAATAAAGAT 


CAGTTGGAGG 


TANGATGTCC 


AAGACTGAAG 


501 


GTAAAGGACT 


AGTGCAAACT 


GAAAGTGATG 


GGGAAACAGA 


CCTACGTATG 


551 


GAAGCCATGT 


AGTGTTCTTC 


ACAGGCTGCT 


GTTGACTGAA 


ATTCCTATCC 


601 


TCAAATTACT 


CTAGACTGAA 


GCTGCTTCCC 


TTCAGTGAGC 


AGCCTCTCCT 


65< 


TCCAAGATTC 


TGGAAAGCAC 


ACCTGACTCC 


AAACAAAGAC 


TTAGAGCCCT 


70< 


GTGTCAGTGC 


TGCTGCTGCT 


TTTACCAGAT 


TCTCTAACCT 


TCCGGGTAGA 


751 


AGAG 


(SEQIDNO: 












8767) 











This sequence was used as input for a series of BLASTN searches. First, it 
was used to search the UniGene database, build 132 

(http://www.ncbi.nlm.nih.gov/BLAST/). No alignments were found with an expect 
value less than the threshold value of 10" 25 . A BLASTN search of the database 
dbEST, release 041001, was then performed on the sequence and 21 alignments were 
found (http://www.ncbi.nlm.nih.gov/BLAST/). Ten of these had expect values less 
than 10' 25 , but all were matches to unidentified cDNA clones. Next, the sequence was 
used to run a BLASTN search of the nr database, release 123.0. No significant 
alignment to any sequence in nr was found. Finally, a BLASTN search of the human 
genome was performed on the sequence 
(http://wwwaicbi.nlm.nih.gov/genome/seq 

A single alignment to the genome was found on contig NTJ304698.3 (e==0.0). 
The region of alignment on the contig was from base 1,821,298 to base 1,822,054, 
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and this region was found to be mapped to chromosome 1, from base 105,552,694 to 
base 105,553,450. The sequence containing the aligned region, plus 100 kilobases on 
each side of the aligned region, was downloaded. Specifically, the sequence of 
chromosome 1 from basel 05,452,694 to 105,653,450 was downloaded 
(http ://www.ncbi.nlm.nih. go v/cgi- 
bin/Entrez/se(^ 

This 200,757 bp segment of the chromosome was used to predict exons and 
their peptide products as follows. The sequence was used as input for the Genscan 
algorithm (http://genes.mit.edu/GENSCAN.html), using the following Genscan 
settings: 

Organism: vertebrate 

Suboptimal exon cutoff: LOO (no suboptimal exons) 
Print options: Predicted CDS and peptides 

The region matching the sequence of clone 596H6 was known to span base 
numbers 100,001 to 100,757 of the input sequence. An exon was predicted by the 
algorithm, with a probability of 0.695, covering bases 100,601 to 101,094 (designated 
exon 4.14 of the fourth predicted gene). This exon was part of a predicted cistron that 
is 24,195 bp in length. The sequence corresponding to the cistron was noted and 
saved separately from the 200,757 bp segment. BLASTN searches of the Unigene, 
dbEST, and nr databases were performed on it. 

At least 100 significant alignments to various regions of the sequence were 
found in the dbEST database, although most appeared to be redundant representations 
of a few exons. All matches were to unnamed cDNAs and mRNAs (unnamed cDNAs 
and mRNAs are cDNAs and mRNAs not previously identified, or shown to 
correspond to a known or predicted human gene) from various tissue types. Most 
aligned to a single region on the sequence and spanned 500 bp or less, but several 
consisted of five or six regions separated by gaps, suggesting the locations of exons in 
the gene. Several significant matches to entries in the UniGene database were found, 
as well, even after masking low-complexity regions and short repeats in the sequence. 
All matches were to unnamed cDNA clones. 

At least 100 significant alignments were found in the nr database, as well. A 
similarity to hypothetical protein FLJ22457 (UniGene cluster Hs.238707)was found 
(e=0.0). The cDNA of this predicted protein has been isolated from B lymphocytes 
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(http://www.ncbi.nlm.nih.gov/enfr^ 
=gp&txt=0&val=l 3637988). 

Other significant alignments were to unnamed cDNAs and mRNAs. 

Using Genscan, the following 730 residue peptide sequence was predicted 
from the putative gene: 



MDGLGRRLRA 

ERAQEHSLPN 

RGQQEEEERL 

QPRTCCHASA 

CFGLFSKILD 

SGTEFISLTR 

EGLREEEKDV 

GTSCSTLSQC 

MRFQQEVMDS 

CEGTFLMSVG 

QFFVKIVGHY 

FSLFIQEAEK 

HTLWSKGSAS 

MTIKWTTSGR 

KSLVWSQVCF 



SLRLKRGHGG 

FAGGQHFFEY 

LKAIPLFCFP 

PSAAPQARGP 

EVEKRHQISM 

PLDSHLEHVD 

RDSTEVRGAG 

IHAAAALLYP 

PMEEIQPQAE 

DEKDILPPKL 

ASYIKREANG 

SKNPPAEVTQ 

LHEVCGHVRT 

PGHGDMFGVI 

PESWEERLLT 



HWRLNEMPYM 

LLWSLKKKR 

DGNEWASLTE 

DAPSPAAGQA , 

AVIYPFMQGL 

FSSLLHCLSF 

ECHGFQRKGN 

FSWAHTYIPV 

IKTVNPLGVY 

QDDILDSLGQ 

QGHFQERSFC 

VGNSSTCWD 

RVKRKILFLY 

ESWGAAALLL 

EGKQLQSRVI 



KHEFDGGPPQ 

SEDDYEPHT 

YPSLSCKTPG 

LPAGPGPRLP 

REAAFPAPGK 

EQILQIFASA 

LGKQWGLCVE 

VPESLLATVC 

EERGPEKASL 

GINELKTAEQ 

KALTSKTNRR 

TWLEAAATAL 

VSLAFTMGKS 

LTGRVRDTGK 

SEQIDNO:8768 



DNSGEALKEP i 

YQFPKRENLL 1 

LLAALWEKA ] 

KVYCIISCIG : 

TVTLKSFIPD I 

VLERKHFLA 2 

DSVKMGDNQR : 

CPTPFMVGVQ i 

CLFQVLLVNL t 

FWEHVSGPFV i 

FVKKFVKTQL f 

SHHYN3FNTE ( 

IFLVENKAMN ( 
SSSSTGHRAS 



Multiple analyses were performed using this prediction. First, a pairwise 
comparison of the sequence above and the sequence of FLJ22457, the hypothetical 
protein mentioned above, using BLASTP version 2.1.2 

(http://ncbi.nlm.nih.gov/BLAST/), resulted in a match with an expect value of 0.0. 
The peptide sequence predicted from clone 596H6 was longer and 19% of the region 
of alignment between the two resulted from gaps in hypothetical protein FLJ22457. 
The cause of the discrepancy might be alternative mRNA splicing, alternative post- 
translational processing, or differences in the peptide-predicting algorithms used to 
create the two sequences, but the homology between the two is significant. 

BLASTP and TBLASTN were also used to search for sequence similarities in 
the SWISS-PROT, TrEMBL, GenBank Translated, and PDB databases. Matches to 
several proteins were found, among them a tumor cell suppression protein, HTS1. No 
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matches aligned to the full length of the peptide sequence, however, suggesting that 
similarity is limited to a few regions of the peptide. 

TBLASTN produced matches to several proteins - both identified and 
theoretical - but again, no matches aligned to the full length of the peptide sequence. 
The best alignment was to the same hypothetical protein found in GenBank before 
(FLJ22457). 

To discover similarities to protein families, comparisons of the domains 
(described above) were carried out using the Pfam and Blocks databases. A search of 
the Pfam database identified two regions of the peptide domains as belonging the 
DENN protein family (e=2. 1 x 10-~ 33 ). The human DENN protein possesses an RGD 
cellular adhesion motif and a leucine-zipper-like motif associated with protein 
dimerization, and shows partial homology to the receptor binding domain of tumor 
necrosis factor alpha. DENN is virtually identical to MADD, a human MAP kinase- 
activating death domain protein that interacts with type I tumor necrosis factor 
receptor (http://srs.ebi.ac.uk/srs6bin/cgi-bin/wgetz?-id+fS5nl GQsHff- 
e+[mTERPRO: , rPR001194 , ;|). The search of the Blocks database also revealed 
similarities between regions of the peptide sequence and known protein groups, but 
none with a satisfactory degree of confidence. In the Blocks scoring system, scores 
over 1,100 are likely to be relevant. The highest score of any match to the predicted 
peptide was 1,058. 

The Prosite, ProDom, PRINTS databases (all publicly available) were used to 
conduct further domain and motif analysis. The Prosite search generated many 
recognized protein domains. A BLASTP search was performed to identify areas of 
similarity between the protein query sequence and PRINTS, a protein database of 
protein fingerprints, groups of motifs that together form a characteristic signature of a 
protein family. In this case, no groups were found to align closely to any section of 
the submitted sequence. The same was true when the ProDom database was searched 
with BLASTP. 

A prediction of protein structure was done by performing a BLAST search of 
the sequence against PDB, a database m which every member has tertiary structure 
information. No significant alignments were found by this method. Secondary and 
super-secondary structure was examined using the Gamier algorithm. Although it is 
only considered to be 60-65% accurate, the algorithm provided information on the 
locations and lengths of alpha-helices, beta-sheets, turns and coils. 
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The antigenicity of the predicted peptide was modeled by graphing 
hydrophilicity vs. amino acid number. This produced a visual representation of trends 
in hydrophilicity along the sequence. Many locations in the sequence showed 
antigenicity and five sites had antigenicity greater than 2. This information can be 
used in the design of affinity reagents to the protein. 

Membrane-spanning regions were predicted by graphing hydrophobicity vs. 
amino acid number. Thirteen regions were found to be somewhat hydrophobic. The 
algorithm TMpred predicted a model with 6 strong transmembrane helices 
(http://www.ch.embnet.org/software/ 

TMPRED_form.html). 

NNPSL is a neural network algorithm developed by the Sanger Center. It uses 
amino acid composition and sequence to predict cellular location. For the peptide 
sequence submitted, its first choice was mitochondrial (51.1% expected accuracy). Its 
second choice was cytoplasmic (91.4% expected accuracy). 



Example 6: Further sequence analysis of novel Clone 486E11 
The sequence of clone 486E11 is provided below: 



TAAAAGCAGG 


CTGTGCACTA 


GGGACCTAGT 


GACCTTACTA 


GAAAAAACTC 


5 


AAATTCTCTG 


AGCCACAAGT 


CCTCATGGGC 


AAAATGTAGA 


TACCACCACC 


] 


TAACCCTGCC 


AATTTCCTAT 


CATTGTGACT 


ATCAAATTAA 


ACCACAGGCA 


1 


GGAAGTTGCC 


TTGAAAACTT 


TTTATAGTGT 


ATATTACTGT 


TCACATAGAT 


r 
I 


NAGCAATTAA 


CT1TACATAT 


ACCCGTTTTT 


AAAAGATCAG 


TCCTGTGATT 


2 


AAAAGTCTGG 


CTGCCCTAAT 


TCACTTCGAT 


TATACATTAG 


GTTAAAGCCA 


2 


TATAAAAGAG 


GCACTACGTC 


TTCGGAGAGA 


TGAATGGATA 


TTACAAGCAG 


3 


TAATGTTGGC 


TTTGGAATAT 


ACACATAATG 


TCCACTTGAC 


CTCATCTATT 


4 


TGACACAAAA 


TGTAAACTAA 


ATTATGAGCA 


TCATTAGATA 


CCTTGGCCTT 


A 


TTCAAATCAC 


ACAGGGTCCT 


AGATCTNNNN 


NNNNNNNNNN 


NNNNNNNNNN 




ISHSINNNNNNNN 


NNNNNNNNNN 


NNNNISDSnSTNNN 


NNNNNNNNAC 


TTTGGGATTC 


5 


CTATATCTTT 


GTCAGCTGTC 


AACTTCAGTG 


i'rri'CAGGTT 


AAATTCTATC 


t 


CATAGTCATC 


CCAATATACC 


TGCTTTAGAT 


GATACAACCT 


TCAAAAGATC 


6 


CGCTcrrccT 


CGTAAAAAGT 


GGAG 


SEQ ID NO: 8769 







The BLASTN program was used to compare the sequence to the UniGene and 
dbEST databases. No significant alignments were found in either. It was then 
searched against the nr database and only alignments to unnamed genomic DNA 
clones were found. 
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CAP2 was used to cluster a group of unknowns, including clone 4S6E1 1. The 
sequence for 486E1 1 was found to overlap others. These formed a contig of 1,010 
residues, which is shown below: 



CGGACAGGTA 


CCTAAAAGCA 


GGCTGTGCAC 


TAGGGACCTA 


GTGACCTTAC 


5i 


TAGAAAAAAC 


TCAAATTCTC 


TGAGCCACAA 


GTCCTCATGG 


GCAAAATGTA 


1' 


GATACCACCA 


CCTAACCCTG 


CCAATTTCCT 


ATCATTGTGA 


CTATCAAATT 


1. 


AAACCACAGG 


CAGGAAGTTG 


CCTTGAAAAC 


TTTTTATAGT 


GTATATTACT 


2 


GTTCACATAG 


ATNAGCAATT 


AACTTTACAT 


ATACCCGTTT 


TTAAAAGATC 


2 


AGTCCTGTGA 


TTAAAAGTCT 


GGCTGCCCTA 


ATTCACTTCG 


ATTATACATT 


3' 


AGGTTAAAGC 


CATATAAAAG 


AGGCACTACG 


TCTTCGGAGA 


GATGAATGGA 


3 


TATTACAAGC 


AGTAATTTTG 


GCTTTGGAAT 


ATACACATAA 


TGTCCACTTG 


4 


ACCTCATCTA 


TTTGACACAA 


AATGTAAACT 


AAATTATGAG 


CATCATTAGA 


4 


TACCTTGGGC 


CTilTCAAAT 


CACACAGGGT 


CCTAGATCTG 


NNNNNNNNNN 


5 


NNNNNNNNNN 


NNNNNNNNNN 


NNNNNNNNNN 


NNNNNNNNNN 


NNNNNNNNNN 


5 


NACTTTGGAT 


TCTTATATCT 


TTGTCAGCTG 


TCAACTTCAG 


TGTTTTCAGG 


6 


NTAAATTCTA 


TCCATAGTCA 


TCCCAATATA 


CCTGCTTTAG 


ATGATACAAA 


6 


CTTCAAAAGA 


TCCGGCTCTC 


CCTCGTAAAA 


CGTGGAGGAC 


AGACATCAAG 


7 


GGGGTTTTCT 


GAGTAAAGAA 


AGGCAACCGC 


TCGGCAAAAA 


CTCACCCTGG 


7 


CACAACAGGA 


NCGAATATAT 


ACAGACGCTG 


ATTGAGCGTT 


TTGCTCCATC 


8 


TTCACTTCTG 


TTAAATGAAG 


ACATTGATAT 


CTAAAATGCT 


ATGAGTCTAA 


8 


CTTTGTAAAA 


TTAAAATAGA 


TTTGTAGTTA 


TTTTTCAAAA 


TGAAATCGAA 


9 


AAGATACAAG 


TnTGAAGGC 


AGTCTCTTTT 


TCCACCCTGC 


CCCTCTAGTG 


9 


TG1T1TACAC 


ACTTCTCTGG 


CCACTCCAAC 


AGGGAAGCTG 


GTCCAGGGCC 


1 


ATTATACAGG 


SEQ ID NO: 3832 











The sequence of the CAP2 contig was used in a BLAST search of the human 
genome. 934 out of 1,010 residues aligned to a region of chromosome 21 . A gap of 
61 residues divided the aligned region into two smaller fragments. The sequence of 
this region, plus 100 kilobases on each side of it, was downloaded and analyzed using 
the Genscan site at MIT (http://genes.mit.edu/GENSCAN.html), with the following 
settings: 

Organism: vertebrate 

Suboptimal exon cutoff: 1.00 (no suboptimal exons) 
Print options: Predicted CDS and peptides 
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The fragment was found to fall within one of several predicted genes in the 
chromosome region. The bases corresponding to the predicted gene, including its 
predicted introns, were saved as a separate file and used to search GenBank again 
with BLASTN to find any ESTs or UniGene clusters identified by portions of the 
sequence not included in the original unknown fragment. The nr database contained 
no significant matches. At least 100 significant matches to various parts of the 
predicted gene were found in the dbEST database, but all of them were to unnamed 
cDNA clones. Comparison to UniGene produced fewer significant matches, but all 
matches were to unnamed cDNAs. 

The peptide sequence predicted by Genscan was also saved. Multiple types of 
analyses were performed on it using the resources mentioned in Table 3. BLASTP 
and TBLASTN were used to search the TrEMBL protein database 
(littp://www.expasy.ch/sprot/) and the GenBank nr database 
(http://www.ncbi.nlm.hih.gov/BLAST/), which includes data from the SwissProt, 
PIR, PRF, and PDB databases. No significant matches were found in any of these, so 
no gene identity or tertiary structure was discovered. 

The peptide sequence was also searched for similarity to known domains and 
motifs using BLASTP with the Prosite, Blocks, Pfam, and ProDom databases. The 
searches produced no significant alignments to known domains. BLASTP 
comparison to the PRINTS database produced an alignment to the P450 protein 
family, but with a low probability of accuracy (e=6.9). 

Two methods were used to predict secondary structure - the 
Garnier/Osguthorpe/Robson model and the Chou-Fasman model. The two methods 
differed somewhat in their results, but both produced representations of the peptide 
sequence with helical and sheet regions and locations of turns. 

Antigenicity was plotted as a graph with amino acid number in the sequence 
on the x-axis and hydrophilicity on the y-axis. Several areas of antigenicity were 
observed, but only one with antigenicity greater than 2. Hydrophobicity was plotted 
in the same way. Only one region, from approximately residue 135 to residue 150, 
had notable hydrophobicity. TMpred, accessed through ExP ASy, was used to predict 
transmembrane helices. No regions of the peptide sequence were predicted with 
reasonable confidence to be membrane-spanning helices. 
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NNPSL predicted that the putative protein would be found either in the 
nucleus (expected prediction accuracy = 51.1%) or secreted from the cell (expected 
prediction accuracy = 91.4%). 

Example 7: Preparation of a leukocyte cDNA array comprising a candidate gene 
library 

Candidate genes and gene sequences for leukocyte expression profiling were 
identified through methods described elsewhere in this document. Candidate genes 
are used to obtain or design probes for peripheral leukocyte expression profiling in a 
variety of ways. 

A cDNA micro array carrying 384 probes was constructed using sequences 
selected from the cDNA libraries described in example 1. cDNAs were selected from 
T-cell libraries, PBMC libraries and buffy coat libraries. A listing of the cDNA 
fragments used is given in Table 8. 

96-WellPCR 

Plasmids were isolated in 96-well format and PCR was performed in 96-well 
format. A master mix was made that contain the reaction buffer, dNTPs, forward and 
reverse primer and DNA polymerase was made. 99 ul of the master mix was 
aliquoted into 96-well plate. 1 ul of plasmid (1-2 ng/ul) of plasmid was added to the 
plate. The final reaction concentration was 10 mM Tris pH 8.3, 3.5 mM MgCl2, 25 
mM KC1, 0.4 mM dNTPs, 0.4 uM Ml 3 forward primer, 0.4 Ml 3 reverse primer, and 
1 0 U of Taq Gold (Applied Biosystems). The PCR conditions were: 

Stepl95Cforl0min 

Step 2 95C for 15 sec 

Step 3 56C for 30 sec 

Step 4 72C for 2 min 15 seconds 

Step 5 go to Step 2 39 times 

Step 6 72C for 10 minutes 

Step 7 4C for ever. 

PCR Purification 

PCR purification was done in a 96-well format. The Arraylt (Telechem 
International, Inc.) PCR purification kit was used and the provided protocol was 
followed without modification. Before the sample was evaporated to dryness, the 
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concentration of PCR products was determined using a spectrophotometer. After 
evaporation, the samples were re-suspended in lx Micro Spotting Solution (Arraylt) 
so that the majority of the samples were between 0.2-1.0 ug/ul 

Array Fabrication 

Spotted cDNA microarrays were then made from these PCR products by 
Arraylt using their protocols (http://aKayit.com/CustomJVIicroarrays/Tlex-Cliips/flex- 
chips.html). Each fragment was spotted 3 times onto each array. 

Candidate genes and gene sequences for leukocyte expression profiling were 
identified through methods described elsewhere in this document. Those candidate 
genes are used for peripheral leukocyte expression profiling. The candidate libraries 
can used to obtain or design probes for expression profiling in a variety of ways. 

Oligonucleotide probes are also prepared using the DNA sequence 
information for the candidate genes identified by differential hybridization screening 
(listed in Table 3 and the sequence listing) and/or the sequence information for the 
genes identified by database mining (listed in Table 2) is used to design 
complimentary oligonucleotide probes. Oligo probes are designed on a contract basis 
by various companies (for example, Compugen, Mergen, Affymetrix, Telechem), or 
designed from the candidate sequences using a variety of parameters and algorithms 
as indicated at http://www.genome.wi.mit.edu/cgi-bin/primer/primer3xgi. Briefly, 
the length of the oligonucleotide to be synthesized is determined, preferably greater 
than 18 nucleotides, generally 18-24 nucleotides, 24-70 nucleotides and, in some 
circumstances, more than 70 nucleotides. The sequence analysis algorithms and tools 
described above are applied to the sequences to mask repetitive elements, vector 
sequences and low complexity sequences. Oligonucleotides are selected that are 
specific to the candidate nucleotide sequence (based on a Blast n search of the 
oligonucleotide sequence in question against gene sequences databases, such as the 
Human Genome Sequence, UniGene, dbEST or the non-redundant database at NCBI), 
and have <50% G content and 25-70% G+C content. Desired oligonucleotides are 
synthesized using well-known methods and apparatus, or ordered from a company 
(for example Sigma). Oligonucleotides are spotted onto microarrays. Alternatively, 
oligonucleotides are synthesized directly on the array surface, using a variety of 
techniques (Hughes et al. 2001, Yershov et al. 1996, Lockhart et al 1996). 
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Example 8: Preparation of RNA from mononuclear cells for expression profiling 
Blood was isolated from the subject for leukocyte expression profiling using 
the following methods: 

Two tubes were drawn per patient. Blood was drawn from either a standard 
peripheral venous blood draw or directly from a large-bore intra-arterial or 
intravenous catheter inserted in the femoral artery, femoral vein, subclavian vein or 
internal jugular vein. Care was taken to avoid sample contamination with heparin 
from the intravascular catheters, as heparin can interfere with subsequent RNA 
reactions. 

For each tube, 8 ml of whole blood was drawn into a tube (CPT, Becton- 
Dickinson order #362753) containing the anticoagulant Citrate, 25°C density gradient 
solution (e.g. Ficoll, Percoll) and a polyester gel barrier that upon centrifugation was 
permeable to RBCs and granulocytes but not to mononuclear cells. The tube was 
inverted several times to mix the blood with the anticoagulant. The tubes were 
centrifuged at 1750xg in a swing-out rotor at room temperature for 20 minutes. The 
tubes were removed from the centrifuge and inverted 5-10 times to mix the plasma 
with the mononuclear cells, while trapping the RBCs and the granulocytes beneath the 
gel barrier. The plasma/mononuclear cell mix was decanted into a 15ml tube and 5ml 
of phosphate-buffered saline (PBS) is added. The 15ml tubes were spun for 5 minutes 
at 1750xg to pellet the cells. The supernatant was discarded and 1.8 ml of RLT lysis 
buffer is added to the mononuclear cell pellet. The buffer and cells were pipetted up 
and down to ensure complete lysis of the pellet. The cell lysate was frozen and stored 
until it is convenient to proceed with isolation of total RNA. 

Total RNA was purified from the lysed mononuclear cells using the Qiagen 
Rneasy Miniprep kit, as directed by the manufacturer (10/99 version) for total RNA 
isolation, including homogenization (Qiashredder columns) and on-column DNase 
treatment. The purified RNA was eluted in 50ul of water. The further use of RNA 
prepared by this method is described in Example 1 1, 24, and 23. 

Some samples were prepared by a different protocol, as follows: 

Two 8 ml blood samples were drawn from a peripheral vein into a tube (CPT, 
Becton-Dickinson order #362753) containing anticoagulant (Citrate), 25°C density 
gradient solution (Ficoll) and a polyester gel barrier that upon centrifugation is 
permeable to RBCs and granulocytes but not to mononuclear cells. The mononuclear 
cells and plasma remained above the barrier while the RBCs and granulocytes were 
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trapped below. The tube was inverted several times to mix the blood with the 
anticoagulant, and the tubes were subjected to centrifugation at 1750xg in a swing-out 
rotor at room temperature for 20 min. The tubes were removed from the centrifuge, 
and the clear plasma layer above the cloudy mononuclear cell layer was aspirated and 
discarded. The cloudy mononuclear cell layer was aspirated, with care taken to rinse 
all of the mononuclear cells from the surface of the gel barrier with PBS (phosphate 
buffered saline). Approximately 2 mis of mononuclear cell suspension was 
transferred to a 2ml microcentrifuge tube, and centrifuged for 3min. at 16,000 ipm in 
a microcentrifuge to pellet the cells. The supernatant was discarded and 1.8 ml of 
RLT lysis buffer (Qiagen) were added to the mononuclear cell pellet, which lysed the 
cells and inactivated Rnases. The cells and lysis buffer were pipetted up and down to 
ensure complete lysis of the pellet. Cell lysate was frozen and stored until it was 
convenient to proceed with isolation of total RNA. 

RNA samples were isolated from 8 mL of whole blood. Yields ranged from 2 
ug to 20ug total RNA for 8mL blood. A260/A280 spectrophotometric ratios were 
between 1.6 and 2.0, indicating purity of sample. 2ul of each sample were run on an 
agarose gel in the presence of ethidium bromide. No degradation of the RNA sample 
and no DNA contamination was visible. 

Example 9: Preparation ofBuffy Coat Control RNA for use in leukocyte 
expression profiling 

Control RNA was prepared using total RNA from Buffy coats and/or total 
RNA from enriched mononuclear cells isolated from Buffy coats, both with and 
without stimulation with ionomycin and PMA. The following control RNAs were 
prepared: 

Control 1 : Buffy Coat Total RNA 

Control 2: Mononuclear cell Total RNA 

Control 3 : Stimulated buffy coat Total RNA 

Control 4: Stimulated mononuclear Total RNA 

Control 5: 50% Buffy coat Total RNA / 50% Stimulated buffy coat Total 

RNA 

Control 6: 50% Mononuclear cell Total RNA / 50% Stimulated Mononuclear 
Total RNA 
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Some samples were prepared using the following protocol: Buffy coats from 
38 individuals were obtained from Stanford Blood Center. Each buffy coat is derived 
from -350 mL whole blood from one individual. 10 ml buffy coat was removed from 
the bag, and placed into a 50 ml tube. 40 ml of Buffer EL (Qiagen) was added, the 
tube was mixed and placed on ice for 15 minutes, then cells were pelleted by 
centrifugation at 2000xg for 10 minutes at 4°C. The supernatant was decanted and 
the cell pellet was re-suspended in 10 ml of Qiagen Buffer EL. The tube was then 
centrifuged at 2000xg for 10 minutes at 4°C. The cell pellet was then re-suspended in 
20 ml TRIZOL (GibcoBRL) per Buffy coat sample, the mixture was shredded using a 
rotary homogenizes, and the lysate was then frozen at -80°C prior to proceeding to 
RNA isolation. 

Other control RNAs were prepared from enriched mononuclear cells prepared 
from Buffy coats. Buffy coats from Stanford Blood Center were obtained, as 
described above. 10 ml buffy coat was added to a 50 ml polypropylene tube, and 10 
ml of phosphate buffer saline (PBS) was added to each tube. A polysucrose (5.7 
g/dL) and sodium diatrizoate (9.0 g/dL) solution at a 1.077 +/-0.0001 g/ml density 
solution of equal volume to diluted sample was prepared (Histopaque 1077, Sigma 
cat. no 1077-1). This and all subsequent steps were performed at room temperature. 
1 5 ml of diluted buffy coat/PBS was layered on top of 1 5 ml of the histopaque 
solution in a 50 ml tube. Hie tube was centrifuged at 400xg for 30 minutes at room 
temperature. After centrifiigation, the upper layer of the solution to within 0.5 cm of 
the opaque interface containing the mononuclear cells was discarded. The opaque 
interface was transferred into a clean centrifuge tube. An equal volume of PBS was 
added to each tube and centrifuged at 350xg for 10 minutes at room temperature. The 
supernatant was discarded. 5 ml of Buffer EL (Qiagen) was used to resuspend the 
remaining cell pellet and the tube was centrifuged at 2000xg for 10 minutes at room 
temperature. The supernatant was discarded. The pellet was resuspended in 20 ml of 
TRIZOL (GibcoBRL) for each individual buffy coat that was processed. The sample 
was homogenized using a rotary homogenizer and frozen at -S0C until RNA was 
isolated. 

RNA was isolated from frozen lysed Buffy coat samples as follows: frozen 
samples were thawed, and 4 ml of chloroform was added to each buffy coat sample. 
The sample was mixed by vortexing and centrifuged at 2000xg for 5 minutes. The 
aqueous layer was moved to new tube and then repurified by using the RNeasy Maxi 
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RNA clean up kit, according to the manufacturer's instruction (Qiagen, PN 75162). 
The yield, purity and integrity were assessed by spectrophotometer and gel 
electrophoresis. 

Some samples were prepared by a different protocol, as follows. The further 
use of RNA prepared using this protocol is described in Example 11. 

50 whole blood samples were randomly selected from consented blood donors 
at the Stanford Medical School Blood Center. Each buffy coat sample was produced 
from -350 mL of an individual's donated blood. The whole blood sample was 
centrifuged at -4,400 x g for 8 minutes at room temperature, resulting in three distinct 
layers: a top layer of plasma, a second layer of buffy coat, and a third layer of red 
blood cells. 25 ml of the buffy coat fraction was obtained and diluted with an equal 
volume of PBS (phosphate buffered saline). 30 ml of diluted buffy coat was layered 
onto 15 ml of sodium diatrizoate solution adjusted to a density of 1.077+/-0.001 g/ml 
(Histopaque 1077, Sigma) in a 50mL plastic tube. The tube was spun at 800 g for 10 
minutes at room temperature. The plasma layer was removed to the 30 ml mark on 
the tube, and the mononuclear cell layer removed into a new tube and washed with an 
equal volume of PBS, and collected by centrifugation at 2000 g for 10 minutes at 
room temperature. The cell pellet was resuspended in 10 ml of Buffer EL (Qiagen) 
by vortexing and incubated on ice for 10 minutes to remove any remaining 
erthythrocytes. The mononuclear cells were spun at 2000 g for 10 minutes at 4 
degrees Celsius. The cell pellet was lysed in 25 ml of a phenol/guanidinium 
thiocyanate solution (TRIZOL Reagent, Invitrogen). The sample was homogenized 
using a PowerGene 5 rotary homogenizer (Fisher Scientific) and Omini disposable 
generator probes (Fisher Scientific). The Trizol lysate was frozen at -80 degrees C 
until the next step. 

The samples were thawed out and incubated at room temperature for 5 
minutes. 5 ml chloroform was added to each sample, mixed by vortexing, and 
incubated at room temperature for 3 minutes. The aqueous layers were transferred to 
new 50 ml tubes. The aqueous layer containing total RNA was further purified using 
the Qiagen RNeasy Maxi kit (PN 75162), per the manufacturer's protocol (October 
1999). The columns were eluted twice with 1 ml Rnase-free water, with a minute 
incubation before each spin. Quantity and quality of RNA was assessed using 
standard methods. Generally, RNA was isolated from batches of 10 buffy coats at a 
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time, with an average yield per buffy coat of 870 \ig, and an estimated total yield of 
43.5 mg total RNA with a 260/280 ratio of 1.56 and a 28S/18S ratio of 1 .78. 

Quality of the RNA was tested using the Agilent 2100 Bioanalyzer using RNA 
6000 microfluidics chips. Analysis of the electrophorgrams from the Bioanalyzer for 
five different batches demonstrated the reproducibility in quality between the batches. 

Total RNA from all five batches were combined and mixed in a 50 ml tube, 
then aliquoted as follows: 2 x 10 ml aliquots in 15 ml tubes, and the rest in 100 \i\ 
aliquots in 1.5 ml microcentrifuge tubes. The aliquots gave highly reproducible 
results with respect to RNA purity, size and integrity. The RNA was stored at -80°C. 

Test hybridization of Reference RNA 

The reference RNA (hereinafter, "R50") was hybridized to a spotted cDNA 
array (prepared as described in Example 10). There are a total of 1 152 features on the 
array: 384 clones printed in triplicate. The R50 targets were fluorescently labeled 
with Cy-5 using methods described herein. In five array hybridizations, the reference 
RNA detected 94% of probes on the array with a Signal to Noise ratio of greater than 
three. 99% of probes on the array were detected with a signal to noise ratio of greater 
than one. Figure 8 shows one array hybridization. The probes are ordered from high 
to low in signal to noise ratio, and the log of median and the log of the background 
were plotted for each probe. 

Example 10. RNA Labeling and hybridization to a leukocyte cDNA array of 
candidate nucleotide sequences. 

Comparison of Guanine- Silica to Acid-Phenol RNA Purification (GSvsAP) 
These data are from a set of 12 hybridizations designed to identify differences 
between the signal strength from two different RNA purification methods. The two 
RNA methods used were guanidine-silica (GS, Qiagen) and acid-phenol (AP, Trizol, 
Gibco BRL). Ten tubes of blood were drawn from each of four people. Two were 
used for the AP prep, the other eight were used for the GS prep. The protocols for the 
leukocyte RNA preps using the AP and GS techniques were completed as described 
here: 

Guanidine-silica (GS) method: 

For each tube, 8ml blood was drawn into a tube containing the anticoagulant 
Citrate, 25°C density gradient solution and a polyester gel barrier that upon 
centrifugation is permeable to RBCs and granulocytes but not to mononuclear cells. 
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The mononuclear cells and plasma remained above the barrier while the RBCs and 
granulocytes were trapped below. CPT tubes from Becton-Dickinson (#362753) were 
used for this purpose. The tube was inverted several times to mix the blood with the 
anticoagulant. The tubes were immediately centrifiiged @1750xg in a swinging 
bucket rotor at room temperature for 20 min. The tubes were removed from the 
centrifuge and inverted 5-10 times. This mixed the plasma with the mononuclear 
cells, while the RBCs and the granulocytes remained trapped beneath the gel barrier. 
The plasma/mononuclear cell mix was decanted into a 15ml tube and 5ml of 
phosphate-buffered saline (PBS) was added. The 15ml tubes are spun for 5 minutes 
at 1750xg to pellet the cells. The supernatant was discarded and 1.8 ml of RLT lysis 
buffer (guanidine isothyocyanate) was added to the mononuclear cell pellet. The 
buffer and cells were pipetted up and down to ensure complete lysis of the pellet. The 
cell lysate was then processed exactly as described in the Qiagen Rneasy Miniprep kit 
protocol (10/99 version) for total RNA isolation (including steps for homogenization 
(Qiashredder columns) and on-column DNase treatment. The purified RNA was 
eluted in 50ul of water. 

Acid-phenol (AP) method: 

For each tube, 8ml blood was drawn into a tube containing the anticoagulant 
Citrate, 25°C density gradient solution and a polyester gel barrier that upon 
centrifugation is permeable to RBCs and granulocytes but not to mononuclear cells. 
The mononuclear cells and plasma remained above the barrier while the RBCs and 
granulocytes were trapped below. CPT tubes from Becton-Dickinson (#362753) were 
used for this purpose. The tube was inverted several times to mix the blood with the 
anticoagulant. The tubes were immediately centrifiiged @1 750xg in a swinging 
bucket rotor at room temperature for 20 min. The tubes were removed from the 
centrifuge and inverted 5-1 0 times. This mixed the plasma with the mononuclear 
cells, while the RBCs and the granulocytes remained trapped beneath the gel barrier. 
The plasma/mononuclear cell mix was decanted into a 15ml tube and 5ml of 
phosphate-buffered saline (PBS) was added. The 15ml tubes are spun for 5 minutes 
@1750xg to pellet the cells. The supernatant was discarded and the cell pellet was 
lysed using 0.6 mL Phenol/guanidine isothyocyanate (e.g. Trizol reagent, GibcoBRL). 
Subsequent total RNA isolation proceeded using the manufacturers protocol. 



122 



WO 02/057414 



PCT/US01/47856 



RNA from each person was labeled with either Cy3 or Cy5, and then 
hybridized in pairs to the mini-array. For instance, the first array was hybridized with 
GS RNA from one person (Cy3) and GS RNA from a second person (Cy5). 

Techniques for labeling and hybridization for all experiments discussed here 
were completed as detailed above in example 10. Arrays were prepared as described 
in example 7. 

RNA isolated from subject samples, or control Buffy coat RNA, were labeled 
for hybridization to a cDNA array. Total RNA (up to 100 \ig) was combined with 2 
jxl of 100 pM solution of an Oligo (dT)12-18 (GibcoBRL) and heated to 70°C for 10 
minutes and place on ice. Reaction buffer was added to the tube, to a final 
concentration of lxRT buffer (GibcoBRL), 10 mM DTT (GibcoBRL), 0.1 raM 
unlabeled dATP, dTTP, and dGTP, and 0.025 mM unlabeled dCTP, 200 pg of CAB 
(A. thaliana photosystem I chlorophyll a^ binding protein), 200 pg of RCA (A. 
thaliana RUBISCO activase), 0.25 mM of Cy-3 or Cy-5 dCTP, and 400 U Superscript 
nRT (GibcoBRL), 

The volumes of each component of the labeling reaction were as follows: 20 
1^1 of 5xRT buffer; 10 (al of 100 mM DTT; 1 fxl of 10 mM dNTPs without dCTP; 0.5 
|il of 5 mM CTP; 13 nl of H20; 0.02 \i\ of 10 ng/|il CAB and RCA; 1 \xl of 40 
Units/|il RNAseOUT Recombinatnt Ribonuclease Inhibitor (GibcoBRL); 2.5 |il of 1.0 
mM Cy-3 or Cy-5 dCTP; and 2.0 jal of 200 Units/pl of Superscript II RT. The sample 
was vortexed and centrifuged. The sample was incubated at 4°C for 1 hour for first 
strand cDNA synthesis, then heated at 70°C for 10 minutes to quench enzymatic 
activity. 1 \il of 10 mg/ml of Rnase A was added to degrade the RNA strand, and the 
sample was incubated at 37°C for 30 minutes. 

Next, the Cy-3 and Cy-5 cDNA samples were combined into one tube. 
Unincorporated nucleotides were removed using QIAquick RCR purification protocol 
(Qiagen), as directed by the manufacturer. The sample was evaporated to dryness and 
resuspended in 5 jil of water. The sample was mixed with hybridization buffer 
containing 5xSSQ 0.2% SDS, 2 mg/ml Cot-1 DNA (GibcoBRL), 1 mg/ml yeast 
tRNA (GibcoBRL), and 1.6 ng/pl poly dA40-60 (Pharmacia). This mixture was 
placed on the microarray surface and a glass cover slip was placed on the array 
(Coming). The microarray glass slide was placed into a hybridization chamber 
(Arrraylt). The chamber was then submerged in a water bath overnight at 62° C. The 
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microarray was removed from the cassette and the cover slip was removed by 
repeatedly submerging it to a wash buffer containing IxSSC, and 0.1% SDS. The 
microarray slide was washed in lxSSC/0.1% SDS for 5 minutes. The slide was then 
washed in 0. 1%SSC/0.1% SDS for 5 minutes. The slide was finally washed in 
O.lxSSC for 2 minutes. The slide was spun at 1000 rpm for 2 minutes to dry out the 
slide, then scanned on a microarray scanner (Axon Instruments, Union City, CA.). 

Six hybridizations with 20 p,g of RNA were performed for each type of RNA 
preparation (GS or AP). Since both the Cy3 and the Cy5 labeled RNA are from test 
preparations, there are six data points for each GS prepped, Cy3-labeled RNA and six 
for each GS-prepped, Cy5-labeled RNA. The mini array hybridizations were scanned 
on and Axon Instruments scanner using GenPix 3.0 software. The data presented 
were derived as follows. First, all features flagged as "not found" by the software 
were removed from the dataset for individual hybridizations. These features are 
usually due to high local background or other processing artifacts. Second, the 
median fluorescence intensity minus the background fluorescence intensity was used 
to calculate the mean background subtracted signal for each dye for each 
hybridization. In Figure 4, the mean of these means across all six hybridizations is 
graphed (n=6 for each column). The error bars are the SEM. This experiment shows 
that the average signal from AP prepared RNA is 47% of the average signal from GS 
prepared RNA for both Cy3 and Cy5. 

Generation of expression data for leukocyte genes from peripheral leukocyte 
samples 

Six hybridizations were performed with RNA purified from human blood 
leukocytes using the protocols given above. Four of the six were prepared using the 
GS method and 2 were prepared using the AP method. Each preparation of leukocyte 
RNA was labeled with Cy3 and 10 |ig hybridized to the mini-array. A control RNA 
was batch labeled with Cy5 and 10 fig hybridized to each mini-array together with the 
Cy3 -labeled experimental RNA. 

The control RNA used for these experiments was Control 1 : Buffy Coat 
RNA, as described above. The protocol for the preparation of that RNA is reproduced 
here: 

Buffy Coat RNA Isolation: 

Buffy coats were obtained from Stanford Blood Center (in total 38 individual 
buffy coats were used. Each buffy coat is derived from ~350 mL whole blood from 
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one individual. 10 ml buffy coat was taken and placed into a 50 ml tube and 40 ml of 
a hypoclorous acid (HOC1) solution (Buffer EL from Qiagen) was added. The tube 
was mixed and placed on ice for 15 minutes. The tube was then centrifuged at 
2000xg for 10 minutes at 4°C. The supernatant was decanted and the cell pellet was 
re-suspended in 10 ml of hypochlorous acid solution (Qiagen Buffer EL). The tube 
was then centrifuged at 2000xg for 10 minutes at 4°C. The cell pellet was then re- 
suspended in 20 ml phenol/guanidine thiocyanate solution ( TRIZOL from 
GibcoBRL) for each individual buffy coat that was processed. The mixture was then 
shredded using a rotary homogenizes The lysate was then frozen at -80°C prior to 
proceeding to RNA isolation. 

The arrays were then scanned and analyzed on an Axon Instruments scanner 
using GenePix 3.0 software. The data presented were derived as follows. First, all 
features flagged as "not found" by the software were removed from the dataset for 
individual hybridizations. Second, control features were used to normalize the data 
for labeling and hybridization variability within the experiment. The control features 
are cDNA for genes from the plant, Arabidopsis thaliana, that were included when 
spotting the mini-array. Equal amounts of RNA complementary to two of these 
cDNAs were added to each of the samples before they were labeled. A third was pre- 
labeled and equal amounts were added to each hybridization solution before 
hybridization. Using the signal from these genes, we derived a normalization constant 
(Lj) according to the following formula: 

£bgss„ 

N 

y±i 

% n 

K 

where BGSSj is the signal for a specific feature as identified in the GenePix software 
as the median background subtracted signal for that feature, iVis the number of A. 
thaliana control features, K is the number of hybridizations, and L is the 
normalization constant for each individual hybridization. 
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Using the formula above, the mean over all control features of a particular 
hybridization and dye (eg Cy3) was calculated. Then these control feature means for 
all Cy3 hybridizations were averaged. The control feature mean in one hybridization 
divided by the average of all hybridizations gives a normalization constant for that 
particular Cy3 hybridization. 

The same normalization steps were performed for Cy3 and Cy5 values, both 
fluorescence and background. Once normalized, the background Cy3 fluorescence 
was subtracted from the Cy3 fluorescence for each feature. Values less than 100 were 
eliminated from further calculations since low values caused spurious results. 

Figure 5 shows the average background subtracted signal for each of nine 
leukocyte-specific genes on the mini array. This average is for 3-6 of the above- 
described hybridizations for each gene. The error bars are the SEM. Figure 3: The 
ratio of Cy3 to Cy5 signal is shown for a number of genes. This ratio corrects for 
variability among hybridizations and allows comparison between experiments done at 
different times. The ratio is calculated as the Cy3 background subtracted signal 
divided by the Cy5 background subtracted signal. Each bar is the average for 3-6 
hybridizations. The error bars are SEM. 

Together, these results show that we can measure expression levels for genes 
that are expressed specifically in sub-populations of leukocytes. These expression 
measurements were made with only 10 ug of leukocyte total RNA that was labeled 
directly by reverse transcription. The signal strength can be increased by improved 
labeling techniques that amplify either the starting RNA or the signal fluorescence. In 
addition, scanning techniques with higher sensitivity can be used. 
Genes in Figures 5 and 6: 



Gene Name/Description 


GenBank 
Accession Number 


Gene Name 
Abbreviation 


T cell-specific tyrosine kinase Mrna 


L10717 


TKTCS 


Interleukin 1 alpha (IL 1) mRNA, complete cds 


NM_000575 


ILIA 


T-cell surface antigen CD2 (Til) mRNA, complete cds 


M14362 


CD2 


Interleukin-13 (IL-13) precursor gene, complete cds 


U31120 


IL-13 


Thymocyte antigen CD la mRNA, complete cds 


M28825 


CDla 
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CD6 mRNA for T cell glycoprotein CDS 


NM_006725 


CD6 


MHC class II HLA-DQA1 mRNA, complete cds 


U77589 


HLA-DQA1 


Granulocyte colony-stnmilating factor 


M28170 


CD19 


Homo sapiens CD69 antigen 


NM_001781 


CD69 



Example 11: Identification of diagnostic gene sets useful in diagnosis and 
treatment of Cardiac allograft rejection 

An observational study was conducted in which a prospective cohort of 
cardiac transplant recipients were analyzed for associations between clinical events or 
rejection grades and expression of a leukocyte candidate nucleotide sequence library. 
Patients were identified at 4 cardiac transplantation centers while on the transplant 
waiting list or during their routing post-transplant care. All adult cardiac transplant 
recipients (new or re-transplants) who received an organ at the study center during the 
study period or within 3 months of the start of the study period were eligible. The 
first year after transplantation is the time when most acute rejection occurs and it is 
thus important to study patients during this period. Patients provided informed 
consent prior to study procedures. 

Peripheral blood leukocyte samples were obtained from all patients at the 
following time points: prior to transplant surgery (when able), the same day as 
routinely scheduled screening biopsies, upon evaluation for suspected acute rejection 
(urgent biopsies), on hospitalization for an acute complication of transplantation or 
immunosuppression, and when Cytomegalovirus (CMV) infection was suspected or 
confirmed. Samples were obtained through a standard peripheral vein blood draw or 
through a catheter placed for patient care (for example, a central venous catheter 
placed for endocardial biopsy). When blood was drawn from a intravenous line, care 
was taken to avoid obtaining heparin with the sample as it can interfere with 
downstream reactions involving the RNA. Mononuclear cells were prepared from 
whole blood samples as described in Example 8. Samples were processed within 2 
hours of the blood draw and DNA and serum were saved in addition to RNA. 
Samples were stored at -70° C or on dry ice and sent to the site of RNA preparation in 
a sealed container with ample dry ice. RNA was isolated from subject samples as 
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described in Example 8 and hybridized to a candidate library of differentially 
expressed leukocyte nucleotide sequences, as further described in Examples 20-22. 
Methods used for amplification, labeling, hybridization and scanning are described in 
example 23. Analysis of human transplant patient mononuclear cell RNA hybridized 
to a microairay is shown in Example 24. 

From each patient, clinical information was obtained at the following time 
points: prior to transplant surgery (when available), the same day as routinely 
scheduled screening biopsies, upon evaluation for suspected acute rejection (e.g., 
urgent biopsies), on hospitalization for an acute complication of transplantation or 
immunosuppression, and when Cytomegalovirus (CMV) infection was suspected or 
confirmed. Data was collected directly from the patient, from the patient's medical 
record, from diagnostic test reports or from computerized hospital databases. It was 
important to collect all information pertaining to the study clinical correlates 
(diagnoses and patient events and states to which expression data is correlated) and 
confounding variables (diagnoses and patient events and states that may result in 
altered leukocyte gene expression. Examples of clinical data collected are: patient 
sex, date of birth, date of transplant, race, requirement for prospective cross match, 
occurrence of pre-transplant diagnoses and complications, indication for 
transplantation, severity and type of heart disease, history of left ventricular assist 
devices, all known medical diagnoses, blood type, HLA type, viral serologies 
(including CMV, Hepatitis B and C, HIV and others), serum chemistries, white and 
red blood cell counts and differentials, CMV infections (clinical manifestations and 
methods of diagnosis), occurrence of new cancer, hemodynamic parameters measured 
by catheterization of the right or left heart (measures of graft function), results of , 
echocardiography, results of coronary angiograms, results of intravascular ultrasound 
studies (diagnosis of transplant vasculopathy), medications, changes in medications, 
treatments for rejection, and medication levels. Information was also collected 
regarding the organ donor, including demographics, blood type, HLA type, results of 
screening cultures, results of viral serologies, primary cause of brain death, the need 
for inotropic support, and the organ cold ischemia time. 

Of great importance was the collection of the results of endocardial biopsy for 
each of the patients at each visit. Biopsy results were all interpreted and recorded 
using the international society for heart and lung transplantation (ISHLT) criteria, 
described below. Biopsy pathological grades were determined by experienced 
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pathologists at each center. It is desirable to have a single centralized pathologist 
determine the grades when an analysis is done using samples from multiple medical 
centers. 



ISHLT Criteria 



Grade 


Finding 


Rejection 
Severity 


0 


No lymphocytic infiltrates 


None 


1A 


Focal (perivascular or interstitial lymphocytic 
infiltrates without necrosis) 


Borderline 
mild 


IB 


Diffuse but sparse lymphocytic infiltrates without 
necrosis 


Mild 


2 


One focus only with aggressive lymphocytic infiltrate 
and/or myocyte damage 


Mild, focal 
moderate 


3A 


Multifocal aggressive lymphocytic infiltrates and/or 
myocardial damage 


Moderate 


3B 


Diffuse inflammatory lymphocytic infiltrates with 
necrosis 


Borderline 

Severe 


4 


Diffuse aggressive polymorphous lymphocytic 
infiltrates with edema hemorrhage and vasculitis, with 
necrosis 


Severe 



Clinical data was entered and stored in a database. The database was queried 
to identify all patients and patient visits that meet desired criteria (for example, 
patients with > grade II biopsy results, no CMV infection and time since transplant < 
12 weeks). 

The collected clinical data (disease criteria) is used to define patient or sample 

groups for correlation of expression data. Patient groups are identified for 

comparison, for example, a patient group that possesses a useful or interesting clinical 

distinction, versus a patient group that does not possess the distinction. Examples of 

useful and interesting patient distinctions that can be made on the basis of collected 

clinical data are listed here (and further described in Table 2): 

1 . Rejection episode of at least moderate histologic grade, which results 
in treatment of the patient with additional corticosteroids, anti-T cell antibodies, or 
total lymphoid irradiation. 
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2. Rejection with histologic grade 2 or higher. 

3 . Rejection with histologic grade <2. 

4. The absence of histologic rejection and normal or unchanged allograft 
function (based on hemodynamic measurements from catheterization or on 
echocardiographic data). 

5 . The presence of severe allograft dysfunction or worsening allograft 
dysfunction during the study period (based on hemodynamic measurements from 
catheterization or on echocardiographic data). 

6. Documented CMV infection by culture, histology, or PCR, and at least 
one clinical sign or symptom of infection. 

7. Specific graft biopsy rejection grades 

8. Rejection of mild to moderate histologic severity prompting 
augmentation of the patient's chronic immunosuppressive regimen 

9. Rejection of mild to moderate severity with allograft dysfunction 
prompting plasmapheresis or a diagnosis of "humoral 55 rejection 

10. Infections other than CMV, esp. Epstein Barr virus (EBV) 

1 1 . Lymphoproliferative disorder (also called, post-transplant lymphoma) 

12. Transplant vasculopathy diagnosed by increased intimal thickness on 
intravascular ultrasound (IVUS), angiography, or acute myocardial infarction. 

13. Graft Failure or Retransplantation 

14. All cause mortality 

Expression profiles of subject samples are examined to discover sets of 
nucleotide sequences with differential expression between patient groups, for 
example, by methods describes above and below. 

Non-limiting examples of patient leukocyte samples to obtain for discovery of 
various diagnostic nucleotide sets are as follows: 

a. Leukocyte set to avoid biopsy or select for biopsy: 
Samples : Grade 0 vs. Grades 1-4 

b. Leukocyte set to monitor therapeutic response: 
Examine successful vs. unsuccessful drug treatment. 

Samples: 

Successful: Time 1: rejection, Time 2: drug therapy Time 3: no 
rejection 

Unsuccessful: Time 1: rejection, Time 2: drug therapy; Time 3: 
rejection 

c. Leukocyte set to predict subsequent acute rejection. 

Biopsy may show no rejection, but the patient may develop rejection 
shortly thereafter. Look at profiles of patients who subsequently do 
and do not develop rejection. 

Samples: 

Group 1 (Subsequent rejection): Time 1: Grade 0; Time 2: Grade>0 
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Group 2 (No subsequent rejection): Time 1: Grade 0, ; Time 2: Grade 0 

Focal rejection may be missed by biopsy. When this occurs the patient 
may have a Grade 0, but actually has rejection. These patients may go 
on to have damage to the graft etc. 

Samples: 

Non-rejectors: no rejection over some period of time 
Rejectors: an episode of rejection over same period 

d. Leukocyte set to diagnose subsequent or current graft failure: 
Samples: 

Echocardiographic or catheterization data to define worsening function 
over time and correlate to profiles. 

e. Leukocyte set to diagnose impending active CMV: 
Samples: 

Look at patients who are CMV IgG positive. Compare patients with 
subsequent (to a sample) clinical CMV infection verses no subsequent 
clinical CMV infection. 

f. Leukocyte set to diagnose current active CMV: 
Samples: 

Analyze patients who are CMV IgG positive. Compare patients with 
active current clinical CMV infection vs. no active current CMV 
infection. 

Upon identification of a nucleotide sequence or set of nucleotide sequences 
that distinguish patient groups wife a high degree of accuracy, that nucleotide 
sequence or set of nucleotide sequences is validated, and implemented as a diagnostic 
test. The use of the test depends on the patient groups that are used to discover the 
nucleotide set. For example, if a set of nucleotide sequences is discovered that have 
collective expression behavior that reliably distinguishes patients with no histological 
rejection or graft dysfunction from all others, a diagnostic is developed that is used to 
screen patients for the need for biopsy. Patients identified as having no rejection do 
not need biopsy, while others are subjected to a biopsy to further define the extent of 
disease. In another example, a diagnostic nucleotide set that determines continuing 
graft rejection associated with myocyte necrosis (> grade I) is used to determine that a 
patient is not receiving adequate treatment under the current treatment regimen. After 
increased or altered immunosuppressive therapy, diagnostic profiling is conducted to 
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determine whether continuing graft rejection is progressing. In yet another example, a 
diagnostic nucleotide set(s) that determine a patient's rejection status and diagnose 
cytomegalovirus infection is used to balance immunosuppressive and anti-viral 
therapy. 

Example 12: Identification of diagnostic nucleotide sets for kidney and liver 
allograft rejection 

Diagnostic tests for rejection are identified using patient leukocyte expression 
profiles to identify a molecular signature correlated with rejection of a transplanted 
kidney or liver. Blood, or other leukocyte source, samples are obtained from patients 
undergoing kidney or liver biopsy following liver or kidney transplantation, 
respectively. Such results reveal the histological grade, i.e., the state and severity of 
allograft rejection. Expression profiles are obtained from the samples as described 
above, and the expression profile is correlated with biopsy results. In the case of 
kidney rejection, clinical data is collected corresponding to urine output, level of 
creatine clearance, and level of serum creatine (and other markers of renal function). 
Clinical data collected for monitoring liver transplant rejection includes, biochemical 
characterization of serum markers of liver damage and function such as SGOT, 
SGPT, Alkaline phosphatase, GGT,' Bilirubin, Albumin and Prothrombin time. 

Leukocyte nucleotide sequence expression profiles are collected and 
correlated with important clinical states and outcomes in renal or hepatic 
transplantation. Examples of useful clinical correlates are given here: 

1 . Rejection episode of at least moderate histologic grade, which results 
in treatment of the patient with additional corticosteriods, anti-T cell antibodies, or 
total lymphoid irradiation. 

2. The absence of histologic rejection and normal or unchanged allograft 
function (based on tests of renal or liver function listed above). 

3. The presence of severe allograft dysfunction or worsening allograft 
dysfunction during the study period (based on tests of renal and hepatic function listed 
above). 

4. Documented CMV infection by culture, histology, or PCR, and at least 
one clinical sign or symptom of infection. 

5 . Specific graft biopsy rejection grades 

6. Rejection of mild to moderate histologic severity prompting 
augmentation of the patient's chronic immunosuppressive regimen 

7. Infections other than CMV, esp. Epstein Barr virus (EBV) 

8. Lymphoproliferative disorder (also called, post-transplant lymphoma) 

9. Graft Failure or Retransplantation 

1 0. Need for hemodialysis or other renal replacement therapy for renal 
transplant patients. 
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1 1 . Hepatic encephalopathy for liver transplant recipients. 

12. All cause mortality 

Subsets of the candidate library (or of a previously identified diagnostic 
nucleotide set), are identified, according to the above procedures, that have predictive 
and/or diagnostic value for kidney or liver allograft rejection. 

Example 13: Identification of diagnostic nucleotide sequences sets for use in the 
diagnosis, prognosis, risk stratification, and treatment of Atherosclerosis, Stable 
Angina Pectoris, and acute coronary syndrome. 

Prediction of complications of atherosclerosis: angina pectoris. 

Over 50 million in the US have atherosclerotic coronary artery disease (CAD). 
Almost all adults have some atherosclerosis. The most important question is who will 
develop complications of atherosclerosis. Patients with angiographically-confirmed 
atherosclerosis are enrolled in a study, and followed over time. Leukocyte expression 
profiles are taken at the beginning of the study, and routinely thereafter. Some 
patients develop angina and others do not. Expression profiles are correlated with 
development of angina, and subsets of the candidate library (or a previously identified 
diagnostic nucleotide set) are identified, according to the above procedures, that have 
predictive and/or diagnostic value for angina pectoris. 

Alternatively, patients are followed by serial angiography. Profiles are 
collected at the first angiography, and at a repeat angiography at some future time (for 
example, after 1 year). Expression profiles are correlated with progression of disease, 
measured, for example, by decrease in vessel lumen diameter. Subsets of the 
candidate library (or a previously identified diagnostic nucleotide set) are identified, 
according to the above procedures, that have predictive and/or diagnostic value for 
progression of atherosclerosis. 

Prediction and/or diagnosis of acute coronary syndrome 

The main cause of death due to coronary atherosclerosis is the occurrence of 
acute coronary syndromes: myocardial infarction and unstable angina. Patients with 
at a very high risk of acute coronary syndrome (e.g., patients with a history of acute 
coronary syndrome, patients with atherosclerosis, patients with multiple traditional 
risk factors, clotting disorders or lupus) are enrolled in a prospective study. 
Leukocyte expression profiles are taken at the beginning of the study period and 
patients are monitored for the occurrence of unstable angina and/or myocardial 



133 



WO 02/057414 



PCT/US01/47856 



infarction. Standard criteria for the occurrence of an event are used (serum enzyme 
elevation, EKG, nuclear imaging or other), and the occurrence of these events can be 
collected from the patient, the patient's physician, the medical record or medical 
database. Expression profiles (taken at the beginning of the study) are correlated with 
the occurrence of an acute event. Subsets of the candidate library (or a previously 
identified diagnostic nucleotide set) are identified, according to the above procedures, 
that have predictive value for occurrence of an acute event. 

In addition, expression profiles (taken at the time that an acute event occurs) 
are correlated with the occurrence of an acute event. Subsets of the candidate library 
(or a previously identified diagnostic nucleotide set) are identified, according to the 
above procedures, that have diagnostic value for occurrence of an acute event. 

Risk stratification: occurrence of coronary artery disease 

The established and classic risks for the occurrence of coronary artery disease 
and complications of that disease are: cigarette smoking, diabetes, hypertension, 
hyperlipidemia and a family history of early atherosclerosis. Obesity, sedentary 
lifestyle, syndrome X, cocaine use, chronic hemodialysis and renal disease, radiation 
exposure, endothelial dysfunction, elevated plasma homocysteine, elevated plasma 
lipoprotein a, and elevated CRP. Infection with CMV and chlamydia infection are 
less well established, controversial or putative risk factors for the disease. These risk 
factors can be assessed or measured in a population. 

Leukocyte expression profiles are measured in a population possessing risk 
factors for the occurrence of coronary artery disease. Expression profiles are 
correlated with the presence of one or more risk factors (that may correlate with future 
development of disease and complications). Subsets of the candidate library (or a 
previously identified diagnostic nucleotide set) are identified, according to the above 
procedures, that have predictive value for the development of coronary artery disease. 

Additional examples of useful correlation groups in cardiology include: 

1. Samples from patients with a high risk factor burden (e.g., smoking, 
diabetes, high cholesterol, hypertension, family history) versus samples from those 
same patients at different times with fewer risks, or versus samples from different 
patients with fewer or different risks. 
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2.Samples from patients during an episode of unstable angina or 
myocardial infarction versus paired samples from those same patients before the 
episode or after recovery, or from different patients without these diagnoses. 

3. Samples from patients (with or without documented atherosclerosis) 
who subsequently develop clinical manifestations of atherosclerosis such as stable 
angina, unstable angina, myocardial infarction, or stroke ,versus samples from 
patients (with or without atherosclerosis) who do not develop these manifestations 
over the same time period. 

4. Samples from patients who subsequently respond to a given 
medication or treatment regimen versus samples from those same or different patients 
who subsequently do not respond to a given medication or treatment regimen. 

Example 14: Identification of diagnostic nucleotide sets for use in diagnosing 
and treating Restenosis 

Restenosis is the re-narrowing of a coronary artery after an angioplasty. 
Patients are identified who are about to, or have recently undergone angioplasty. 
Leukocyte expression profiles are measured before the angioplasty, and at 1 day and 
1-2 weeks after angioplasty or stent placement. Patients have a follow-up angiogram 
at 3 months and/or are followed for the occurrence of clinical restenosis, e.g., chest 
pain due to re-narrowing of the artery, that is confirmed by angiography. Expression 
profiles are compared between patients with and without restenosis, and candidate 
nucleotide profiles are correlated with the occurrence of restenosis. Subsets of the 
candidate library (or a previously identified diagnostic nucleotide set) are identified, 
according to the above procedures, that have predictive value for the development of 
restenosis. 

Example 15: Identification of diagnostic nucleotide sets for use in monitoring 
treatment and/or progression of Congestive Heart Failure 
CHF effects greater than 5 million individuals in the US and the prevalence of 
this disorder is growing as the population ages. The disease is chronic and 
debilitating. Medical expenditures are huge due to the costs of drug treatments, 
echocardiograms and other tests, frequent hospitalization and cardiac transplantation. 
The primary causes of CHF are coronary artery disease, hypertension and idiopathic 
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cardiomyopathy. Congestive heart failure is the number one indication for heart 
transplantation. 

There is ample recent evidence that congestive heart failure is associated with 
systemic inflammation. A leukocyte test with the ability to determine the rate of 
progression and the adequacy of therapy is of great interest. Patients with severe CHF 
are identified, e.g. in a CHF clinic, an inpatient service, or a CHF study or registry 
(such as the cardiac transplant waiting list/registry). Expression profiles are taken at 
the beginning of the study and patients are followed over time, for example, over the 
course of one year, with serial assessments performed at least every three months. 
Further profiles are taken at clinically relevant end-points, for example: 
hospitalization for CHF, death, pulmonary edema, worsening of Ejection Fraction or 
increased cardiac chamber dimensions determined by echocardiography or another 
imaging test, and/or exercise testing of hemodynamic measurements. Clinical data is 
collected from patients if available, including: 

Serial C-Reactive Protein (CRP), other serum markers, echocardiography 
(e.g., ejection fraction or another echocardiography measure of cardiac function), 
nuclear imaging, NYHA functional classes, hospitalizations for CHF, quality of life 
measures, renal function, transplant listing, pulmonary edema, left ventricular assist 
device use, medication use and changes. 

Expression profiles correlating with progression of CHF are identified. 
Expression profiles predicting disease progression, monitoring disease progression 
and response to treatment, and predicting response to a particular treatment(s) or class 
of treatment(s) are identified. Subsets of the candidate library (or a previously 
identified diagnostic nucleotide set) are identified, according to the above procedures, 
that have predictive value for the progression of CHF. Such diagnostic nucleotide 
sets are also useful for monitoring response to treatment for CHF. 

Example 16: Identification of diagnostic nucleotide sets for use in monitoring 
treatment and/or progression of Rheumatoid arthritis 
Rheumatoid arthritis (hereinafter, "RA") is a chronic and debilitating 
inflammatory arthritis. The diagnosis of RA is made by clinical criteria and 
radiographs. A new class of medication, TNF blockers, are effective, but the drugs 
are expensive, have side effects and not all patients respond to treatment. In addition, 
relief of disease symptoms does not always correlate with inhibition of joint 
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destruction. For these reasons, an alternative mechanism for the titration of therapy is 
needed. 

An observational study was conducted in which a cohort of patients meeting 
American College of Rheumatology (hereinafter "ARC") criteria for the diagnosis of 
RA was identified. Arnett et al. (1988) Arthritis Rheum 31:315-24. Patients gave 
informed consent and a peripheral blood mononuclear cell RNA sample was obtained 
by the methods as described herein. When available, RNA samples were also 
obtained from surgical specimens of bone or synovium from effected joints, and 
synovial fluid . 

From each patient, the following clinical information was obtained if 
available: 

Demographic information; information relating to the ACR criteria for RA; 
presence or absence of additional diagnoses of inflammatory and non-inflammatory 
conditions; data from laboratory test, including complete blood counts with 
differentials, CRP, ESR, ANA, Serum IL6, Soluble CD40 ligand, LDL, HDL, Anti- 
DNA antibodies, rheumatoid factor, C3, C4, serum creatinine and any medication 
levels; data from surgical procedures such as gross operative findings and 
pathological evaluation of resected tissues and biopsies; information on 
pharmacological therapy and treatment changes; clinical diagnoses of disease "flare"; 
hospitalizations; quantitative joint exams; results from health assessment 
questionnaires (HAQs); other clinical measures of patient symptoms and disability; 
physical examination results and radiographic data assessing joint involvement, 
synovial thickening, bone loss and erosion and joint space narrowing and deformity. 

From these data, measures of improvement in RA are derived as exemplified 
by the ACR 20% and 50% response/improvement rates (Felson et al. 1996). 
Measures of disease activity over some period of time is derived from these data as 
are measures of disease progression. Serial radiography of effected joints is used for 
objective determination of progression (e.g., joint space narrowing, peri-articular 
osteoporosis, synovial thickening). Disease activity is determined from the clinical 
scores, medical history, physical exam, lab studies, surgical and pathological findings. 
The collected clinical data (disease criteria) is used to define patient or sample groups 
for correlation of expression data. Patient groups are identified for comparison, for 
example, a patient group that possesses a useful or interesting clinical distinction, 
verses a patient group that does not possess the distinction. Examples of useful and 
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interesting patient distinctions that can be made on the basis of collected clinical data 
are listed here: 

1. Samples from patients during a clinically diagnosed RA flare versus 
samples from these same or different patients while they are asymptomatic. 

2. Samples from patients who subsequently have high measures of disease 
activity versus samples from those same or different patients who have low 
subsequent disease activity. 

3. Samples from patients who subsequently have high measures of disease 
progression versus samples from those same or different patients who have low 
subsequent disease progression. 

4. Samples from patients who subsequently respond to a given medication or 
treatment regimen versus samples from those same or different patients who 
subsequently do not respond to a given medication or treatment regimen (for example, 
TNF pathway blocking medications). 

5. Samples from patients with a diagnosis of osteoarthritis versus patients with 
rheumatoid arthritis. 

6. Samples from patients with tissue biopsy results showing a high degree of 
inflammation versus samples from patients with lesser degrees of histological 
evidence of inflammation on biopsy. 

Expression profiles correlating with progression of RA are identified. Subsets 
of the candidate library (or a previously identified diagnostic nucleotide set) are 
identified, according to the above procedures, that have predictive value for the 
progression of RA. 

Diagnostic nucleotide set(s) are identified which predict respond to TNF 
blockade. Patients are profiled before and during treatment with these medications. 
Patients are followed for relief of symptoms, side effects and progression of joint 
destruction, e.g., as measured by hand radiographs. Expression profiles correlating 
with response to TNF blockade are identified. Subsets of the candidate library (or a 
previously identified diagnostic nucleotide set) are identified, according to the above 
procedures that have predictive value for response to TNF blockade. 
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Example 1 7: Identification of diagnostic nucleotide sets for diagnosis of 
Systemic Lupus Eiythematosis 

SLE is a chronic, systemic inflammatory disease characterized by 
dysregulation of the immune system. Clinical manifestations affect every organ 
system and include skin rash, renal dysfunction, CNS disorders, arthralgias and 
hematologic abnormalities. SLE clinical manifestations tend to both recur 
intermittently (or "flare") and progress over time, leading to permanent end-organ 
damage. 

An observational study was conducted in which a cohort of patients meeting 
American College of Rheumatology (hereinafter "ACR") criteria for the diagnosis of 
SLE were identified. See Tan et al. (1982) Arthritis Rheum 25:1271-7. Patients gave 
informed consent and a peripheral blood mononuclear cell RNA sample was obtained 
by the methods as described herein. 

From each patient, the following clinical information was obtained if 
available: 

Demographic information, ACR criteria for SLE, additional diagnoses of 
inflammatory and non-inflammatory conditions, data from laboratory testing 
including complete blood counts with differentials, CRP, ESR, ANA, Serum DL6, 
Soluble CD40 ligand, LDL, HDL, Anti-DNA antibodies, rheumatoid factor, C3, C4, 
serum creatinine (and other measures of renal dysfunction) and any medication levels, 
data from surgical procedures such as gross operative findings and pathological 
evaluation of resected tissues and biopsies (e.g., renal, CNS), information on 
pharmacological therapy and treatment changes, clinical diagnoses of disease "flare", 
hospitalizations, quantitative joint exams, results from health assessment 
questionnaires (HAQs), SLEDAIs (a clinical score for SLE activity that assess many 
clinical variables), other clinical measures of patient symptoms and disability, 
physical examination results and carotid ultrasonography. 

The collected clinical data (disease criteria) is used to define patient or sample 
groups for correlation of expression data. Patient groups are identified for 
comparison, for example, a patient group that possesses a useful or interesting clinical 
distinction, verses a patient group that does not possess the distinction. Measures of 
disease activity in SLE are derived from the clinical data described above to divide 
patients (and patient samples) into groups with higher and lower disease activity over 
some period of time or at any one point in time. Such data are SLEDAI scores and 
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other clinical scores, levels of inflammatory markers or complement, number of 
hospitalizations, medication use and changes, biopsy results and data measuring 
progression of end-organ damage or end-organ damage, including progressive renal 
failure, carotid atherosclerosis, and CNS dysfunction. Further examples of useful and 
interesting patient distinctions that can be made on the basis of collected clinical data 
are listed here: 

Samples from patients during a clinically diagnosed SLE flare versus samples 
from these same or different patients while they are asymptomatic or while they have 
a documented infection. 

1 . Samples from patients who subsequently have high measures of disease 
activity versus samples from those same or different patients who have low 
subsequent disease activity. 

2. Samples from patients who subsequently have high measures of disease 
progression versus samples from those same or different patients who have low 
subsequent disease progression. 

3. Samples from patients who subsequently respond to a given medication or 
treatment regimen versus samples from those same or different patients who 
subsequently do not respond to a given medication or treatment regimen. 

4. Samples from patients with premature carotid atherosclerosis on 
ultrasonography versus patients with SLE without premature atherosclerosis. 

Expression profiles correlating with progression of SLE are identified, 
including expression profiles corresponding to end-organ damage and progression of 
end-organ damage. Expression profiles are identified predicting disease progression 
or disease "flare", response to treatment or likelihood of response to treatment, predict 
likelihood of "low" or "high 55 disease measures (optionally described using the 
SLEDAI score), and presence or likelihood of developing premature carotid 
atherosclerosis. Subsets of the candidate library (or a previously identified diagnostic 
nucleotide set) are identified, according to the above procedures, that have predictive 
value for the progression of SLE. 
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Example 18: Identification of a diagnostic nucleotide set for diagnosis of 
cytomegalovirus 

Cytomegalovirus is a very important cause of disease in immunosupressed 
patients, for example, transplant patients, cancer patients, and ADDS patients. The 
virus can cause inflammation and disease in almost any tissue (particularly the colon, 
lung, bone marrow and retina). It is increasingly important to identify patients with 
current or impending clinical CMV disease, particularly when immunosuppressive 
drugs are to be used in a patient, e.g. for preventing transplant rejection. 

Leukocytes are profiled in patients with active CMV, impending CMV, or no 
CMV. Expression profiles correlating with diagnosis of active or impending CMV 
are identified. Subsets of the candidate library (or a previously identified diagnostic 
nucleotide set) are identified, according to the above procedures, that have predictive 
value for the diagnosis of active or impending CMV. Diagnostic nucleotide set(s) 
identified with predictive value for the diagnosis of active or impending CMV may be 
combined, or used in conjunction with, cardiac, liver and/or kidney allograft-related 
diagnostic gene set(s) (described in Examples 1 1 and 12). 

In addition, or alternatively, CMV nucleotide sequences are obtained, and a 
diagnostic nucleotide set is designed using CMV nucleotide sequence. The entire 
sequence of the organism is known and all CMV nucleotide sequences can be isolated 
and added to the library using the sequence information and the approach described 
below. Known expressed genes are preferred. Alternatively, nucleotide sequences 
are selected to represent groups of CMV genes that are coordinately expressed 
(immediate early genes, early genes, and late genes) (Spector et al. 1990, Stamminger 
etal. 1990). 

CMV nucleotide sequences were isolated as follows: Primers were designed 
to amplify known expressed CMV genes, based on the publically available sequence 
of CMV strain AD 169 (Genbanlc LOCUS: HEHCMVCG 229354 bp; 
DEFINITION Human cytomegalovirus strain AD 169 complete genome; 
ACCESSION X17403; VERSION X17403.1 GI:59591). The following primer 
were used to PCR amplify nucleotide sequences from 175 ng of AD 169 viral 
genomic DNA (Advance Biotechnologies Incorporated) as a template: 



CMV GENE 


PRIMER SEQUENCES 


SEQ. ID. NO: 


UL21 5 1 


atgtggccgcttctgaaaaac 


8771 
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UL21 3' 


tcatggggtggggacgggg 


8772 


UL33 5' 


gtacgcgctgctgggtcatg 


8773 


UL33 3' 


tcataccccgctgaggttatg 


8774 


UL54 5' 


cacggacgacgacgctgacg 


8775 


UL54 3* 


gtacggcagaaaagccggctc 


8776 


UL55 5' 


caccaaagacacgtcgttacag 


8777 


UL55 3' 


tcagacgttctcttcttcgtcg 


8778 


UL75 5' 


cagcggcgctcaacatttcac 


8779 


UL75 3' 


tcagcatgtcttgagcatgcgg 


8780 


UL80 5' 


cctccccaactactactaccg 


8781 


UL80 3 1 


ttactcgagcttattgagcgcag 


8782 


UL83 5' 


cacgtcgggcgttatgacac 


8783 


UL83 3' 


tcaacctcggtgctttttggg 


8784 


UL97 5' 


ctgtctgctcattctg gcgg 


8785 


UL97 3' 


ttactcggggaacagttggcg 


8786 


UL106 5 1 


atgatgaccgaccgcacgga 


8787 


UL106 3' 


tcacggtggctcgatacactg 


8788 


UL107 5* 


aagcttccttacagcataactgt 


8789 


UL107 3' 


ccttataacatgta ttttg aaaaattg 


8790 


UL109 5' 


atg atacacgactaccactgg 


8791 


UL109 3' 


ttacgagcaagagttcatcacg 


8792 


UL112 5' 


ctgcgtgtcctcgctgggt 


8793 


UL112 3' 


tcacgagtccactcggaaagc 


8794 


UL113 5' 


ctcgtcttcttcggctccac 


8795 


UL113 3' 


ttaatcgtcgaaaaacgccgcg 


8796 


UL122 5' 


gatgcttgtaacgaaggcgtc 


8797 


UL122 3' 


ttactgagacttgttcctcagg 


8798 


UL123 5' 


gtagcctacactttggccacc 


8799 


UL123 3' 


ttactggtcagccttgcttcta 


8800 


IRL2 5' 


acgtccctggtagacggg 


8801 


IRL2 3' 


ttataagaaaagaagcacaagctc 


8802 


IRL3 5' 


atgtattgttttctttttttacagaaag 


8803 


IRL3 3* 


ttatattattatcaaaacgaaaaacag 


8804 


IRL4 5' 


cttctcctttccttaatctcgg 


8805 


IRL4 3' 


ctatacggagatcgcggtcc 


8806 


IRL5 5' 


atgcatacatacacgcgtgcat 


8807 


IRL5 3' 


ctaccatataaaaacgcagggg 


8808 


IRL7 5' 


atgaaagcaagaggcagccg 


8809 


IRL7 3' 


tcataag gtaacgatgctacttt 


8810 


IRL13 5' 


atggactggcgattlacggtt 


8811 


IRL13 3' 


ctacattgtgccatttctcagt 


8812 


US2 5' 


atgaacaatctctggaaagcctg 


8813 


US2 3' 


tcagcacacgaaaaaccgcatc 


8814 
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US3 5' 


atgaagccggtgttggtgctc 


8815 


US3 3' 


ttaaataaatcgcagacgggcg 


8816 


US6 5' 


atggatctcttgattcgtctcg 


8817 


US6 3' 


tcaggagccacaacgtcgaatc 


8818 


US11 5' 


cgcaaaacgctactggctcc 


8819 


US11 3' 


tcaccactggtccgaaaacatc 


8820 


US18 5' 


tacggctggtccgtcatcgt 


8821 


US18 3' 


ttacaacaagctgaggagactc 


8822 


US27 5' 


atgaccacctctacaaataatcaaac 


8823 


US27 3' 


gtagaaacaagcgttgagtccc 


8824 


US28 5' 


cgttgcggtgtctcagtcg 


8825 


US28 3' 


tcatgctgtggtaccaggata 


8826 



The PCR reaction conditions were 10 mM Tris pH 8.3, 3.5 mM MgC12, 25 
mM KC1, 200 uM dNTP's, 0.2 uM primers, and 5 Units of Taq Gold. The cycle 
parameters were as follows: 



1. 


95°C for 30 sec 


2. 


95°C for 15 sec 


3. 


56°C for 30 sec 


4. 


72°C for 2 min 


5. 


go to step 2, 29 times 


6. 


72°Cfor2min 


7. 


4°C forever 



PCR products were gel purified, and DNA was extracted from the agarose 
using the QiaexII gel purification kit (Qiagen). PCR product was ligated into the T/A 
cloning vector p-GEM-T-Easy (Promega) using 3 ul of gel purified PCR product and 
following the Promega protocol The products of the ligation reaction were 
transformed and plated as described in the p-GEM protocol. White colonies were 
picked and grow culture in LB-AMP medium. Plasmid was prepared from these 
cultures using Qiagen Miniprep kit (Qiagen). Restriction enzyme digested plasmid 
(Not I and EcoRI) was examined after agarose gel electrophoresis to assess insert size. 
When the insert was the predicted size, the plasmid was sequenced by well-known 
techniques to confirm the identity of the CMV gene. Using forward and reverse 
primers that are complimentary to sequences flanking the insert cloning site (M13F 
and M13R), the isolated CMV gene was amplified and purified as described above. 
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Amplified cDNAs were used to create a microarray as described above. In addition, 
50mer oligonucleotides corresponding the CMV genes listed above were designed, 
synthesized and placed on a microarray using methods described elsewhere in the 
specification. 

Alternatively, oligonucleotide sequences aredesigned and synthesized for 
oligonucleotide array expression analysis from CMV genes as described in examples 
20-22. 

Diagnostic nucleotide set(s) for expression of CMV genes is used in 
combination with diagnostic leukocyte nucleotide sets for diagnosis of other 
conditions, e.g. organ allograft rejection. 

Example 19; Identification of diagnostic nucleotide sets for monitoring response 
to Statins 

HMG-CoA reductase inhibitors, called "Statins," are very effective in 
preventing complications of coronary artery disease in either patients with coronary 
disease and high cholesterol (secondary prevention) or patients without known 
coronary disease and with high cholesterol (primary prevention). Examples of Statins 
are (generic names given) pravistatin, atorvastatin, and simvastain. Monitoring 
response to Statin therapy is of interest. Patients are identified who are on or are 
about to start Statin therapy. Leukocytes are profiled in patients before and after 
initiation of therapy, or in patients already being treated with Statins. Data is 
collected corresponding to cholesterol level, markers of inflammation (e.g., C- 
Reactive Protein and the Erythrocyte Sedimentation Rate), measures of endothelial 
function (e.g., improved forearm resistance or coronary flow reserve) and clinical 
endpoints (new stable angina, unstable angina, myocardial infarction, ventricular 
arrhythmia, claudication). Patient groups can be defined based on their response to 
Statin therapy (cholesterol, clinical endpoints, endothelial function). Expression 
profiles correlating with response to Statin treatment are identified. Subsets of the 
candidate library (or a previously identified diagnostic nucleotide set) are identified, 
according to the above procedures, that have predictive value for the response to 
Statins. Members of candidate nucleotide sets with expression that is altered by 
Statins are disease target nucleotides sequences. 

Example 20— Probe Selection for a 24 y 000 Feature Array 
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This Example describes the compilation of almost 8,000 unique genes and 
ESTs using sequences identified from the sources described below. The sequences of 
these genes and ESTs were used to design probes, as described in the following 
Example. 

Tables 3 A, 3B and 3C list the sequences identified in the subtracted leukocyte 
expression libraries. All sequences that were identified as corresponding to a known 
RNA transcript were represented at least once, and all unidentified sequences were 
represented twice - once by the sequence on file and again by the complementary 
sequence - to ensure that the sense (or coding) strand of the gene sequence was 
included. 

Table 3 A. Table 3 A contained all those sequences in BioCardia's subtracted 
libraries that matched sequences in GenBank's nr 5 EST_Human, and UniGene 
databases with an acceptable level of confidence. All the entries in the table 
representing the sense strand of their genes were grouped together and all those 
representing the antisense strand were grouped. A third group contained those entries 
whose strand could not be determined. Two complementary probes were designed for 
each member of this third group. 

Table 3B and 3C. Table 3B and 3C contained all those sequences in the 
leukocyte expression subtracted library that did not match sequences in GenBank's nr, 
ESTJHuman, and UniGene databases with an acceptable level of confidence, but 
which had a high probability of representing real mRNA sequences. Sequences in 
Table 3B did not match anything in the databases above but matched regions of the 
human genome draft and were spatially clustered along it, suggesting that they were 
exons, rather than genomic DNA included in the library by chance. Sequences in 
Table 3C also aligned well to regions of the human genome draft, but the aligned 
regions were interrupted by genomic DNA, meaning they were likely to be spliced 
transcripts of multiple exon genes. 

Table 3B lists 510 clones and Table 3C lists 48 clones that originally had no 
similarity with any sequence in the public databases. Blastn searches conducted after 
the initial filing have identified sequences in the public database with high similarity 
(E values less than le-40) to the sequeaces determined for these clones. Table 3B 
contained 272 clones and Table 3C contained 25 clones that were found to have high 
similarity to sequences in dbEST. The sequences of the similar dbEST clones were 



145 



WO 02/057414 



PCT/US01/47856 



used to design probes. Sequences from clones that contained no similar regions to 
any sequence in the database were used to design a pair of complementary probes. 

Probes were designed from database sequences that had the highest similarity 
to each of the sequenced clones in Tables 3A, 3B, and 3C. Based on BLASTn 
searches the most similar database sequence was identified by locus number and the 
locus number was submitted to GenBank using batch Entrez 
(http://www.ncbi.nlm.nih.go to obtain the 

sequence for that locus. The GenBank entry sequence was used because in most 
cases it was more complete or was derived from multi-pass sequencing and thus 
would likely have fewer errors than the single pass cDNA library sequences. When 
only UniGene cluster IDs were available for genes of interest, the respective 
sequences were extracted from the UniGene_unique database, build 137, downloaded 
from NCBI (ftp://ncbi.nlm.nih.gov/repository/UniGene/). This database contains one 
representative sequence for each cluster in UniGene. 



Summary of BioCardia library clones used in probe design. 



Table 


Sense 
Strand 


Antisense 
Strand 


Strand 
Undetermined 


Table 3A 


3621 


763 


124 


Table 3B 


142 


130 


238 


Table 3C 


19 


6 


23 


Totals 


3782 


899 


385 



Literature Searches 

Example 2 describes searches of literature databases. We also searched for 
research articles discussing genes expressed only in leukocytes or involved in 
inflammation and particular disease conditions, including genes that were specifically 
expressed or down-regulated in a disease state. Searches included, but were not 
limited to, the following terms and various combinations of theses terms: 
inflammation, atherosclerosis, rheumatoid arthritis, osteoarthritis, lupus, SLE, 
allograft, transplant, rejection, leukocyte, monocyte, lymphocyte, mononuclear, 
macrophage, neutrophil, eosinophil, basophil, platelet, congestive heart failure, 
expression, profiling, microarray, inflammatory bowel disease, asthma, RNA 
expression, gene expression, granulocyte. 
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A UniGene cluster ID or GenBank accession number was found for each gene 
in the list. The strand of the corresponding sequence was determined, if possible, and 
the genes were divided into the three groups: sense (coding) strand, anti-sense strand, 
or strand unknown. The rest of the probe design process was carried out as described 
above for the sequences from the leukocyte subtracted expression library. 

Database Mining 

Database mining was performed as described in Example 2. In addition, the 
Library Browser at the NCBI UniGene web site 
(http://www.ncbi.nlm.mh 

was used to identify genes that are specifically expressed in leukocyte cell 
populations. All expression libraries available at the time were examined and those 
derived from leukocytes were viewed individually. Each library viewed through the 
Library Browser at the UniGene web site contains a section titled "Shown below are 
UniGene clusters of special interest only" that lists genes that are either highly 
represented or found only in that library. Only the genes in this section were 
downloaded from each library. Alternatively, every sequence in each library is 
downloaded and then redundancy between libraries is reduced by discarding all 
UniGene cluster IDs that are represented more than once. 

A total of 439 libraries were downloaded, containing 35,819 genes, although 
many were found in more than one library. The most important libraries from the 
remaining set were separated and 3,914 genes remained. After ehminating all 
redundancy between these libraries and comparing the remaining genes to those listed 
in Tables 3A, 3B and 3C, the set was reduced to 2,573 genes in 35 libraries (listed 
below). From these, all genes in first 30 libraries were used to design probes. A 
random subset of genes was used from Library Lib.376, c ActivatedJT-cells_XX". 
From the last four libraries, a random subset of sequences listed as "ESTs, found only 
in this library" was used. 



No. of No. of 

sequences sequences 

Librai 7 before used on 

ID Library Name Category reduction array* 

Lib.2228 Human _leukocyte^IATCHMAKER_cDNA_Library other/unclassified 4 3 



147 



WO 02/057414 



PCT/US01/47856 



Lib.238 


RA-MO-III (activated monocytes from RA patient) 


Blood 


2 


1 


Lib.242 


Human_peripheral_blood_(Whole)_(Steve_Elledge) 


Blood 


4 


2 


Lib.2439 


Subtracted_cDNA_libraries_from_human_Jwkat_cells 


other/unclassified 


4 


1 


Lib.323 


Activated_T-ceUs_I 


other/unclassified 


19 


3 


Lib.327 


Monocytes,_stimulated_II 


Blood 


92 


'35 


Lib.387 


Macrophage_I 


other/unclassified 


84 


24 


Lib.409 


Activated_T-cells_IV 


other/unclassified 


37 


10 


Lib.410 


Activated_T-cells_VIII 


other/unclassified 


27 


• 10 


Lib.411 


Activated_T-cells_V 


other/unclassified 


41 


9 


Lib.412 


Activated_T-cells_XII 


other/unclassified 


29 


12 


Lib.413 


Activated_T-cells_XI 


other/unclassified 


13 


6 


Lib.414 


Activated_T-celk_n 


other/unclassified 


69 


30 


Lib.429 


Macrophage_n 


other/unclassified 


56 


24 


Lib.4480 


Homo_sapiens_rheumatoid_arfhritis_fibroblast-like_synovial 


other/unclassified 


7 


6 


Lib.476 


Macropliage,_subtracted_(total_cDNA) 


other/unclassified 


11 


1 


Lib.490 


Activated_T-cells_ffl 


other/unclassified 


9 


5 


Lib.491 


Activated T-cells_VII 


other/unclassified 


27 


8 


Lib.492 


Activated_T-cells_IX 


other/unclassified 


16 


5 


Lib.493 


Activated T-cells_VI 


other/unclassified 


31 


15 


Lib.494 


Activated_T-cells_X 


other/unclassified 


18 


5 


Lib.498 


RA-MO-I (activated peripheral blood monocytes from RA patient) 


Blood 


2 


1 


Lib.5009 


Homo_Sapiens_cDNA_Library _frorn_Peripheral_White_Blood_Cell 


other/unclassified 


3 


. 3 


Lib.6338 


human_activated_B_lymphocyte 


Tonsils 


9 


8 


Lib.6342 


Human_lymphocytes 


other/unclassified 


2 


2 


Lib.646 


Human_leukocyte_(M.L.Markelov) 


other/unclassified 


1 


1 


Lib.689 


Subtracted_cDNA_library_of_activated_B_lymphocyte 


Tonsil 


1 


1 


Lib.773 


PMA-induced_HL60_cell_subtraction_library (leukemia) 


other/unclassified 


6 


3 


Lib. 1367 


cDNA_Library_firom_rIL-2_activated_lympliocj r tes 


other/unclassified 


3 


2 


Lib.5018 


Homo_sapiens_CD4+_T-ceU_clone_HA1.7 


other/unclassified 


6 


3 


Lib.376 


Activated_T-cells_XX 


other/unclassified 


999 


119 


Lib.669 


NCI_CGAP_CLL1 (Lymphocyte) 


Blood 


353 


sit 


Lib. 1395 


NCI_CGAP_Sub6 (germinal center b-cells) 


B ceils germinal . 


389 


lOOf 


Lib.2217 


NCI_CGAP_Sub7 (germinal center b-cells) 


B cells germinal 


605 


200t 


Lib.289 


NCI_CGAP_GCB 1 (genninal center b-cells) 


Tonsil 


935 


200t 


Total 






3,914 


939 



* Redundancy of UniGene numbers between the libraries was eliminated, 
f A subset of genes flagged as "Found only in this library" were taken. 
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Amiozenesis Markers 

215 sequences derived from an angiogenic endothelial cell subtracted cDNA 
library obtained from Stanford University were used for probe design. Briefly, using 
well known subtractive hybridization procedures, (as described in, e.g., US Patent 
Numbers 5,958,73S; 5,589,339; 5,827,658; 5,712,127; 5,643,761: 5,565,340) 
modified to normalize expression by suppressing over-representation of abundant 
RNA species while increasing representation of rare RNA species, a library was 
produced that is enriched for RNA species (messages) that are differentially expressed 
between test (stimulated) and control (resting) HUVEC populations. The 
subtraction/suppression protocol was performed as described by the kit manufacturer 
(Clontech, PCR-select cDNA Subtraction Kit). 

Pooled primary HUVECs (Clonetics) were cultured in 15% FCS, M199 
(GibcoBRL) with standard concentrations of Heparin, Penicillin, Streptomycin, 
Glutamine and Endothelial Cell Growth Supplement. The cells were cultured on 1% 
gelatin coated 10 cm dishes. Confluent HUVECs were photographed under phase 
contrast microscopy. The cells formed a monolayer of flat cells without gaps. 
Passage 2-5 cells were used for all experiments. Confluent HUVECs were treated 
with trypsin/EDTA and seeded onto collagen gels. Collagen gels were made 
according to the protocol of the Collagen manufacturer (Becton Dickinson Labware). 
Collagen gels were prepared with the following ingredients: Rat tail collagen type I 
(Collaborative Biomedical) 1.5 mg/mL, mouse laminin (Collaborative Biomedical) 
0.5 mg/mL, 10% 10X media 199 (Gibco BRL). IN NaOH, 10 X PBS and sterile 
water were added in amounts recommended in the protocol. Cell density was 

measured by microscopy. 1.2x106 cells were seeded onto gels in 6-well, 35 mm 
dishes, in 5% FCS Ml 99 media. The cells were incubated for 2 hrs at 37 C with 5% 
C02, The media was then changed to the same media with the addition of VEGF 
(Sigma) at 30ng/mL media. Cells were cultured for 36 hrs. At 12, 24 and 36 hrs, the 
cells were observed with phase contrast microscopy. At 36 hours, the cells were 
observed elongating, adhering to each other and forming lumen structures. At 12 and 
24 hrs media was aspirated and refreshed. At 36 hrs, the media was aspirated, the 
cells were rinsed with PBS and then treated with Collagenase (Sigma) 2.5mg/mL PBS 
for 5 min with active agitation until the collagen gels were liquefied. The cells were 
then centrifuged at 4C, 2000g for 10 min. The supernatant was removed and the cells 
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were lysed with 1 niL Trizol Reagent (Gibco) per 5x1 0 6 cells. Total RNA was 
prepared as specified in the Trizol instructions for use. mRNA was then isolated as 
described in the micro-fast track mRNA isolation protocol from Invitrogen. This 
RNA was used as the tester RNA for the subtraction procedure. 

Ten plates of resting, confluent, p4 HUVECs, were cultured with 15 % FCS 
in the Ml 99 media described above. The media was aspirated and the cells were 
lysed with 1 mL Trizol and total RNA was prepared according to the Trizol protocol. 
mRNA was then isolated according to the micro-fast track mRNA isolation protocol 
from Invitrogen. This RNA served as the control RNA for the subtraction procedure. 

The entire subtraction cloning procedure was carried out as per the user 
manual for the Clontech PCR Select Subtraction Kit. The cDNAs prepared from the 
test population of HUVECs were divided into "tester" pools, while cDNAs prepared 
from the control population of HUVE£s were designated the "driver" pool. cDNA 
was synthesized from the tester and control RNA samples described above. Resulting 
cDNAs were digested with the restriction enzyme Rsal. Unique double-stranded 
adapters were ligated to the tester cDNA. An initial hybridization was performed 
consisting of the tester pools of cDNA (with its corresponding adapter) and an excess 
of the driver cDNA. The initial hybridization results in a partial normalization of the 
cDNAs such that high and low abundance messages become more equally represented 
following hybridization due to a failure of driver/tester hybrids to amplify. 

A second hybridization involved pooling unhybridized sequences from the 
first hybridization together with the addition of supplemental driver cDNA. In this 
step, the expressed sequences enriched in the two tester pools following the initial 
hybridization can hybridize. Hybrids resulting from the hybridization between 
members of each of the two tester pools are then recovered by amplification in a 
polymerase chain reaction (PCR) using primers specific for the unique adapters. 
Again, sequences originating in a tester pool that form hybrids with components of 
the driver pool are not amplified. Hybrids resulting between members of the same 
tester pool are eliminated by the formation of "panhandles" between their common 5' 
and 3* ends. This process is illustrated schematically in Figure 3. The subtraction 
was done in both directions, producing two libraries, one with clones that are 
upregulated hi tube-formation and one with clones that are down-regulated in the 
process. 
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The resulting PCR products representing partial cDNAs of differentially 
expressed genes were then cloned (i.e., ligated) into an appropriate vector according 
to the manufacturer's protocol (pGEM-Teasy from Promega) and transformed into 
competent bacteria for selection and screening. Colonies (21 SO) were picked and 
cultured in LB broth with 50ug/mL ampicillin at 37C overnight. Stocks of saturated 
LB + 50 ug/mL ampicillin and 15% glycerol in 96-well plates were stored at-80C. 
Plasmid was prepared from 1.4mL saturated LB broth containing 50 ug/mL 
ampicillin. This was done in a 96 well format using commercially available kits 
according to the manufacturer's recommendations (Qiagen 96-turbo prep). 

2 probes to represent 22 of these sequences required, therefore, a total of 237 
probes were derived from this library. 
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Viral genes. 

Several viruses may play a role in a host of disease including inflammatory 
disorders, atherosclerosis, and transplant rejection. The table below lists the viral 
genes represented by oligonucleotide probes on the microarray. Low-complexity 
regions in the sequences were masked using RepeatMaslcer before using them to 
design probes. 
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Virus 


Gene Name 


Genome Location 




Ela 


1226.1542 




Elb_l 


3270.. .3503 


Adenovirus, type 2 


E2a_2 
E3-1 


conplernent(240S9..25885) 
27609..29792 


Accession #101917 


E4 (lastexon at V -end) 


complement(33 1 93..32802) 




IX 


3576..4034 




Iva2 


complement(408 L.541 7) 




DNA Polymerase 


complement^ 1 87 . .54 1 8) 




HCMVTRL2 (IRL2) 


1893 ..2240 




HCMVTRL7 (IRL7) 


complement(6595..6843) 




HCMVUL21 


complement(26497. .27024) 




HCMVUL27 


complement(32831..34657) 




HCMVUL33 


4325L.44423 


yxo lucg a io vir u s 
(CMV) 

Accession #X17403 


HCMVUL54 
HCMVUL75 


complement(76903..8063 1) 
complernent(10790L. 110132) 


HCMVUL83 
HCMVUL1 06 


complement(l 1 93 52.. 1 2 1 037) 
complement^ 54947.. 155324) 




HCMVXJL109 


complement 575 14.. 157810) 




HCM\OJL113 


161503..162800 




HCMVUL122 


complement 1 693 64.. 1 70599) 




HCMVUL123 (last exon at 3 5 -end) 


complement^ 7 1 006.. 1 72225) 




HCMVUS28 


219200..220171 




Exon in EBNA-1 RNA 


67477..67649 


j^pstein-J>arr virus 
(iiBv) 

Accession #NCJ>01345 


Exon inEBNA-1 RNA 
BRLF1 


98364..9S730 

complement(l 03366., 1 05 1 83) 


BZLF1 (first of 3 exons) 
BMLF1 


complement^ 02655 .. 1 03 1 55) 
complement(82743 v 84059) 




BALF2 


complement(l 6 1 384.. 1 64770) 




U16/U17 


complement(26259..27349) 




U89 


complement(133091.. 135610) 




XJ90 


complement(135664.. 135948) 




U86 


complement 1 25 9 89.. 1 28 1 36) 


> 


US3 


123528,. 123821 


Human Herpesvirus 6 
(HHV6) 

Accession #NC_001664 


U22 

DR2 (DR2L) 
DR7 (DR7L) 
U95 


complement(33739..34347) 
791. .2653 
5629..6720 
142941..146306 




U94 


complement(141394..142866) 




U39 


complement(59588..62080) 




U42 


complement(69054..7059S) 




U81 


complement( 1 2 1 8 1 0. . 1 22577) 
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Strand Selection 

It was necessary to design sense oligonucleotide probes because the labeling and 
hybridization protocol to be used with the microarray results in fluorescently-labeled 
antisense cRNA. All of the sequences we selected to design probes could be divided into 
three categories: 

(1) Sequences known to represent the sense strand 

(2) Sequences known to represent the antisense strand 

(3) Sequences whose strand could not be easily determined from their 
descriptions 

It was not known whether the sequences from the leukocyte subtracted expression 
library were from the sense or antisense strand. GenBank sequences are reported with 
sequence given 5 r to 3 f , and the majority of the sequences we used to design probes came 
from accession numbers with descriptions that made it clear whether they represented 
sense or antisense sequence. For example, all sequences containing "mRNA" in their 
descriptions were understood to be the sequences of the sense mRNA, unless otherwise 
noted in the description, and all IMAGE Consortium clones are directionally cloned and 
so the direction (or sense) of the reported sequence can be determined from the 
annotation in the GenBank record. 

For accession numbers representing the sense strand, the sequence was 
downloaded and masked and a probe was designed directly from the sequence. These 
probes were selected as close to the 3' end as possible. For accession numbers 
representing the antisense strand, the sequence was downloaded and masked, and a probe 
was designed complementary to this sequence. These probes were designed as close to 
the 5 5 end as possible (i.e., complementary to the 3' end of the sense strand). 

Minimizing Probe Redundancy. 

Multiple copies of certain genes or segments of genes were included in the 
sequences from each category described above, either by accident or by design. 
Reducing redundancy within each of the gene sets was necessary to maximize the 
number of unique genes and ESTs that could be represented on the microarray. 

Three methods were used to reduce redundancy of genes, depending on what 
information was available. First, in gene sets with multiple occurrences of one or more 
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UniGene numbers, only one occurrence of each UniGene number was kept. Next, each 
gene set was searched by GenBank accession numbers and only one occurrence of each 
accession number was conserved. Finally, the gene name, description, or gene symbol 
were searched for redundant genes with no UniGene number or different accession 
numbers. In reducing the redundancy of the gene sets, every effort was made to conserve 
the most information about each gene. 

We note, however, that the UniGene system for clustering submissions to 
GenBank is frequently updated and UniGene cluster IDs can change. Two or more 
clusters may be combined under a new cluster ID or a cluster may be split into several 
new clusters and the original cluster ID retired. Since the lists of genes in each of the 
gene sets discussed were assembled at different times, the same sequence may appear in 
several different sets with a different UniGene ID in each. 

Sequences from Table 3A were treated differently. In some cases, two or more 
of the leukocyte subtracted expression library sequences aligned to different regions of 
the same GenBank entry, indicating that these sequences were likely to be from different 
exons in the same gene transcript, hi these cases, one representative library sequence 
corresponding to each presumptive exon was individually listed in Table 3 A. 

Compilation. 

After redundancy within a gene set was sufficiently reduced, a table of 
approximately 8,000 unique genes and ESTs was compiled in the following manner. All 
of the entries in Table 3 A were transferred to the new table. The list of genes produced 
by literature and database searches was added, eliminating any genes already contained in 
Table 3 A. Next, each of the remaining sets of genes was compared to the table and any 
genes already contained in the table were deleted from the gene sets before appending 
them to the table. 



Probes 



BioCardia Subtracted Leukocyte Expression Library 



Table 3A 
Table 3B 
Table 3C 



4,872 
796 
85 



Literature Search Results 



494 
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Database Mining 



1,607 



Viral genes 



a. CMV 

b. EBV 

c. HHV6 



d. Adenovirus 



14 
6 

14 
8 



Angiogenesis markers: 215, 22 of which needed two probes 
Arabidopsis thaliana genes 



237 
10 



Total sequences used to design probes 



8,143 



Example 21- Design of oligonucleotide probes 

This section describes the design of four oligonucleotide probes using Array 
Designer Ver LI (Premier Biosoft International, Palo Alto, CA). 
Clone 40H12 

Clone 40H12 was sequenced and compared to the nr, dbEST, and UniGene 
databases at NCBI using the BLAST search tool. The sequence matched accession 
number NMJ)02310, a 'curated RefSeq project' sequence, see Pruitt et al. (2000) Trends 
Genet. 16:44-47, encoding leukemia inhibitory factor receptor (LIFR) mRNA with a 
reported E value of zero. An E value of zero indicates there is, for all practical purposes, 
no chance that the similarity was random based on the length of the sequence and the 
composition and size of the database. This sequence, cataloged by accession number 
NM_002310, is much longer than the sequence of clone 40H12 and has a poly-A tail. 
This indicated that the sequence cataloged by accession number NM_002310 is the sense 
strand and a more complete representation of the mRNA than the sequence of clone 
40H1 2, especially at the 3 ' end. Accession number CC NMJ)023 1 0" was included in a text 
file of accession numbers representing sense strand mRNAs, and sequences for the sense 
strand mRNAs were obtained by uploading a text file containing desired accession 
numbers as an Entrez search query using the Batch Entrez web interface and saving the 
results locally as a FASTA file. The following sequence was obtained, and the region of 
alignment of clone 40H12 is outlined: 
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CTCTCTCCCAGAACGTGTCTCTGCTGCAAGGCACCGGGCCCTTTCGCTCTGCAGAACTGC 

ACTTGCAAGACCATTATCAACTCCTAATCCCAGCTCAGAAAGGGAGCCTCTGCGACTCAT 

TCATCGCCCTCCAGGACTGACTGCATTGCACAGATGATGGATATTTACGTATGTTTGAAA 

CGACCATCCTGGATGGTGGACAATAAAAGAATGAGGACTGCTTCAAATTTCCAGTGGCTG 

TTATCAACATTTATTCTTCTATATCTAATGAATCAAGTAAATAGCCAGAAAAAGGGGGCT 

CCTCATGATTTGAAGTGTGTAACTAACAATTTGCAAGTGTGGAACTGTTCTTGGAAAGCA 

CCCTCTGGAACAGGCCGTGGTACTGATTATGAAGTTTGCATTGAAAACAGGTCCCGTTCT 

TGTTATCAGTTGGAGAAAACCAGTATTAAAATTCCAGCTCTTTCACATGGTGATTATGAA 

ATAACAATAAATTCTCTACATGATTTTGGAAGTTCTACAAGTAAATTCACACTAAATGAA 

CAAAACGTTTCCTTAATTCCAGATACTCCAGAGATCTTGAATTTGTCTGCTGATTTCTCA 

ACCTCTACATTATACCTAAAGTGGAACGACAGGGGTTCAGTTTTTCCACACCGCTCAAAT 

GTTATCTGGGAAATTAAAGTTCTACGTAAAGAGAGTATGGAGCTCGTAAAATTAGTGACC 

CACAACACAACTCTGAATGGCAAAGATACACTTCATCACTGGAGTTGGGCCTCAGATATG 

CCCTTGGAATGTGCCATTCATTTTGTGGAAATTAGATGCTACATTGACAATCTTCATTTT 

TCTGGTCTCGAAGAGTGGAGTGACTGGAGCCCTGTGAAGAACATTTCTTGGATACCTGAT 

TCTCAGACTAAGGTTTTTCCTCAAGATAAA.GTGATACTTGTAGGCTCAGACATAACATTT 

TGTTGTGTGAGTCAAGAAAAAGTGTTATCAGCACTGATTGGCCATACAAACTGCCCCTTG 

ATCCATCTTGATGGGGAAAATGTTGCAATCAAGATTCGTAATATTTCTGTTTCTGCAAGT 

AGTGGAACAAATGTAGTTTTTACAACCGAAGATAACATATTTGGAACCGTTATTTTTGCT 

GGATATCCACCAGATACTCCTCAACAACTGAATTGTGAGACACATGATTTAAAAGAAA.TT 

ATATGTAGTTGGAATCCAGGAAGGGTGACAGCGTTGGTGGGCCCACGTGCTACAAGCTAC 

ACTTTAGTTGAAAGTTTTTCAGGAAAATATGTTAGACTTAAAAGAGCTGAA.GCACCTACA 

AACGAAAGCTATCAATTATTATTTCAAATGCTTCCAAATCAAGAAATATATAATTTTACT 

TTGAATGCTCACAATCCGCTGGGTCGATCACAATCAACAATTTTAGTTAATATAACTGAA 

AAAGTTTATCCCCATACTCCTACTTCATTCAAAGTGAAGGATATTAATTCAACAGCTGTT 

AAACTTTCTTGGCATTTACCAGGCAACTTTGCAAAGATTAATTTTTTATGTGAAATTGAA 

ATTAAGAAATCTAATTCAGTACAAGAGCAGCGGAATGTCACAATCAAAGGAGTAGAAAAT 

TCAAGTTATCTTGTTGCTCTGGACAAGTTAAATCCATACACTCTATATACTTTTCGGATT 

CGTTGTTCTACTGAAACTTTCTGGAAATGGAGCAAATGGAGCAATAAAAAACAACATTTA 

ACAACAGAAGCCAGTCCTTCAAAGGGGCCTGATACTTGGAGAGAGTGGAGTTCTGATGGA 

AAAAATTTAATAA.TCTATTGGAAGCCTTTACCCATTAATGAAGCTAATGGAAAAATACTT 
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TCCTACAATGTATCGTGTTCATCAGATGAGGAAACACAGTCCCTTTCTGAAATCCCTGAT 
CCTCAGCACAAAGCAGAGATACGACTTGATAAGAATGACTACATCATCAGCGTAGTGGCT 
AAAAATTCTGTGGGCTCATCACCACCTTCCAAAATAGCGAGTATGGAAATTCCAAATGAT 
GATCTCAAAATAGAACAAGTTGTTGGGATGGGAAAGGGGATTCTCCTCACCTGGCATTAC 
GACCCCAACATGACTTGCGACTACGTCATTAAGTGGTGTAACTCGTCTCGGTCGGAACCA 
TGCCTTATGGACTGGAGAAAAGTTCCCTCAAACAGCACTGAAACTGTAATAGAATCTGAT 
GAGTTTCGACCAGGTATAAGATATAATTTTTTCCTGTATGGATGCAGAAATCAAGGATAT 
CAATTATTACGGTCCATGATTGGATATATAGAAGAA.TTGGCTCCCATTGTTGCACCAAA.T 
TTTACTGTTGAGGATACTTCTGCAGATTCGATATTAGTAAAATGGGAAGACATTCCTGTG 
GAAGAACTTAGAGGCTTTTTAAGAGGATATTTGTTTTACTTTGGAAAAGGAGAAAGAGAC 
ACATCTAAGATGAGGGTTTTAGAATCAGGTCGTTCTGACATAAAAGTTAAGAATATTACT 
GACATATCCCAGAAGACACTGAGAA.TTGCTGATCTTCAAGGTAAAACAAGTTACCACCTG 
GTCTTGCGAGCCTATACAGATGGTGGAGTGGGCCCGGAGAAGAGTATGTATGTGGTGACA 
AAGGAAAATTCTGTGGGATTAATTATTGCCATTCTCATCCCAGTGGCAGTGGCTGTCATT 
GTTGGAGTGGTGACAA.GTATCCTTTGCTATCGGAAACGAGAATGGATTAAAGAAACCTTC 
TACCCTGATATTCCAAATCCAGAAAACTGTAAAGCATTACAGTTTCAAAAGAGTGTCTGT 
GAGGGAAGCAGTGCTCTTAAAACATTGGAAATGAATCCTTGTACCCCAAATAATGTTGAG 
GTTCTGGAAACTCGATCAGCATTTCCTAAAATAGAAGATACAGAAATAATTTCCCCAGTA 
GCTGAGCGTCCTGAAGATCGCTCTGATGCAGAGCCTGAAAA.CCATGTGGTTGTGTCCTAT 
TGTCCACCCATCATTGAGGAAGAAATACCAAACCCAGCCGCAGATGAAGCTGGAGGGACT 
GCACAGGTTATTTACATTGATGTTCAGTCGATGTATCAGCCTCAAGCAAAACCAGAAGAA 
GAACAAGAAAATGACCCTGTAGGAGGGGCAGGCTATAAGCCACAGATGCACCTCCCCATT 
AATTCTACTGTGGAAGATATAGCTGCAGAAGAGGACTTAGATAAAACTGCGGGTTACAGA 
CCTCAGGCCAATGTAAATACATGGAATTTAGTGTCTCCAGACTCTCCTAGATCCATAGAC 
AGCAACAGTGAGATTGTCTCATTTGGAAGTCCATGCTCCATTAATTCCCGACAATTTTTG 
ATTCCTCCTAAAGATGAAGACTCTCCTAAATCTAATGGAGGAGGGTGGTCCTTTACAAAC 
TTTTTTCAGAACAAACCAAACGATTAACAGTGTCACCGTGTCACTTCAGTCAGCCATCTC 
AATAAGCTCTTACTGCTAGTGTTGCTACATCAGCACTGGGCATTCTTGGAGGGATCCTGT 
GAAGTATTGTTAGGAGGTGAACTTCACTACATGTTAAGTTACACTGAAAGTTCATGTGCT 
TTTAATGTAGTCTAAAAGCCAAAGTATAGTGACTCAGAATCCTCAA.TCCACAAAACTCAA 
GATTGGGAGCTCTTTGTGATCAAGCCAAAGAATTCTCATGTACTCTACCTTCAAGAAGCA 
TTTCAAGGCTAATACCTACTTGTACGTACATGTAAAACA?^ATCCCGCCGCAACTGTTTTC 
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TGTTCTGTTGTTTGTGGTTTTCTCATATGTATACTTGGTGGAATTGTAAGTGGATTTGCA 
GGCCAGGGAGAAAATGTCCAAGTAACAGGTGAAGTTTATTTGCCTGACGTTTACTCCTTT 
CTAGATGAAAACCAAGCACAGATTTTAAAA.CTTCTAAGATTATTCTCCTCTATCCACAGC 
ATTCACAAAAATTAATATAATTTTTAATGTAGTGACAGCGATTTAGTGTTTTGTTTGATA 
AAGTATGCTTATTTCTGTGCCTACTGTATAATGGTTATCAAACAGTTGTCTCAGGGGTAC 



AAACTTTGAAAACAAGTGTGACACTGACCAGCCCAAATCATAATCATGTTTTCTTGCTGT 



GATAGGTTTTGCTTGCCTTTTCATTATTTTTTAGCTTTTATGCTTGCTTCCATTATTTCA 



GTTGGTTGCCCTAATATTTAAAATTTACACTTCTAAGACTAGAGACCCACATTTTTTAAA 



AATCATTTTATTTTGTGATACAGTGACAGCTTTATATGAGCAAATTCAATATTATTCATA 



AGCATGTAATTCCAGTGACTTACTATGTGAGATGACTACTAAGCAATATCTAGCAGCGTT 



AGTTCCATATAGTTCTGATTGGATTTCGTTCCTCCTGAGGAGACCATGCCGTTGAGCTTG 



PCTACCCAGGCAGTGGTGATCTTTGACACCTTCTGGTGGATGTTCCTCCGACTCATGAGTI 



CTTTTCATCATGCCACATTATCTGATCCAGTCCTCACATTTTTAAATATAAAACTAAAGA 



GAGAATGCTTCTTACAGGAACAGTTACCCAAGGGCTGTTTCTTAGTAACTGTCATAAACT 



GATCTGGATCCATGGGCATACCTGTGTTCGAGGTGCAGCAATTGCTTGGTGAGCTGTGCA 



GAATTGATTGCCTTCAGCACAGCATCCTCTGCCCACCCTTGTTTCTCATAAGCGATGTCT 



GGAGTGATTGTGGTTCTTGGAAAAGCAGAAGGAAAAACTAAAAAGTGTATCTTGTATTTT 



CCCTGCq CTCAGGTTGCCTATGTATTTTACCTTTTCATATTTAAGGCAAAAGTACTTGAA 
AATTTTAAGTGTCCGAATAAGATATGTCTTTTTTGTTTGTTTTTTTTGGTTGGTTGTTTG 
TTTTTTATCATCTGAGATTCTGTAATGTATTTGCAAATAATGGATCAATTAATTTTTTTT 
GAAGCTCATATTGTATCTTTTTAAAAACCATGTTGTGGAAAAAAGCCAGAGTGACAAGTG 
ACAAAATCTATTTAGGAACTCTGTGTATGAATCCTGATTTTAACTGCTAGGATTCAGCTA 
AATTTCTGAGCTTTATGATCTGTGGAAATTTGGAATGAAATCGAATTCATTTTGTACATA 
CATAGTATATTAAAACTATATAATAGTTCATAGAAATGTTCAGTAATGAAAAAATATATC 
CAATCAGAGCCATCCCGAAAAAAAAAAAAAAA (SEQ ID No.: 8827) 

The FASTA file, including the sequence of NM_0023 1 0, was masked using the 
RepeatMasker web interface (Smit, AFA & Green, P RepeatMasker at 
http://ftp.genome.wasWngton.edu/RM/RepeatMasker.html, Smit and Green). 
Specifically, during masking, the following types of sequences were replaced with "N's": 
SINE/MIR & LINE/L2, LINE/LI , LTR/MaLR, LTR/R.etroviraI , Alu, and other low 
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informational content sequences such as simple repeats. Below is the sequence following 
masking: 

CTCTCTCCCAGAACGTGTCTCTGCTGCAAGGCACCGGGCCCTTTCGCTCTGCAGAACTG 

CACTTGCAAGACCATTATCAACTCCTAATCCCAGCTCAGAAAGGGAGCCTCTGCGACTC 

ATTCATCGCCCTCCAGGACTGACTGCATTGCACAGATGATGGATATTTACGTATGTTTG 

AAACGACCATCCTGGATGGTGGACAATAAAAGAATGAGGACTGCTTCAAATTTCCAGTG 

GCTGTTATCAACATTTATTCTTCTATATCTAATGAATCAA.GTAAATAGCCAGAAAAAGG 

GGGCTCCTCATGATTTGAAGTGTGTAACTAACAATTTGCAAGTGTGGAACTGTTCTTGG 

AAAGCACCCTCTGGAACAGGCCGTGGTACTGATTATGAAGTTTGCATTGAAAACAGGTC 

CCGTTCTTGTTATCAGTTGGAGAAAACCAGTATTAAAATTCCAGCTCTTTCACATGGTG 

ATTATGAAATAACAATAAATTCTCTACATGATTTTGGAAGTTCTACAAGTAAATTCACA • 

CTAAATGAACAAAACGTTTCCTTAATTCCAGATACTCCAGAGATCTTGAATTTGTCTGC 

TGATTTCTCAACCTCTACATTATACCTAAAGTGGAACGACAGGGGTTCAGTTTTTCCAC 

ACCGCTCAAATGTTATCTGGGAAATTAAAGTTCTACGTAAAGAGAGTATGGAGCTCGTA 

AAATTAGTGACCCACAACACAACTCTGAATGGCAAAGATACACTTCATCACTGGAGTTG 

GGCCTCAGATATGCCCTTGGAATGTGCCATTCATTTTGTGGAAATTAGATGCTACATTG 

ACAATCTTCATTTTTCTGGTCTCGAAGAGTGGAGTGACTGGAGCCCTGTGAAGAACATT 

TCTTGGATACCTGATTCTCAGACTAAGGTTTTTCCTCAAGATAAAGTGATACTTGTAGG 

CTCAGACATAACATTTTGTTGTGTGAGTCAAGAAAAAGTGTTATCAGCACTGATTGGCC 

ATACAAACTGCCCCTTGATCCATCTTGATGGGGAAAATGTTGCAATCAAGATTCGTAAT 

ATTTCTGTTTCTGCAAGTAGTGGAACAAATGTAGTTTTTACAACCGAAGATAACATATT 

TGGAACCGTTATTTTTGCTGGATATCCACCAGATACTCCTCAACAA.CTGAATTGTGAGA 

CACATGATTTAAAAGAAATTATATGTAGTTGGAATCCAGGAAGGGTGACAGCGTTGGTG 

GGCCCACGTGCTACAAGCTACACTTTAGTTGAAAGTTTTTCAGGAAAATATGTTAGACT 

TAAAAGAGCTGAAGCACCTACAAACGAAA.GCTATCAATTATTATTTCAAA.TGCTTCCAA 

ATCAAGAAATATATAATTTTACTTTGAATGCTCACAA.TCCGCTGGGTCGATCACAATCA 

ACAATTTTAGTTAATATAACTGAAAAAGTTTATCCCCATACTCCTACTTCATTCAAAGT 

GAAGGATATTAATTCAACAGCTGTTAAACTTTCTTGGCATTTACCAGGCAACTTTGCAA 

AGATTAATTTTTTATGTGAAATTGAAATTAAGAAATCTAATTCAGTACAAGAGCAGCGG 

AATGTCACAATCAAAGGAGTAGAAAATTCAAGTTATCTTGTTGCTCTGGACAAGTTAAA 

TCCATACACTCTATATACTTTTCGGATTCGTTGTTCTACTGAAACTTTCTGGAAATGGA 
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GCAAATGGAGCAATAAAAAACAACATTTAACAACAGAAGCCAGTCCTT 

GATACTTGGAGAGAGTGGAGTTCTGATGGAAAAAATTTAATAATCTATTGGAAGCCTTT 

ACCCATTAATGAAGCTAATGGAAAAATACTTTCCTACAATGTATCGTGTTCATCAGATG 

AGGAAACACAGTCCCTTTCTGAAATCCCTGATCCTCAGCACAAAGCAGAGATACGACTT 

GATAAGAATGACTACATCATCAGCGTAGTGGCTAAAAATTCTGTGGGCTCATCACCACC 

TTCCAAAATAGCGAGTATGGAAATTCCAAATGATGATCTCAAAATAGAACAAGTTGTTG 

GGATGGGAAAGGGGATTCTCCTCACCTGGCATTACGACCCCAACATGACTTGCGACTAC 

GTCATTAAGTGGTGTAACTCGTCTCGGTCGGAACCATGCCTTATGGACTGGAGAAAAGT 

TCCCTCAAACAGCACTGAAACTGTAATAGAATCTGATGAGTTTCGACCAGGTATAAGAT 

ATAATTTTTTCCTGTATGGATGCAGAAATCAAGGATATCAATTATTACGCTCCATGATT 

GGATATATAGAAGAATTGGCTCCCATTGTTGCACCAAATTTTACTGTTGAGGATACTTC 

TGCAGATTCGATATTAGTAAAATGGGAAGACATTCCTGTGGAAGAACTTAGAGGCTTTT 

TAAGAGGATATTTGTTTTACTTTGGAAAAGGAGAAAGAGACACATCTAAGATGAGGGTT 

TTAGAATCAGGTCGTTCTGACATAAAAGTTAAGAATATTACTGACATATCCCAGAAGAC 

ACTGAGAATTGCTGATCTTCAAGGTAAAACAAGTTACCACCTGGTCTTGCGAGCCTATA 

CAGATGGTGGAGTGGGCCCGGAGAAGAGTATGTATGTGGTGACAAAGGAAAATTCTGTG 

GGATTAATTATTGCCATTCTCATCCCAGTGGCAGTGGCTGTCATTGTTGGAGTGGTGAC 

AAGTATCCTTTGCTATCGGAAACGAGAATGGATTAAAGAAACCTTCTACCCTGATATTC 

CAAATCCAGAAAACTGTAAAGCATTACAGTTTCAAAAGAGTGTCTGTGAGGGAAGCAGT 

GCTCTTAAAACATTGGAAATGAATCCTTGTACCCCAAATAATGTTGAGGTTCTGGAAAC 

TCGATCAGCATTTCCTAAAATAGAAGATACAGAAATAATTTCCCCAGTAGCTGAGCGTC 

CTGAAGATCGCTCTGATGCAGAGCCTGAAAACCATGTGGTTGTGTCCTATTGTCCACCC 

ATCATTGAGGAAGAAATACCAAACCCAGCCGCAGATGAAGCTGGAGGGACTGCACAGGT 

TATTTACATTGATGTTCAGTCGATGTATCAGCCTCAAGCAAAACCAGAAGAAGAACAAG 

AAAATGACCCTGTAGGAGGGGCAGGCTATAAGCCACAGATGCACCTCCCCATTAATTCT 

ACTGTGGAAGATATAGCTGCAGAAGAGGACTTAGATAAAACTGCGGGTTACAGACCTCA 

GGCCAATGTAAATACATGGAATTTAGTGTCTCCAGACTCTCCTAGATCCATAGACAGCA 

ACAGTGAGATTGTCTCATTTGGAAGTCCATGCTCCATTAATTCCCGACAATTTTTGATT 

CCTCCTAAAGATGAAGACTCTCCTAAATCTAATGGAGGAGGGTGGTCCTTTACAAACTT 

TTTTCAGAACAAACCAAACGATTAACAGTGTCACCGTGTCACTTCAGTCAGCCATCTCA 

ATAAGCTCTTACTGCTAGTGTTGCTACATCAGCACTGGGCATTCTTGGAGGGATCCTGT 

GAAGTATTGTTAGGAGGTGAACTTCACTACATGTTAAGTTACACTGAAAGTTCATGTGC 
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TTTTAATGTAGTCTAAAAGCCAAAGTATAGTGACTCAGAATCCTCAATCCACAAAACTC 
AAGATTGGGAGCTCTTTGTGATCAAGCCAAAGAATTCTCATGTACTCTACCTTCAAGAA 
GCATTTCAAGGCTAATACCTACTTGTACGTACATGTAAAACAAATCCCGCCGCAACTGT 
TTTCTGTTCTGTTGTTTGTGGTTTTCTCATATGTATACTTGGTGGAATTGTAAGTGGAT 
TTGCAGGCCAGGGAGAAAATGTCGAAGTAACAGGTGAAGTTTATTTGCCTGACGTTTAC 
TCCTTTCTAGATGAAAACCAAGCACAGATTTTAAAACTTCTAAGATTATTCTCCTCTAT 
CCACAGCATTCACNNNNNNNIW^ 

GTTTGATAAAGTATGCTTATTTCTGTGCCTACTGTATAATGGTTATCAAACAGTTGTCT 
ranPtnnTArAAACTTTGAAAACAAGTGTGACACTGACCAGCCCAAAT lCATAATCATGTTl 

[ttcttgctgtgataggttttgcttgccttttcattattttttagcttttatgcttgcttl 
iccattatttcagttggttgccctaatatttaaaatttacacttctaagactagagaccci 
|a,cattttttaaaaatcattttattttgtgatacagtgacagctttatatgagcaaattc| 
|aatattattcataagcatgtaattccagtgacttactatgtgagatgactactaagcaa| 
ca.gcgttagttccatatagttctgattggatttcgttcctcctgaggagaccj 



TATCTAG 



ATGCCGTTGAGCTTGGCTACCCAGGCAGTGGTGATCTTTGACACCTTCTGGTGGATGTT 



ICCTCCCACTCATGAGTCTTTTCATCATGCCACATTATCTGATCCAGTCCTCACATTTTT 



?^aatataaaactaaagagagaatgcttcttacaggaacagttacccaagggctgtttct| 



1tagtaa.ctgtcataaactgatctggatccatgggcatacctgtgttcgaggtgcagcaa| 
|ttgcttggtgagctgtgcagaattgattgccttcagcacagcatcctctgcccaccctt| 
gtttctcataagcgatgtctggagtgattgtggttcttggaaaagcagaaggaaaaactI 



|aaaaagtgtatcttgtattttccctgcc| ctcaggttgcctatgtattttaccttttcat 
atttaaggcaaaagtacttgaaaattttaagtgtccgaataagatatgtcttttttgtt 
tgttttttttggttggttgtttgttttttatcatctgagattctgtaatgtatttgcaa 
ataatggatcaattaattttttttgaagctcatattgtatctttttaaaaaccatgttg 
tggaaaaaagccagagtgacaagtgacaaaatctatttaggaactctgtgtatgaatcc 
tgattttaactgctaggattcagctaaatttctgagctttatgatctgtggaaatttgg 
aatgaaatcgaattcattttgtacatacatagtatattaaaactatataatagttcatN 



SEQ ID No. : 882 8 



162 



WO 02/057414 



PCT/US01/47856 



The length of this sequence was determined using batch, automated 
computational methods and the sequence, as sense strand, its length, and the desired 
location of the probe sequence near the 3' end of the mRNA was submitted to Array 
Designer Ver 1 . 1 (Premier Biosoft International, Palo Alto, CA). Search quality was set 
at 100%, number of best probes set at 1, length range set at 50 base pairs, Target Tm set 
at 75 C. degrees plus or minus 5 degrees, Hairpin max deltaG at 6.0 -kcal/moL, Self 
dimmer max deltaG at 6.0 -kcal/rnol, Run/repeat (dinucleotide) max length set at 5, and 
Probe site minimum overlap set at 1 . When none of the 49 possible probes met the 
criteria, the probe site would be moved 50 base pairs closer to the 5 5 end of the sequence 
and resubmitted to Array Designer for analysis. When no possible probes met the 
criteria, the variation on melting temperature was raised to plus and minus 8 degrees and 
the number of identical basepairs in a run increased to 6 so that a probe sequence was 
produced. 

In the sequence above, using the criteria noted above, Array Designer Ver 1 . 1 
designed a probe corresponding to oligonucleotide number 2280 in Table 8 and is 
indicated by underlining in the sequence above. It has a melting temperature of 68.4 
degrees Celsius and a max run of 6 nucleotides and represents one of the cases where the 
criteria for probe design in Array Designer Ver 1 . 1 were relaxed in order to obtain an 
oligonucleotide near the 3 5 end of the mRNA (Low melting temperature was allowed). 
Clone 463D12 

Clone 463D12 was sequenced and compared to the nr, dbEST, and UniGene 
databases at NCBI using the BLAST search tool. The sequence matched accession 
number All 84553, an EST sequence with the definition line "qd60a05.xl 
SoaresJestisJNHT Homo sapiens cDNA clone IMAGE:1733840 3' similar to 
gb:M29550 PROTEIN PHOSPHATASE 2B CATALYTIC SUBUNIT 1 (HUMAN);, 
mRNA sequence." The E value of the alignment was 1.00 x 10~ m . The GenBank 
sequence begins with a poly-T region, suggesting that it is the antisense strand, read 5' to 
3\ The beginning of this sequence is complementary to the 3' end of the mRNA sense 
strand. The accession number for this sequence was included in a text file of accession 
numbers representing antisense sequences. Sequences for antisense strand mRNAs were 
obtained by uploading a text file containing desired accession numbers as an Entrez 
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search query using the Batch Entrez web interface and saving the results locally as a 
FASTA file. The following sequence was obtained, and the region of alignment of clone 
463D12 is outlined: 

TTTTTTTTTTTTTTCTTAAATAGCATTTATTTTCTCTCAAAAAGCCTATTATGTACTAA 
CAAGTGTTCCTCTAAATTAGAAAGGCATCACTACTAAAATTTTATACA.TATTTTTTATA 
TAAGAGAAGGAATATTGGGTTACAATCTGAATTTCTCTTTATGATTTCTCTTAAAGTAT 
AGAACAGCTATTAAAATGACTAATATTGCTAAAATGAAGGCTACTAAATTTCCCCAAGA 
ATTTCGGTGGAATGCCCAAAAATGGTGTTAAGATATGCAGAAGGGCCCATTTCAAGCAA 



AGCAATCTCTC CAC CCCTTCATAAAA.GATTTAA.GCTAAAAAAAAAAAAAAAAGAAIGAAA 



ATCCAACAGCTGAAGACATTGGGCTATTTATAAATCTTCTCCCAGTCCCCCAGACAGCC 



TCACATGGGGGCTGTAAACAGCTAACTAAAATATCTTTGAGACTCTTATGTCCACACCC 



A.CTGACACAAGGAGAGCTGTAACCACAGTGAAACTAGACTTTGCTTTCCTTTAGCAAGT 



A.TGTGCCTATGATAGTAAACTGGAGTAAA.TGTAA.CA| GTAATAAAACAAATTTTTTTTAA 



AAATAAAAATTATACCTTTTTCTCCAACAAACGGTAAAGACCACGTGAAGACATCCATA 
AAATTAGGCAACCAGTAAAGATGTGGAGAACCAGTAAACTGTCGAAATTCATCACATTA 
TTTTCATACTTTAATACAGCAGCTTTAATTATTGGAGAACATCAAAGTAATTAGGTGCC 
GAAAAACATTGTTATTAATGAAGGGAACCCCTGACGTTTGACCTTTTCTGTACCATCTA 
TAGCCCTGGACTTGA (SEQ ID No. : 8829) 

The FASTA file, including the sequence of AA1 84553, was then masked using 
the RepeatMasker web interface, as shown below. The region of alignment of clone 
463D12 is outlined. 

TTTTTTTTTTTTTTCTTAAATAGCATTTATTTTCTCTCAAAAAGCCTATTATGTACTAA 
CAAGTGTTCCTCTAAATTAGAAAGGCATCACTACNIS^^ 

NNNGAGAAGGAATATTGGGTTACAATCTGAATTTCTCTTTATGATTTCTCTTAAAGTAT 
AGAACAGCTATTAAAATGACTAATATTGGTA 

atttdggtggaatgccca aaaatggtgttaagatatgcagaagggcccatttcaagcaa 
agcaatctctccaccccttcataaaagatttaagctaaaaaaaaaaaa?^aaagaa )gaaa 
a.tccaacagctgaagacattgggctatttataaatcttctcccagtcccccagacagcc 
tcacatgggggctgtaaacagctaactaaaatatctttgagactcttatgtccacaccc 
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ACTGACACAAGGAGAGCTGTAACCACAGTGAAACTAGACTTTGCTTTCCTTTAGCAAGT 
ATGTGCCTATGATAGTAAACTGGAGTAAATGTAACA| GI^^ 

NisnsrNNisnsn^ C TTTTTCT C C AACAAACGGTAAAGAC C ACGTGAAGAC atc C ATA 

AAATTAGGCAACCAGTAAAGATGTGGAGAACCAGTAAACTGTCGAAATTCATCACATTA 
TTTTCATACTTTAATACAGCAGCTTTAATTATTGGAGAACATCAAAGTAATTAGGTGCC 
GAAAAACATTGTTATTAATGAAGGGAACCCCTGACGTTTGACCTTTTCTGTACCATCTA 
TAGCCCTGGACTTGA Masked version of 463D12 sequence. (SEQ ID 
NO:8830) 

The sequence was submitted to Array Designer as described above, however, the 
desired location of the probe was indicated at base pair 50 and if no probe met the 
criteria, moved in the 3 ? direction. The complementary sequence from Array Designer 
was used, because the original sequence was antisense. The oligonucleotide designed by 
Array Designer corresponds to oligonucleotide number 4342 in Table 8 and is 
complementary to the underlined sequence above. The probe has a melting temperature 
of 72.7 degrees centigrade and a max run of 4 nucleotides. 
Clone 72D4 

Clone 72D4 was sequenced and compared to the nr, dbEST, and UniGene 
databases at NCBI using the BLAST search tool. No significant matches were found in 
any of these databases. When compared to the human genome draft, significant 
alignments were found to three consecutive regions of the reference sequence 
NTJ308060, as depicted below, suggesting that the insert contains three spliced exons of 
an unidentified gene. 

Residue numbers on Matching residue 

clone 72D4 sequence numbers on NT 008060 

1 - 198 478646-478843 
197-489 479876-480168 
491 -585 489271 -489365 

Because the reference sequence contains introns and may represent either the 
coding or noncoding strand for this gene, BioCardia's own sequence file was used to 
design the oligonucleotide. Two complementary probes were designed to ensure that the 
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sense strand was represented. The sequence of the insert in clone 72D4 is shown below, 
with the three putative exons outlined. 



CAGGTCACACAGCACATCAGTGGCTACATGTGAGCTCAGACCTGGGTCTGCT 
GCTGTCTGTCTTCCCAATATCCATGACCTTGAiyGATGCAGGTGTCTAGGGAT 
ACGTCCATCCCCGTCCTGCTGGAGCCCAGAGCACGGAAGCCTGGCCCTCCGA 
GGAGACAGAAGGGAGTGTCGGACACCATGACGAGAGCTTiG GCAGAATAX^T] 

IpGGATTTCTC 

y^CTGTGTCOT 

^CTGTGCACGGGTCAG 
jACATTfCTGTC 

IccagatgtgcgtgttgtggtccccaagtatcaccttccaatttctgggagcaI 
^tgctctggccgll gatccttgccgcgcggataaaaac (seq id no.: 8445) 

The sequence was submitted to RepeatMasker, but no repetitive sequences were 
found. The sequence shown above was used to design the two 5 0-raer probes using 
Array Designer as described above. The probes are shown in bold typeface in the 
sequence depicted below. The probe in the sequence is oligonucleotide number 6415 
(SEQ ID NO.: 6415) in Table 8 and the complementary probe is oligonucleotide number 
6805 (SEQIDNO.:6805). 

CAGGTCACACAGCACATCAGTGGCTACATGTGAGCTCAGACCTGGGTCTGCTGCTGTCT 
GTCTTCCCAATATCCATGACCTTGACTGATGCAGGTGTCTAGGGATACGTCCATCCCCG 
TCCTGCTGGAGCCCAGAGCACGGAAGCCTGGCCCTCCGAGGAGACAGAAGGGAGTGTCG 
GACACCATGACGAGAGCTTGGCAGAATAAATAACTTCTTTAAACAATTTTACGGCATGA 
AGAAATCTGGACCAGTTTATTAAATGGGATTTCTGCCACAAACCTTGGAAGAATCACAT 
CATCTTANNCCCAAGTGAAAACTGTGTTGCGTAACAAAGAACATGACTGCGCTCCACAC 
ATACATCATTGCCCGGCGAGGCGGGACACAAGTCAACGACGGAACACTTGAGACAGGCC 
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TACAACTGTGCACGGGTCAGAAGCAAGTTTAAGCCATACTTGCTGCAGTGAGACTACAT 
TTCTGTCTATAGAAGATACCTGACTTGATCTGTTTTTCAGCTCCAGTTCCCAGATGTGC 

<c- GTCAAGGGTCTACACG 

GTGTTGTGGTCCCCAAGTATCACCTTCCAATTTCTGGGAG- - 
CACAACACCAGGGGTTCATAGTGGAAGGTTAAAG- 5 ' 

o 

CAGTGCTCTGGCCGGATCCTTGCCGCGCGGATAAAAACT -> 

Confirmation of probe sequence 

Following probe design, each probe sequence was confirmed by comparing the 
sequence against dbEST, the UniGene cluster set, and the assembled human genome 
using BLASTn at NCBI. Alignments, accession numbers, gi numbers, UniGene cluster 
numbers and names were examined and the most common sequence used for the probe. 
The final probe set was compiled into Table 8. 

Example 22 - Production of an array of 8000 spotted SOifter oligonucleotides 
We produced an array of 8000 spotted 50mer oligonucleotides. Examples 20 and 
21 exemplify the design and selection of probes for this array. 

Sigma-Genosys (The Woodlands, TX) synthesized un-modified 50-mer 
oligonucleotides using standard phosphoramidite chemistry, with a starting scale of 
synthesis of 0.05 |jmole (see, e.g., R. Meyers, ed. (1995) Molecular Biology and 
Biotechnology: A Comprehensive Desk Reference) . Briefly, to begin synthesis, a 3' 
hydroxyl nucleoside with a dimethoxytrityl (DMT) group at the 5' end was attached to a 
solid support. The DMT group was removed with trichloroacetic acid (TCA) in order to 
free the 5 '-hydroxyl for the coupling reaction. Next, tetrazole and a phosphoramidite 
derivative of the next nucleotide were added. The tetrazole protonates the nitrogen of the 
phosphoramidite, making it susceptible to nucleophilic attack. The DMT group at the 5'- 
end of the hydroxyl group blocks further addition of nucleotides in excess. Next, the 
inter-nucleotide linkage was converted to a phosphotriester bond in an oxidation step 
using an oxidizing agent and water as the oxygen donor. Excess nucleotides were filtered 
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out and the cycle for the next nucleotide was started by the removal of the DMT 
protecting group. Following the synthesis, the oligo was cleaved from the solid support. 
The oligonucleotides were desalted, resuspended in water at a concentration of 100 or 
200 \xM, and placed in 96-deep well format. The oligonucleotides were re-arrayed into 
Whatman Uniplate 3 84- well polyproylene V bottom plates. The oligonucleotides were 
diluted to a final concentration 30 \iM in IX Micro Spotting Solution Plus 
(Telechem/arrayit.com, Sunnyvale, CA) in a total volume of 1 5 pi In total, 8,031 
oligonucleotides were arrayed into twenty-one 3 84- well plates. 

Arrays were produced on Telechem/arrayitxom Super amine glass substrates 
(Telechem/arrayitcom), which were manufactured in 0.1 mm filtered clean room with 
exact dimensions of 25x76x0.96 mm. The arrays were printed using the Virtek 
Chipwriter with a Telechem 48 pin Micro Spotting Printhead. The Printhead was loaded 
with 48 Stealth SMP3B TeleChem Micro Spotting Pins, which were used to print 
oligonucleotides onto the slide with the spot size being 1 10-1 15 microns in diameter. 
Example 23- Amplification, labeling, and hybridization of total RNA to an 
oligonucleotide microarray 

Amplification, labeling, hybridization and scanning 

Samples consisting of at least 2 pg of intact total RNA were further processed for 
array hybridization. Amplification and labeling of total RNA samples was performed in 
three successive enzymatic reactions. First, a single-stranded DNA copy of the RNA was 
made (hereinafter, "ss-cDNA"). Second, the ss-cDNA was used as a template for the 
complementary DNA strand, producing double-stranded cDNA (hereinafter, "ds-cDNA, 
or cDNA"). Third, linear amplification was performed by in vitro transcription from a 
bacterial T7 promoter. During this step, fluorescent-conjugated nucleotides were 
incorporated into the amplified RNA (hereinafter, "aRNA"). 

The first strand cDNA was produced using the Invitrogen kit (Superscript II). 
The first strand cDNA was produced in a reaction composed of 50 mM Tris-HCl (pH 
8.3), 75 mM KCI, and 3 mM MgCl 2 (lx First Strand Buffer, Invitrogen), 0.5 mM dGTP, 
0.5 mM dATP, 0.5 mM dTTP, 0.5 mM dCTP, 10 mM DTT, 10 U reverse transcriptase 
(Superscript II, Invitrogen, #18064014), 15 U RNase inhibitor (RNAGuard, Amersham 
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Pharmacia, #27-0815-01), 5 \M T7T24 primer 
(5 ' -GGCC AGTGAATTGTAATACGACTCAC 




TTTTTTTTTTTT-3'), (SEQ ID NO.:8831) and 2 \xg of selected sample total RNA. 
Several purified, recombinant control mRNAs from the plant Arabidopsis thaliana were 
added to the reaction mixture: 20 pg of CAB and RCA, 14 pg of LTP4 and NAC1, and 2 
pg of RCP1 and XCP2 (Stratagene, #252201, #252202, #252204, #252208, #252207, 
#252206 respectively). The control RNAs allow the estimate of copy numbers for 
individual mRNAs in the clinical sample because corresponding sense oligonucleotide 
probes for each of these plant genes are present on the microarray. The final reaction 
volume of 40 |il was incubated at 42°C for 60 min. 

For synthesis of the second cDNA strand, DNA polymerase and RNase were 
added to the previous reaction, bringing the final volume to 150 \xl. The previous 
contents were diluted and new substrates were added to a final concentration of 20 mM 
Tris-HCl (pH 7.0) (Fisher Scientific, Pittsburgh, PA #BP1756-100), 90 mMKCl 
(Teknova, Half Moon Bay, CA, #0313-500) , 4.6 mM MgCl 2 (Teknova, Half Moon Bay, 
CA, #0304-500), 10 mM(NH4) 2 S0 4 (Fisher Scientific #A702-500)(lx Second Strand 
buffer, Invitrogen), 0.266 mM dGTP, 0.266 mM dATP, 0.266 mM dTTP, 0.266 mM 
dCTP, 40 U E. coli DNA polymerase (Invitrogen, #18010-025), and 2 U RNaseH 
(Invitrogen, #18021-014). The second strand synthesis took place at 16°C for 120 
minutes. 

Following second-strand synthesis, the ds-cDNA was purified from the enzymes, 
dNTPs, and buffers before proceeding to amplification, using phenol-chloroform 
extraction followed by ethanol precipitation of the cDNA in the presence of glycogen. 
Alternatively, a silica-gel column is used to purify the cDNA (e.g. Qiaquick PCR cleanup 
from Qiagen, #28104). The cDNA was collected by centrifugation at >1 0,000 xg for 30 
minutes, the supernatant is aspirated, and 150 |lx1 of 70% ethanol, 30% water was added to 
wash the DNA pellet. Following centrifugation, the supernatant was removed, and 
residual ethanol was evaporated at room temperature. 

Linear amplification of the cDNA was performed by in vitro transcription of the 
cDNA. The cDNA pellet from the step described above was resuspended in 7.4 yl of 
water, and in vitro transcription reaction buffer was added to a final volume of 20 \il 
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containing 7.5 mM GTP 5 7.5 mM ATP, 7.5 mM TTP, 2.25 mM CTP, 1.025 mM Cy3- 
conjugated CTP (Perkin Elmer; Boston, MA, #NEL-580), lx reaction buffer (Ambion, 
Megascript Kit, Austin, TX and #1334) and 1 % T 7 polymerase enzyme mix (Ambion, 
Megascript Kit, Austin, TX and #1334). This reaction was incubated at 37°C overnight. 
Following in vitro transcription, the RNA was purified from the enzyme, buffers, and 
excess NTPs using the RNeasy kit from Qiagen (Valencia, CA; # 74106) as described in 
the vendor's protocol. A second elution step was performed and the two eluates were 
combined for a final volume of 60 pi RNA is quantified using an Agilent 2100 
bioanalyzer with the RNA 6000 nano LabChip. 

Reference RNA was prepared as described above, except that 10 ug of total RNA 
was the starting material for amplification, and Cy5-CTP was incorporated instead of 
Cy3CTP. Reference RNA from five reactions was pooled together and quantitated as 
described above. 

Hybridization to an array 

RNA was prepared for hybridization as follows: for an 18mmx55mm array, 20 fig 
of amplified RNA (aRNA) was combined with 20 \ig of reference aRNA. The combined 
sample and reference aRNA was concentrated by evaporating the water to 5 pi in a 
vacuum evaporator. Five jal of 20 mM zinc acetate was added to the aRNA and the mix 
incubated at 60°C for 10 minutes to fragment the RNA into 50-200 bp pieces. Following 
the incubation, 40 fil of hybridization buffer was added to achieve final concentrations of 
5xSSC and 0.20 %SDS with 0.1 jig/ul of Cot- 1 DNA (Invitrogen) as a competitor DNA. 
The final hybridization mix was heated to 98°C, and then reduced to 50°C at 0.1 °C per 
second. 

Alternatively, formamide is included in the hybridization mixture to lower the 
hybridization temperature. 

The hybridization mixture was applied to the microarray surface, covered with a 
glass coverslip (Corning, #2935-246), and incubated in a humidified chamber (Telechem, 
AHC-10) at 62°C overnight. Following incubation, the slides were washed in 2xSSC, 
0.1% SDS for two minutes, then in 2xSSC for two minutes, then in 0.2xSSC for two 
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minutes. The arrays were spun at lOOOxg for 2 minutes to dry them. The dry 
microarrays are then scanned by methods described above. 
Example 24: Analysis of Human Transplant Patient Mononuclear cell RNA 
Hybridized to a 24,000 Feature Microarray. 

Patients who had recently undergone cardiac transplant and were being monitored 
for rejection by biopsy were selected and enrolled in a clinical study, as described in 
Example 11. Blood was drawn from several patients and mononuclear cells isolated as 
described in Example 8. The rejection grade determined from the biopsy is presented in 
Table 9 for some of the patient samples. Four samples (14-0001-2, 14-0001-3, 14-0005-1 
and 14-0005-2) from one center were selected for further examination. Two sets of 
paired samples were available that allowed comparison of severe rejection (rejection 
grade 3 A) to minimal or no rejection (rejection grade 1 or 0). These two groups are 

v. 

designated "high rejection grade" and "low rejection grade", respectively. 

Additional RNA was isolated from the mononuclear cells of enrolled cardiac 
allograft recipients as described in Example 8. The yield of RNA from 8 ml of blood is 
shown in Table 9, below. 

1 or 2 jig of total RNA was amplified by making cDNA copies using a T7T24 
primer and subsequent in vitro transcription, as described in Example 23. This "target" 
amplified RNA was labeled by incorporation of Cy3 -conjugated nucleotides, as described 
in Example 23. The amplified RNA was quantified by analysis at A260 on a 
sp ectrophotometer. 

Hybridization to the 8,000 probe (24,000-feature) microarray (described in 
Examples 20-22) was performed essentially as described in Example 23. 20 p.g of 
amplified and labeled RNA was combined with 20 |^g of R50 reference RNA that was 
labeled and prepared as described in Example 9. 

The sample and reference amplified and labeled RNAs were combined and 
fragmented at 95°C for 30 min, as described in Example 23. The fragmented RNA was 
mixed with 40 jLtl of hybridization solution (to bring the total to 50 and applied to the 
8,000-probe, 24,000-feature microarray and covered with a 21mmx60mm coverslip. The 
arrays were hybridized overnight and washed as described in Example 23. 
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Once hybridized and washed, the arrays were scanned as described in Example 
23. The full image produced by the Agilent scanner G2565AA was flipped, rotated, and 
split into two images (one for each signal channel) using TIFFSplitter (Agilent, Palo 
Alto, CA). The two channels are the output at 532 nm (Cy3-labeled sample) and 633 
nm(Cy5-labeled R50). The individual images were loaded into GenePix 3.0 (Axon 
Instruments, Union City, CA) and the software was used to determine the median pixel 
intensity for each feature (Fi) and the median pixel intensity of the local background for 
each feature (Bj) in both channels. The standard deviation (SDFj an d SDBj) for each is 
also determined. Features for which GenePix could not discriminate the feature from the 
background were "flagged", and the data were deleted from further consideration. 

From the remaining data, the following calculations were performed. 

The first calculation performed was the signal to noise ratio: 



SDB. 



All features with a S/N less than 3 in either channel were removed from further 
consideration. All features that did not have GenePix flags and passed the S/N test were 
considered usable features. The background-subtracted signal (hereinafter, "BGSS") was 
calculated for each usable feature in each channel (BGSSi=Fj-Bi). 

The BGSS was used for the scaling step within each channel. The median BGSS 
for all usable features was calculated. The BGSSi for each feature was divided by the 
median BGSS. The median BGSS for the scaled data then became 1 for each channel on 
each array. This operation did not change the distribution of the data, but did allow each 
to be directly compared 

The scaled BGSSj (Sj) for each feature was used to calculate the ratio of the Cy3 
to the Cy5 signal: 



CySS, 
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The ratio data from the triplicate features were combined for each probe on the 
array. If all three features were still usable, their average was taken (R p ) and the 
coefficient of variation (hereinafter "CV") was determined. If the CV was less than 15%, 
the average was carried forward for that probe. If the CV was greater than 15% for the 
triplicate features, then the average of the two features with the closest R n values were 
used. If there were only two usable features for a given probe, the average of the two 
features was used. If there was only one usable feature for a given probe, the value of 
that feature was used. 

The logarithm of the average ratio was taken for each probe (log R p ). This value 
was used for comparison among arrays. For comparison of gene expression in high 
rejection grade patients to gene expression from low rejection grade patients, the average 
was taken for each probe for hybridizations 107739 and 107741 (high rejection grades) 
and 107740 and 107742 (low rejection grades). Since there were only two patients, each 
with a change from high to low rejection grade, there should be less variability in the data 
than if all four samples were from different patients. The results of this comparison were 
plotted in Figure 9. The X-axis is the high rejection grade average (the average of each 
probe for hybridizations of samples from high rejection grade patients) and the Y-axis is 
the low rejection grade average. There was complete data for 5562 probes, all plotted in 
Figure 9. Each "poinf 5 in the graph corresponded to a probe on the microarray. 

A "cluster" of points were shaded in white. Points within the cluster represented 
genes with expression that is not significantly changed from one sample group to the 
other. The far ends of the cluster corresponded to genes that are expressed at either low 
or high levels in each group. 

Outlier points, corresponding to genes with differential expression between high 
and low rejection grade patients, were shaded black and are further described in Table 10. 
There was one point above the cluster (indicating that expression was relatively higher in 
the low rejection grade than in the low rejection grade), and 7 points below the cluster 
(indicating that expression was relatively higher in the high rejection grade than in the 
low rejection grade). 
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Many of the differentially expressed genes had unknown or poorly described 
functions. One, corresponding to probe number 8091, was known in the public databases 
only as a predicted niRNA and protein. 

Using the data from samples 107739 (Grade 3A rejection) and 107742 (Grade 0), 
a scaled ratio of sample (Cy3) to reference (Cy5) expression was determined using the 
same techniques. The ratio of was taken of these scaled ratios, denoted "the ratio of 
scaled ratios (hereinafter, "SR"), Replicate features were not combined and all probes 
with S/N < 3 in either channel were filtered out. Some probes with differential 
expression between these two samples are shown in Figure 10. In this Figure, the probes 
are sorted from the top to the bottom by relative expression in the first grade 0 sample vs 
grade 3 A (ratio of SRs, grade 0/3 A). 

Diagnostic accuracy for sample classification is determined using additional 
samples and suitable methods for correlation analysis. 

Comparing Figure 10 and Table 10, genes of particular interest include those 
corresponding to SEQ ID NO:2476, SEQ ID NO: 2407, SEQ ID NO:2192, SEQ ID NO: 
2283, SEQ ID NO:6025, SEQ ID NO: 4481, SEQ ID NO:3761, SEQ ID NO: 3791, SEQ 
ID NO:4476, SEQ ID NO: 4398, SEQ ID NO:7401, SEQ ED NO: 1796, SEQ ID 
NO:4423, SEQ ID NO: 4429, SEQ ID NO:4430, SEQ ID NO: 4767, SEQ ID NO:4829 
and SEQ ID NO: 8091. 
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Table 1 



Disease Classification 


Disease/Patient Group 


Cardiovascular Disease 


Atherosclerosis 




Unstable angina 




Myocardial Infarction 




Restenosis after angioplasty 




Congestive Heart Failure 




Myocarditis 




Endocarditis 




Endothelial Dysfunction 




Cardiomyopathy 




Cardiovascular drug use 


Endocrine Disease 


Diabetes Meliitus I and II 




Thyroiditis 




Addisson's Disease 


Infectious Disease 


Hepatitis A, B, C, D, E, G 




Malaria 




Tuberculosis 




HIV 




Pneumocystis Carinii 




Giardia 




Toxoplasmosis 




Lyme Disease 




Rocky Mountain Spotted Fever 




Cytomegalovirus 




Epstein Barr Virus 




Herpes Simplex Virus 




Clostridium Dificile Colitis 




Meningitis (all organisms) 




Pneumonia (all organisms) 




Urinary Tract Infection (all organisms) 




Infectious Diarrhea (all organisms) 




Anti-infectious drug use 


Angiogenesis 


Pathologic angiogenesis 




Physiologic angiogenesis 




Treatment induced angiogenesis 




Pro or anti-angiogenic drug use 


Inflammatory/Rheumatic 


Rheumatoid Arthritis 




Systemic Lupus Erythematosus 




Sjogrens Disease 




CREST syndrome 




Scleroderma 




Ankylosing Spondylitis 




Crohn's 




Ulcerative Colitis 




Primary Sclerosing Cholangitis 
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Table 1 (continued) 



Disease Classification 


Disease/Patient Group 


Inflammatory/Rheumatic 


Appendicitis 




Diverticulitis 




Primary Biliary Sclerosis 




Wegener's Granulomatosis 




Polyarteritis nodosa 




Whipple's Disease 




Psoriasis 




Microscopic Polyanngiitis 




Takayasu's Disease 




Kawasaki's Disease 




Autoimmune hepatitis 




Asthma 




Churg-Strauss Disease 




Beurger's Disease 




Raynaud's Disease 




Cholecystitis 




Sarcoidosis 


• 


Asbestosis 




Pneumoconioses 




Antinflammatory drug use 


Transplant Rejection 


Heart 




Lung 




Liver 




Pancreas 




Bowel 




Bone Marrow 




Stem Cell 




Graft versus host disease 




Transplant vasculopathy 




Skin 




Cornea 




Immunosupressive drug use 


Malignant Disorders 


Leukemia 




Lymphoma 




Carcinoma 




Sarcoma 


Neurological Disease 


Alzheimer's Dementia 




Pick's Disease 




Multiple Sclerosis 




Guillain Barre Syndrome 




Peripheral Neuropathy 
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Table 2: Candidate genes, Database mining 



Unigene clusters are listed. 

Cluster numbers are defined as in Unigene build #133 



CD50 


Hs.99995 


CD70 = CD27L 


Hs.99899 


MDC 


Hs.97203 


CD3z 


Hs.97087 


CD19 


Hs.96023 




Hs.95388 


CD3d 


Hs.95327 




Hs.9456 


interleukin 6 


Hs.93913 


phospholipaseA2 


Hs.93304 


Human mRNA for KIAA0128 gene, partial 
cds. 


Hs.90998 


CD48 


Hs.901 


heat shock 70kD protein 1 A 


Hs.8997 


TxA2 receptor 


Hs.89887 


fragile X mental retardation protein (FMR- 


Hs.89764 


CD20 


Hs.89751 


ENA-78 


Hs.89714 


DL-2 


Hs.89679 


CD79b 


Hs.89575 


CD2 


Hs.89476 


SDF-1=CXCR4 


Hs.89414 


CD61 


Hs.87149 


IFN-g 


Hs.856 


CD34 


Hs.85289 


CD 104 


Hs.85266 


CDS 


Hs.85258 


IGF-1 


Hs.85112 


CD103 


Hs.851 


IL-13 


Hs.845 


RPA1 


Hs.84318 


CD74 


Hs.84298 


CD 132 


Hs.84 


CD 18 


Hs.83968 


Cathepsin K 


Hs.83942 


CD80 


Hs.838 


CD46 


Hs.83532 


NFKB] 


Hs.83428 


IL-18 


Hs.83077 


interleukin 14 


Hs.83004 


L-selectin = CD62L 


Hs.82848 


CD107b 


Hs.8262 


CD69 


Hs.82401 


CD95 


Hs.82359 


CD53 


Hs.82212 



Homo sapiens cAMP responsive element 
binding protein 1 (CREB1) mRNA. 


Hs.79194 


NucIeolin(NCL) 


Hs.79110 


MAPK14 


Hs.79107 


CD 100 


Hs.79089 


OX-2 


Hs.79015 


PCNA 


Hs.78996 




Hs.78909 


GRO-a 


Hs.789 


CDw32A 


Hs.78864 


H.sapiens mRNA for herpesvirus associated 
ubiquitin-specific protease (HAUSP). 


Hs.78683 


CD41b = LIBSl 


Hs.785 




ANXA1 (LPC1) 


Hs.78225 


CD31 


Hs.78146 


Homo sapiens TERF1 (TRFl)-interacting 
nuclear factor 2 (TTNF2), mRNA. 


Hs.7797 


major histocompatibility complex, class I, B 


Hs.77961 




LOX1 


Hs.77729 


major histocompatibility complex, class II, 
DM alpha 


Hs.77522 




CD64 


Hs.77424 


CD71 


Hs.77356 




Hs.77054 


HLA-DRA 


Hs.76807 


CD 105 


Hs.76753 




Hs.76691 


TNF-alpha 


Hs.76507 


LCP1 


Hs.76506 


TMSB4X 


Hs.75968 


PAI2 


Hs.75716 


MDP-lb 


Hs.75703 


CD58 


Hs.75626 


CD36 


Hs.75613 


hnRNP A2/hnRNPBl 


Hs.75598 


CD124 


Hs.75545 


MP-3a 


Hs.75498 


beta-2-microglobulin 


Hs.75415 


FPR1 


Hs.753 


Topo2B 


Hs.75248 


interleukin enhancer binding factor 2, 45kD 


Hs.75117 




chloride intracellular channel I 


Hs.74276 


EGR3 


Hs.74088 


MEP-la 


Hs.73817 


CD62P = p-selectin 


Hs.73800 


CD21 


Hs.73792 


APE 


Hs.73722 


IL12Rb2 


Hs.73165 
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Table 2: Candidate genes, Database mining 



Human lymphocyte specific interferon 
regulatory factor/interferon regulatory factor 
4 (LSIRP/IRF4) mRNA, complete cds. 


Hs.82132 


IL-16 


Hs.82127 


DUT 


Hs.82113 


CDwl21a 


Hs.82112 


PAI-1 


Hs.82085 


TGF-bR2 


Hs.82028 


CD117 


Hs.81665 


HLA-DPB1 


Hs.814 


NFKBIA 


Hs.81328 


CD6 


Hs.81226 


IL-1 RA 


Hs.81134 


UBE2B (RAD6B) 


Hs.811 I 


Lyn 


Hs. 80887 


STAT4 


Hs.80642 


UBE2A (RAD6A) 


Hs.80612 


Fractalkine 


Hs.80420 


IK cytokine, down-regulator of HLA II 


Hs.8024 




Hs.79933 


CD79a 


Hs.79630 




Hs.7942 


nuclear factor, interleukin 3 regulated 


Hs.79334 


CD83 


Hs.79197 


DC-CK1 


Hs. 16530 


CCR7 


Hs.1652 


TLR4 


Hs.159239 


EST 


Hs. 158975 


EST 


Hs. 158966 


EST 


Hs.158965 


EST ; 


Hs.158943 


EST 


Hs.l58S94 


EST 


Hs. 158877 


EST 


Hs. 1578 15. 


EST 


Hs.157813 


ESTs 


Hs. 157569 


immunoglobulin kappa constant 


Hs.156110 


INPP5D 


Hs. 155939 


C3AR1 


Hs. 155935 


PRKDC 


Hs. 155637 



NFKB2 


Hs.73090 


1-309 


Hs.72918 


immunoglobulin superfamily, member 4 


Hs.70337 


IL-3 


Hs.694 




Hs.6895 


NTH1 


Hs.66196 


CD40L 


Hs.652 


IL-11R 


Hs.64310 


Homo sapiens toll-like receptor 2 (TLR2) 
mRNA. 


Hs.63668 


ferritin H chain 


Hs.62954 


IL8 


Hs.624 


Tissue Factor 


Hs.62192 


F-box only protein 7 


Hs.5912 


CD5 


Hs.58685 


guanine nucleotide binding protein (G 
protein), beta polypeptide 2-like 1 


Hs.5662 - 


SCYA11 


Hs.54460 


IK1 


Hs.54452 


CCR1 


Hs.516 


Homo sapiens TRAIL receptor 2 mRNA, 
complete cds. 


Hs.51233 


CDllc 


Hs.51077 


CD66a 


Hs.50964 


JAK1 


Hs.50651 


Homo sapiens programmed cell death 4 
(PDCD4), mRNA. 


Hs. 100407 


SCYB13(CXCL13) 


Hs. 100431 


SMAD7 


Hs. 100602 


RAD51L1 (RAD51B) 


Hs. 100669 


PPARG 


Hs. 100724 


transcription factor 3 (E2A immunoglobulin 
enhancer binding factors E12/E47) 


Hs.101047 


major histocompatibility complex, class I- 
like sequence 


Hs. 10 1840 


immunoglobulin superfamily containing 
leucine-rich repeat 


Hs.102171 


CD166 


Hs. 10247 


fibroblast tropomyosin TM30 (pi) 


Hs.102824 


interleukin 1 receptor-like 2 


Hs.102865 


GTF2H4 


Hs.102910 




Hs. 10326 


Human ITAC (IBICK) 


Hs. 103982 


novel protein with MAM domain 


Hs. 1043 11 


ESTs, Weakly similar to interleukin 
enhancer binding factor 2 fH.sapiensl 


Hs. 105125 
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MHC class II HLA-DRw53-associated 
glycoprotein 


Hs.155122 


CD73 


Hs.153952 


CD37 


Hs. 153053 


IFNAR1 


Hs.1513 


Homo sapiens solute carrier family 21 
(organic anion transporter), member 1 1 
(SLC21 All), mRNA. 


Hs.14805 


EST 


Hs. 146627 


SET translocation (myeloid leukemia- 
associated) 


Hs.145279 


EST 


Hs.144119 


ESTs 


Hs.143534 


STAT3 


Hs.142258 


CD96 


Hs. 142023 


CD23 


Hs.1416 


EGR2 


Hs.1395 


CDwS4 


Hs.137548 


CD55 


Hs.1369 


EST 


Hs.135339 


GM-CSF 


Hs.1349 


EST 


Hs.133175 


CDla 


Hs.1309 


CD10 


Hs.1298 


HVEM 


Hs.129708 


C9 


Hs.1290 


C6 


Hs.1282 


C1R 


Hs.1279 


IL-lb 


Hs. 126256 


CD9 


Hs.1244 




Hs. 12305 


Homo sapiens Vanin 2 (VNN2) mRNA. 


Hs. 12 1102 


HsplO 


Hs.1197 


CD59 


Hs. 11 9663 


CD51 


Hs.l 18512 


CD49a 


Hs. 116774 


CD72 


Hs. 116481 


HLA-DMB 


Hs.l 162 


MCP-4 


Hs.11383 




Hs.111554 



Homo sapiens clone 24686 mRNA 
sequence. 


Hs.l 05509 




Hs. 105532 


Homo sapiens granulysin (GNLY), 
transcript variant 519, mRNA. 


Hs. 105 806 


CD77 


Hs. 105956 


RD RNA-binding protein 


Hs.106061 




Hs.l 06673 




Hs. 10669 


Homo sapiens clone 24818 mRNA 
sequence. 


Hs.106823 




Hs. 106826 




Hs.10712 




Hs.107149 


hypothetical protein 


Hs.10729 


Tachykinin Receptor 1 


Hs.l 080 


glycophorin A 


Hs. 108694 


HistoneHlx 


Hs. 109804 


CD66d 


Hs.ll 


interleukin 17 


Hs.l 10040 




Hs.110131 


major histocompatibility complex, class I, F 


Hs. 11 0309 


REV1 


Hs. 11 0347 


HCR 


Hs. 11 0746 


VWF 


Hs.l 10802 


high affinity immunoglobulin epsilon 
receptor beta subunit 


Hs.l 1090 


interleukin 22 receptor 


Hs.110915 




Hs.l 10978 


Homo sapiens ubiquitin specific protease 6 
(Tre-2 oncogene) (USP6), mRNA. 


Hs.ll 1065 




Hs.111128 


MMP2 


Hs.111301 


major histocompatibility complex, class II, 
DN alpha 


Hs.ll 135 


LTBR 


Hs.l 116 


ESTs, Weakly similar to A41285 
interleukin enhancer-binding factor ILF-1 
fH. sapiens! 


Hs.l 11941 


Homo sapiens STRIN protein (STRIN), 
mRNA. 


Hs.l 12144 


MSH5 


Hs.112193 


TCRg 


Hs. 112259 




Hs.11307 I 


CMKRL2 


Hs.l 13207 
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ferritin L chain 


Hs. 11 1334 


TGF-b 


Hs.1103 


Homo sapiens ras homolog gene family, 
member H (ARHH), mRNA. 


Hs 109918 


lysosomal alpha-mannosidase (MANB) 


Hs. 108969 




Hs. 108327 


granzyme B 


Hs.1051 


HCC-4 


Hs. 10458 




Hs. 10362 




Hs. 102630 




Hs.101382 


C4BPA 


Hs.1012 


CD125 


Hs 100001 


TERF2 


Hs. 100030 


LIG3 


Hs. 100299 




Hs. 157489 


EST 


Hs. 157560 


EST 


Hs. 157808 


EST 


Hs 157811 




Hs 158127 


interleukin 18 receptor accessory protein 


Hs.158315 


CCR3 


Hs. 158324 


Human DNA sequence from clone CTA- 
390C10 on chromosome 22ql 1.21-12.1 

Oontains an Tmmnnncrlnhiilin-likf* cxpnp anH 

V^UJJlUllllJ till XllLLllLlllUt^lVJ L/U.1111 1H\.C/ iiv/Hky CUlU 

a rKPiidnp^np similar to Rpta Prvstallin 
FSTs ST^s fr9^<; anri taon and tat rpnpat 

i— <«J i jj J i Oj) vjuOO aiJU laid, a cxliu Ldt lopcaL 
nn 1\rmriT*r*riiCTTi c 

|JUI Y J 1 lUI UlllodlO 


Hs.158352 


ESTs 


Hs. 158576 




Hs. 158874 


EST 


Hs 158875 


EST 


Hs. 158876 


EST 


Hs. 158878 


EST 


Hs.158956 


EST 


Hs. 158967 


EST 


Hs. 158969 


EST 


Hs.158971 


EST 


Hs.158988 



CCRS 


Hs. 113222 


LILRA3 


Hs. 113277 


Human CXCR-5 (BLR-1) 


Hs.113916 


RAD51C 


Hs.11393 


myosin, heavy polypeptide 8, skeletal 


Hs. 11 3973 


muscle, perinatal 




CD42a 


Hs.1144 


TNFRSF11A 


Hs. 11 4676 




Hs. 114931 


MSH4 


Hs. 11 5246 


Homo sapiens dendritic cell 


Hs 115515 


immunoreceptor (DCIR), mRNA. 




REV3L fPOLZ) 


Hs.1 15521 


JAK2 


Hs.1 15541 


OPG ligand 


Hs.1 15770 


PCDH12 


Hs.1 15897 




Hs. 166235 


POLE1 


Hs. 166846 


regulatory factor X, 5 (influences HLA class 


Hs. 166891 


II expression) 




PIG-F fohosohatidvl-inositol-^lvcan class 


Hs 166982 


F^ 




l^ST*? Mnderatelv similar to 


Hs 167154 






ENHANCER-BINDING FACTOR 1 




[TLsapiensl 




HLA-DRB6 


Hs.167385 


ret finger protein-like 3 


Hs.167751 


CD56 


Hs.167988 






RBTI 


Hs. 169 138 


APOE 


Hs.1 69401 




Hs.1 6944 




Hs.1 69470 


MMP12 


Hs.1695 


CD161 


Hs. 169824 


tenascin XB 


Hs.169886 




Hs.1 70027 




Hs.1 70 150 


C4A 


Hs.170250 
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CD120a=TNFR-l 


Hs.159 


EST 


Hs. 159000 




Hs.159013 


EST 


[Hs.159025 


EST 


Hs.159059 


IL18R1 


Hs.159301 


ftp-3 


Hs.159494 


CASP8 


Hs.159651 


EST 


Hs.159655 


EST 


Hs. 159660 


EST . 


Hs.159678 


kallikrein 12 (KLK12) 


Hs. 159679 


EST 


Hs. 159682 


EST 


Hs.159683 


EST 


Hs.159693 


EST 


Hs. 159706 


EST 


Hs. 1597 18 


SP011 


Hs. 159737 


EST 


Hs. 159754 


EST 


Hs.160401 


EST 


Hs.160405 


EST 


Hs.160408 


EST 


Hs.160410 


EST 


Hs. 160423 


RPA3 


Hs.1608 


ESTs 


Hs. 160946 


EST 


Hs. 160956 


ESTs 


Hs. 160978 


EST 


Hs. 160980 


EST 


Hs.160981 


EST 


Hs. 160982 


EST 


Hs.160983 


Tachykinin Receptor 2 


Hs.161305 


RAD17 (RAD24) 


Hs.16184 


Human phosphatidylinositol 3-kinase 
catalytic subunit pi lOdelta mRNA, 
complete cds. 


Hs. 162808 


Human alpha- 1 Ig germline C-region 
membrane-coding region, 3' end 


Hs. 163271 


GCP-2 


Hs. 164021 




Hs.164284 


EST 


Hs. 164331 




Hs.164427 




Hs. 165 568 


ER 


Hs.1657 



TP53BP1 


Hs. 170263 


ESTs 


Hs. 1702 74 


ESTs, Weakly similar to ALU1_HUMAN 
ALU SUBFAMILY J SEQUENCE 
CONTAMINATION WARNING 
ENTRY □ IH.sapiensl 


Hs.170338 


ESTs 


Hs. 170578 


EST 


Hs. 170579 


ESTs 


Hs. 1705 80 


EST 


Hs. 1705 81 


ESTs 


Hs.170583 


EST 


Hs. 1705 86 


EST 


Hs. 170588 


EST 


Hs. 170589 




Hs.170772 


ESTs 


Hs. 170786 


EST 


Hs. 170909 


EST 


Hs.170912 


EST 


Hs. 170933 


ESTs 


Hs.171004 


EST 


Hs. 171095 


EST 


Hs. 17 1098 


ESTs 


Hs.171101 


EST 


Hs.171108 


ESTs 


Hs.171110 


ESTs 


Hs.171113 


ESTs 


Hs.171117 


EST 


Hs.171119 


ESTs 


Hs. 171 120 


EST 


Hs. 171 122 


EST 


Hs.171123 


EST 


Hs.171124 


EST 


Hs.171140 


EST 


Hs.171216 


EST 


Hs.171260 


ESTs 


Hs. 171264 


RIP 


Hs.171545 


ESTs, Weakly similar to immunoglobulin 
superfamily member [D.melanogaster] 


Hs.171697 


CD22 


Hs.171763 




Hs.171776 


sema domain, immunoglobulin domain (Ig), 
short basic domain, secreted, (semaphorin) 
3C 


Hs.171921 


interleukin 1 1 


Hs.1721 


CDllb 


Hs. 172631 


EST, Highly similar to APS [H.sapiensl 


Hs. 172656 


ALK1 


Hs. 172670 
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EST, Highly similar to JM26 (TLsapiens] 


Hs.165701 


EST 


Hs. 165702 


EST 


Hs. 165704 


EST 


Hs.165732 


regulatory factor X, 3 (influences HLA class 
II expression) 


Hs. 1660 19 


LIG4 


Hs.166091 


TNFSF1S 


Hs.248197 


EST 


Hs.248228 


H.sapiens rearranged gene for kappa 
immunoglobulin subgroup V kappa IV 


Hs.248756 


caspase 1, apoptosis-related cysteine 
protease (interleukin 1 , beta, convertase) 


Hs.2490 


EST 


Hs.249031 


TNFRSF10A 


Hs.249190 


immunoglobulin lambda variable 3-10 


Hs.249208 


Homo sapiens rnRNA for single-chain 
antibody, complete cds 


Hs.249245 


EST 


Hs.250473 


ESTs 


Hs.250591 


ESTs 


Hs.250605 




Hs.25063 


Human DNA sequence from clone RP1- 
149A16 on chromosome 22 Contains an 
IGLC (Immunoglobulin Lambda Chain C) 
pseudogene, the RFPL3 gene for Ret finger 
protein-like 3, the RFPL3S gene for Ret 
finger protein-like 3 antisense, the gene for 
a novel Immunoglobulin Lambda Chain V 
family protein, the gene for a novel protein 
similar to mouse RGDS (RALGDS, 
RALGEF, Guanine Nucleotide Dissociation 
Stimulator A) and rabbit oncogene RSC, the 
gene for a novel protein (ortholog of worm 
F16A1 1.2 and bacterial and archea-bacterial 
predicted proteins), the gene for a novel 
protein similar to BPI (Bacterial 
Permeability-Increasing Protein) and rabbit 
LBP (Liposaccharide-Binding Protein) and 
the 5' part of a novel gene. Contains ESTs, 
STSs, GSSs and three putative CpG islands 


Hs.250675 


ACE 


Hs.250711 


TREX2 


Hs.251398 





Hs. 172674 


CD 123 


Hs. 172689 


ESTs 


Hs. 172822 


Collal 


Hs.172928 




Hs. 172998 




Hs.173081 


myosin, heavy polypeptide 3, skeletal 
muscle, embryonic 


Hs. 173084 






Hs. 173201 


Mediterranean fever (MEFV) 


Hs.173730 




Hs.173749 


interleukin 1 receptor accessory protein 


Hs. 173 880 


EST, Weakly similar to RL13JHUMAN 


Hs. 174231 


60S RIBOSOMAL PROTEIN L13 




(H.sapiens] 




EST 


Hs.174242 


EST 


Hs.174300 


EST 


Hs. 174634 


EST 


Hs. 174635 


EST 


Hs. 174650 


EST 


Hs. 174673 


EST 


Hs.174716 


EST 


Hs. 174740 


EST 


Hs. 174778 
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Human DNA sequence from clone 1 170K4 
on chromosome 22q 12. 2- 13.1. Contains 
three novel genes, one of which codes for a 
Trypsin family protein with class A LDL 
receptor domains, and the IL2RB gene for 
Interleukin 2 Receptor, Beta (IL-2 Receptor, 
CD122 antigen). Contains a putative CpG 
island, ESTs, and GSSs 


Hs.251417 


EST 


Hs.251539 


EST 


Hs.251540 


C3 


Hs.251972 


EST 


Hs.252273 


EST 


Hs.252359 


ESTs, Moderately similar to 
T2DTHUMAN TRANSCRIPTION 
INITIATION FACTOR TFIID 105 KDA 
SUBUNIT rH.sapiensI 


Hs252867 


EST, Moderately similar to RS2_HUMAN 
40S RIBOSOMAL PROTEIN S2 
TH-sapiens] 


Hs.253150 


EST 


Hs.253151 


EST 


Hs.253154 


EST 


Hs.253165 


EST 


Hs.253166 


EST 


Hs.253167 


EST 


Hs.253168 


EST 


Hs.253169 


interleukin 1 receptor, type II 


Hs.25333 




Hs.25361 


EST 


Hs.253742 


EST 


Hs.253743 


EST, Weakly similar to AF161429J 
HSPC311 rH.sapiensI 


Hs.253744 


EST 


Hs.253747 


EST 


Hs.253748 


EST 


Hs.253753 


EST, Moderately similar to 
ALU5 HUMAN ALU SUBFAMILY SC 
SEQUENCE CONTAMINATION 
WARNING ENTRYO nLsaoiensl 


Hs.254108 


ESTs 


Hs.254948 


ESTs 


Hs.255011 


EST 


Hs.255118 


EST 


Hs.255119 


EST 


Hs.255123 


EST 


Hs.255129 


EST 


Hs.255134 


EST 


Hs.255135 


EST 


Hs.255139 



EST 


Hs. 174779 


EST, Weakly similar to RL 1 3_HUMAN 
60S RIBOSOMAL PROTEIN L13 
fH.sapiensl 


Hs.174780 


(KIAA0033) for ORF, partial cds. 


Hs. 174905 




Hs. 175270 


EST 


Hs. 175281 


EST 


Hs.175300 


EST 


Hs. 175336 


EST 


Hs.175388 




Hs.175437 


EST, Weakly similar to salivary proline-rich 
protein precursor rH.sapiensI 


Hs. 175777 


EST 


Hs. 175803 


ESTs 


Hs. 176337 


EST 


Hs. 176374 


EST 


Hs. 1763 80 


EST 


Hs. 176404 


EST 


Hs.176406 


LCK 


Hs.1765 


LIG1 


Hs.1770 


EST 


Hs.177012 


PERB1 1 family member in MHC class I 
region 


Hs.I7704 




EST 


Hs.l 77146 


EST 


Hs. 177209 




Hs. 177376 




Hs. 177461 


CD99 


Hs.l 77543 


PMS2 


Hs. 177548 


human calmodulin 


Hs.l 77656 




Hs.177712 


Homo sapiens immunoglobulin lambda 
gene locus DNA, clone:288A10 


Hs. 178665 






Hs.l 78743 


EST 


Hs.l 79008 


EST 


Hs.l 79070 


EST 


Hs.179130 
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EST 


Hs.255140 


ESTs 


Hs.255142 


EST 


Hs.255150 


EST 


Hs.255152 


ESTs 


Hs.255153 


ESTs 


Hs.255157 


ESTs 


Hs.255171 


EST 


Hs.255172 


EST, Moderately similar to 


Hs.255174 


PGTA_HUMAN RAB 




GERANYLGERANYL TRANSFERASE 




ALPHA SUBUNIT IRsamensl 




EST 


Hs.255177 


EST 


Hs.255178 


EST 


Hs.255245 


EST 


Hs.255246 


EST 


Hs.255249 


EST 


Hs.255251 


EST 


Hs.255253 


EST 


Hs.255254 


EST 


Hs.255255 


ESTs 


Hs.255256 


EST 


Hs.255330 


EST, Weakly similar to putative G protein- 


Hs.255333 


coupled Receptor IH.sapiensl 




EST 


Hs.255336 


EST 


Hs.255337 


EST 

• 


Hs.255339 


EST 


Hs.255340 


EST 


Hs.255341 


ESTs 


Hs.255343 


EST 


Hs.255347 


EST 


Hs.255349 


EST 


Hs.255350 


EST 


Hs.255354 


ESTs 


Hs.255359 


ESTs 


Hs.255387 


EST 


Hs.255388 


EST 


Hs.255389 


ESTs 


Hs.255390 


EST 


Hs.255392 


EST 


Hs.255444 


EST 


Hs.255446 


EST 


Hs.255448 


ESTs 


Hs.255449 


EST 


Hs.255454 


EST 


Hs.255455 


EST 


Hs.255457 


EST 


Hs.255459 



EST 


Hs. 179 132 




Hs. 179 149 


EST 


Hs. 179490 


EST 


Hs. 179492 


promyelocytic leukemia cell mRNA, clones 
PHH58 andpHHSl. 


Hs. 179735 




Hs.179817 


major histocompatibility complex, class II, 
DO beta 


Hs.1802 




HLA-DRB1 


Hs. 180255 


TNFRSF12 


Hs. 180338 


RAD23A (HR23A) 


Hs. 180455 


MKK3 


Hs. 180533 


EST 


Hs. 180637 


CD27 


Hs.180841 


STAT6 


Hs.181015 


TNFSF4 


Hs. 181 097 


immunoglobulin lambda locus 


Hs.181125 




Hs. 18 1368 


CD3 


Hs. 18 1392 


EST 


Hs.255745 


EST 


Hs.255746 


EST 


Hs.255747 


EST 


Hs.255749 


EST 


Hs.255754 


ESTs, Moderately similar to KIAA1271 
protein fH.sapiensl 


Hs.255759 


EST 


Hs.255762 


EST 


Hs.255763 


EST 


Hs.255764 


EST 


Hs.255766 


EST 


Hs.255767 


EST 


Hs.255768 


EST 


Hs.255769 


EST 


Hs.255770 


EST 


Hs.255772 


EST 


Hs.255777 


EST 


Hs.255778 


EST 


Hs.255779 


EST 


Hs.255782 


EST 


Hs.255783 


EST 


Hs.255784 


EST 


Hs.255785 


EST, Weakly similar to Conl fH.sapiens] 


Hs.255788 


EST 


Hs.255791 


EST 


Hs.255794 


EST 


Hs.255796 


EST 


Hs.255797 
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EST 


Hs.255462 


EST 


Hs.255464 


EST 


Hs.255492 


EST 


Hs.255494 


EST 


Hs.255495 


EST 


Hs.255497 


EST 


Hs.255498 


EST 


Hs.255499 


EST 


Hs.255501 


EST 


Hs.255502 


EST 


Hs.255505 


EST 


Hs.255541 


EST 


Hs.255543 


ESTs 


Hs.255544 


EST 


Hs.255546 


EST 


Hs.255549 


EST 


Hs.255552 


EST 


Hs.255554 


EST 


Hs.255556 


EST 


Hs.255558 


EST 


Hs.255559 


EST 


Hs.255560 


EST 


Hs.255561 


EST 


Hs.255569 


EST 


Hs.255572 


EST 


Hs.255573 


EST 


Hs255575 


EST 


Hs.255577 


EST 


Hs.255578 


EST 


Hs.255579 


EST 


Hs.255580 


EST 


Hs.255590 


EST 


Hs.255591 


EST 


Hs.255598 


TNFRSF17 


Hs.2556 


EST 


Hs.255600 


EST 


Hs.255601 


ESTs, Highly similar to KIAA1039 protein 


Hs.255603 


IH.sapiensj 




EST 


Hs.255614 


EST 


Hs.255615 


ESTs 


Hs.255617 


EST 


Hs.2556 1 8 


EST 


Hs.255621 


EST 


Hs.255622 


ESTs 


Hs.255625 


EST 


Hs.255626 


ESTs 


Hs.255627 


ESTs 


Hs.255630 


EST 


Hs.255632 


EST 


Hs.255633 



EST 


Hs.255799 


ESTs 


Hs.255877 


EST 


Hs.255880 


EST 


Hs.255920 


EST 


Hs.255927 


CD40 


Hs.25648 


interleukin enhancer binding factor 3, 90kD 


Hs.256583 


ESTs 


Hs.256810 


EST 


Hs.256956 


EST 


Hs.256957 


EST 


Us.256959 


EST 


Hs.256961 


EST 


Hs.256970 


EST 


Hs.256971 


ESTs 


Hs.256979 


ESTs 


Hs.257572 


EST 


Hs.257579 


EST 


Hs.257581 


EST 


Hs.257582 


EST 


Hs.257630 


EST 


Hs.257632 


EST 


Hs.257633 


EST 


Hs.257636 


EST 


Hs257640 


ESTs 


Hs.25764I 


EST 


Hs.257644 


EST "~ 1 


Hs.257645 


EST 


Hs.257646 


EST 


Hs.257647 


EST 


Hs.257667 


EST 


Hs.257668 


EST 


Hs ^57677 


EST 


Hs.257679 


EST 


Hs.257680 


ESTs 


Hs.257682 


ESTs 


Hs.257684 


EST 


Hs.257687 


EST 


Hs.257688 


EST 


Hs.257690 


EST 


Hs.257695 


EST 


Hs.257697 


EST 


Hs257705 


EST 


Hs.257706 


EST 


Hs.257709 


ESTs, Moderately similar to 


Hs.257711 


ALU8_HUMAN ALU SUBFAMILY SX 




SEQUENCE CONTAMINATION 




WARNING ENTRY n FH saoiensl 




EST 


Hs.257713 


EST 


Hs.257716 


EST 


Hs.257719 


EST 


Hs.257720 


EST 


Hs.257727 
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EST 


Hs.255634 




EST 


Hs.257730 


EST 


Hs.255635 


EST 


Hs.257738 


EST 


Hs.255637 


EST 


Hs.257743 


ESTs 


Hs.255639 


ESTs 


Hs.258513 


EST 


Hs.255641 




EST 


Hs.258820 


EST 


Hs.255644 


EST 


Hs.258864 


EST 


Hs.255645 


sema domain, immunoglobulin domain (Ig), 
transmembrane domain (TM) and short 
cytoplasmic domain, (semaphorin) 4F 


Hs.25887 


EST 


Hs.255646 


EST 


Hs.258898 


EST 


Hs.255647 


EST 


Hs.258933 


EST 


Hs.255648 


interleukin 13 receptor, alpha 2 


Hs.25954 


EST 


Hs.255649 


Homo sapiens HSPC101 mRNA, partial cds 


Hs.259683 


EST 


Hs.255650 


EST 


Hs.263695 


EST 


Hs.255653 


ESTs 


Hs.263784 


EST 


Hs.255657 


TNFSF12 


Hs.26401 


EST 


Hs.255661 


EST 


Hs.264154 


ESTs 


Hs.255664 


EST 


Hs.264654 


EST 


Hs.255665 


CDwll6b 


Hs.265262 


EST 


Hs.255666 


MHC binding factor, beta 


Hs.2654 


EST 


Hs.255668 


EST 


Hs.265634 


EST 


Hs.255671 


EST 


Hs.266387 


EST 


Hs.255672 


ESTs 


Hs.268027 


EST 


Hs.255673 


ATHS (LDLR?) 


Hs.268571 


EST 


Hs.255674 


ESTs, Highly similar to AAD18086 BAT2 
IH-sapiensl 


Hs.270193 


EST 


Hs.255675 


ESTs 


Hs.270198 


EST 


Hs.255677 


ESTs 


Hs.270294 


EST 


Hs.255679 


ESTs, Weakly similar to alternatively 
spliced product using exon 13A [H.sapiensJ 


Hs.270542 


EST 


Hs.255681 


ESTs, Moderately similar to 
ALU2HUMAN ALU SUBFAMILY SB 
SEQUENCE CONTAMINATION 
WARNING ENTRYD rH.sa D iensl 


Hs.270561 


EST 


Hs.255682 


ESTs, Weakly similar to pro alpha 1 (I) 
collagen fH.sapiensl 


Hs.270564 


EST 


Hs.255686 


ESTs, Weakly similar to ALU1_HUMAN 
ALU SUBFAMILY J SEQUENCE 
CONTAMINATION WARNING 
ENTRYD rH.sapiens1 


Hs.270578 


ESTs 


Hs.255687 


ESTs, Moderately similar to brain-derived 
immunoglobulin superfamily molecule 
rM.musculusl 


Hs.2705.88 


EST 


Hs.255688 


TALL1 


Hs.270737 


ESTs 


Hs.255689 


ESTs 


Hs.271206 


EST 


Hs.255691 


MYH . 


Hs.271353 


EST 


Hs.255692 


POLI (RAD30B) 


Hs.271699 


ESTs 


Hs.255693 


ADPRTL3 


Hs.271742 
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EST 


Hs.255695 


EST, Highly similar to transmembrane 
chloride conductor protein [H.sapiens] 


Hs.255697 


EST 


Hs.255698 


EST 


Hs.255699 


EST 


Hs.255705 


EST 


Hs.255706 


EST 


Hs.255708 


EST 


Hs.255710 


EST 


Hs.255713 


EST 


Hs.255717 


EST 


Hs.255718 


EST 


Hs.255721 


ESTs 


Hs.255723 


EST 


Hs.255725 


EST 


Hs.255726 


EST 


Hs.255727 



ESTs, Moderately similar to 
ALU8_HUMAN ALU SUBFAMILY SX 
SEQUENCE CONTAMINATION 
WARNING ENTRY □ IH.sapiensI 


Hs.272075 


Human DNA sequence from clone RP5- 
1 1 70K4 on chromosome 22q 1 2.2- 1 3 . 1 
Contains three novel genes, one of which 
codes for a Trypsin family protein with 
class A LDL receptor domains, and the 
IL2RB gene for Interleukin 2 Receptor, 
Beta (IL-2 Receptor, CD 122 antigen), a 


Hs.272271 


interleukin 1 receptor accessory protein-like 
2 


Hs.272354 


Homo sapiens partial IGVH3 V3-20 gene 
for immunoglobulin heavy chain V region, 
case 1, clone 2 


Hs.272355 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, cas.e 
1, clone 16 


Hs.272356 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
1, clone 19 


Hs.272357 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
1, cell Mo IV 72 


Hs.272358 


Homo sapiens partial IGVH1 gene for 
immunoglobulin heavy chain V region, case 
l,cell MoV94 


Hs.272359 


Homo sapiens partial IGVL2 gene for 
immunoglobulin lambda light chain V 
region, case 1, cell Mo V 94 


Hs.272360 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
l,ceUMoVI7 


Hs.272361 


Homo sapiens partial IGVL1 gene for 
immunoglobulin lambda light chain V 
region, case 1, cell Mo VI 65 


Hs.272362 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
1, cell Mo VI 162 


Hs.272363 


Homo sapiens partial IGVH3 DP29 gene 
for immunoglobulin heavy chain V region, 
case L cell Mo VII 116 


Hs.272364 


Homo sapiens partial IGVH4 gene for 
immunoglobulin heavy chain V region, case 
2, cell D 56 


Hs.272365 


Homo sapiens partial IGVH3 gene for 
immunoglobulin heavy chain V region, case 
2, ceil E 172 


Hs.272366 


interleukin 20 


Hs.272373 
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EST 


Hs.255736 


EST 


Hs.255740 


EST 


Hs.255742 


EST 


Hs.255743 


EST 


Hs.7569 


SMAD4 


Hs.75862 


Homo sapiens splicing factor, 
arginine/serine-rich 4 (SFRS4) mRNA. 


Hs.76122 


thymosin beta- 10 


Hs.76293 


CD63 


Hs.76294 


AIF1 


Hs.76364 


phospholipase A2, group IIA (platelets, 
synovial fluid), 


Hs.76422 


CES1 


Hs.76688 


ubiquitin conjugating en2yme 


Hs.76932 i 


Homo sapiens KIAA0963 protein 
(KIAA0963), mRNA. 


Hs.7724 ! 


Homo sapiens fragile histidine triad gene 
(FHIT) mRNA. 


Hs.77252 


PAF-AH 


Hs.77318 


Mig 


Hs.77367 


DDB2 


Hs.77602 


ATR 


Hs.77613 


XPB (ERCC3) 


Hs. 77929 


PNKP 


Hs.78016 


C7 


Hs.78065 



Human DNA sequence from clone RP1- 
149A16 on chromosome 22 Contains an 
IGLC (Immunoglobulin Lambda Chain C) 
pseudogene, the RFPL3 gene for Ret finger 
protein-like 3, the RFPL3S gene for Ret 
finger protein-like 3 antisense, the gene for 
a novel Immunoglobulin Lambda Chain V 
family protein, the gene for a novel protein 
similar to mouse RGDS (RALGDS, 
RALGEF, Guanine Nucleotide Dissociation 
Stimulator A) and rabbit oncogene RSC, the 
gene for a novel protein (ortholog of worm 
F16A1 1.2 and bacterial and archea-bacterial 
predicted proteins), the gene for a novel 
protein similar to BPI (Bacterial 
Permeability-Increasing Protein) and rabbit 
LBP (Liposaccharide-Binding Protein) and 
the 5 part of a novel gene. Contains ESTs, 
STSs, GSSs and three putative CpG islands 


Hs.272521 




TdT 


Hs.272537 


ret finger protein-like 3 antisense 


Hs.274285 


PRKR 


Hs.274382 


KLsapiens immunoglobulin epsilon chain 


Hs.274600 


EST, Weakly similar to HLA-DQ alpha 
chain (H.sapiensl 


Hs.275720 




EST, Weakly similar to RL13 HUMAN 
60S RIBOSOMAL PROTEIN LI 3 
FH.sapiensl 


Hs.276279 


EST 


Hs.276341 


EST 


Hs.276342 


EST, Weakly similar to RL13_HUMAN 
60S RIBOSOMAL PROTEIN LI 3 
ULsapiensl 


Hs.276353 


EST 


Hs.276774 


EST 


Hs.276819 


EST 


Hs.276871 


EST, Weakly similar to FBRL_HUMAN 
FIBRILLARIN rH.sapiens] 


Hs.276872 


EST 


Hs.276887 


EST 


Hs.276902 


EST 


Hs.276917 


EST 


Hs.276918 


EST, Weakly similar to RL13_HUMAN 
60S RIBOSOMAL PROTEIN LI 3 
ULsapiensl 


Hs.276938 


EST 


Hs.277051 


EST 


Hs.277052 


EST, Moderately similar to RL13_HUMAN 
60S RIBOSOMAL PROTEIN L13 
fH.sapiens] 


Hs.277236 
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Homo sapiens small nuclear RNA activating 
complex, polypeptide 2, 45kD (SNAPC2) 
mRNA. 


Hs.78403 




Hs.78465 


sphingolipid activator protein / cerebroside 
sulfate activator protein 


Hs.78575 


Homo sapiens aminolevulinate, delta-, 
synthase 1 (ALAS1), nuclear gene encoding 
mitochondrial protein, mRNA. 


Hs.78712 


tyrosine kinase with immunoglobulin and 
epidermal growth factor homology domains 


Hs.78824 


Hsp72 


Hs.78846 


UNG 


Hs.78853 


CX3CR1 


Hs.78913 


MSH2 


Hs.78934 


CRHR1 


Hs.79117 


BCL2 


Hs.79241 


P-selectin 


Hs.79283 


UBE2VE (MMS2) 


Hs.79300 


retinoid X receptor, beta 


Hs.79372 


MPG 


Hs.79396 


RPA2 


Hs.79411 


heat shock 70kD protein-like 1 


Hs.80288 


FANCG (XRCC9) 


Hs.8047 


CD43 


Hs.80738 


POLG 


HS.80961 


Human CB-4 transcript of unrearranged 
immunoglobulin V(H)5 gene 


Hs.81220 


Human L2-9 transcript of unrearranged 
immunoglobulin V(H)5 pseudogene 


Hs.81221 


immunoglobulin superfamily, member 3 


Hs.81234 


UBL1 


Hs.81424 


PF4 


Hs.81564 


palmitoyl-protein thioesterase 2 


Hs.81737 


natural killer cell receptor, immunoglobulin 
superfamily member 


Hs.81743 


TNFRSF11B 


Hs.81791 


interleukin 6 signal transducer (gpl 30, 
oncostatin M receptor) 


Hs.82065 


CD138 


Hs.82109 


Human monocytic leukaemia zinc finger 
protein (MOZ) mRNA, complete cds. 


Hs.82210 


sema domain, immunoglobulin domain (Ig), 
short basic domain, secreted, (semaphorin) 
3B 


Hs.82222 


HPRT 


Hs.82314 


Human RNA binding protein Etr-3 mRNA, 
complete cds. 


Hs.8232l 


MNAT1 


Hs.82380 



EST, Moderately similar to DEAD Box 
Protein 5 [H.sapiens] 


Hs.277237 


EST 


Hs.277238 


EST 


Hs.277286 


major histocompatibility complex, class I, C 


Hs.277477 


EST, Weakly similar to AF 150959 1 
immunoglobulin Gl Fc fragment 
IHLsapiensI 


Hs.277591 


EST 


Hs.277714 


EST 


Hs.277715 


EST 


Hs.277716 


EST 


Hs.277717 


EST 


Hs.277718 


EST, Weakly similar to BAT3_HUMAN ! 
LARGE PROLINE-RICH PROTEIN BAT3 
(H.sapiensl 


Hs.277774 


EST 


Hs.277975 


EST 


Hs.278060 


cytochrome P450, subfamily XX1A (steroid 
21-hydroxylase, congenital adrenal 
hyperplasia), polypeptide 2 


Hs.278430 


KIAA0015 gene product 


Hs.278441 


CD32B 


Hs.278443 


KIR2DL1 


Hs.278453 


CD158a 


Hs.278455 


CD24 


Hs.278667 


HLA class II region expressed gene KE4 


Hs.278721 


IL-17C 


Hs.278911 


HSPC048 protein (HSPC048) 


Hs.278944 


HSPC054 protein (HSPC054) 


Hs.278946 


HSPC073 protein (HSPC073) 


Hs.278948 


ESTs 


Hs.279066 


ESTs 


Hs.279067 


ESTs 


Hs.279068 


ESTs 


Hs.279069 


ESTs 


Hs.279070 


ESTs 


Hs.279071 


ESTs 


Hs.279072 


ESTs, Weakly similar to KIAA0052 protein 
[H.sapiens] 


Hs.279073 


ESTs 


Hs.279074 


ESTs 


Hs.279075 


ESTs 


Hs.279076 
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SMAD2 


Hs.82483 


CD47 


Hs.82685 


CETN2 


Hs.82794 


protein phosphatase 1, regulatory (inhibitor) 
subunit 1 1 


Hs.82887 


MMP1 


Hs.83169 


D3-type cyclin (CCND3) 


Hs:83173 


MMP3 


Hs.83326 


TNFSF10 


Hs.83429 


CD33 


Hs.83731 


CD102 


Hs.83733 




Hs.84153 


interleukin 8 receptor, beta 


Hs.846 


titin immunoglobulin domain protein 
(myotilin) 


Hs.84665 


KU80 (XRCC5) 


Hs.84981 


Raf-1 


Hs.85181 


major histocompatibility complex, class I, J 
(pseudosene) 


Hs.85242 


RELB 


Hs.858 




Hs.85923 


ERK1 


Hs.861 | 


FADD 


Hs.86131 


MHC class I polypeptide-related sequence 
A 


Hs.90598 


TNF receptor-associated factor 6 


Hs.90957 


Topo3A 


Hs.91175 


PARG 


Hs.91390 


HLA-DPA1 


Hs.914 


SEEK1 


Hs.91600 


POLD1 


Hs.99890 


ALK4 


Hs.99954 


XPD (ERCC2) 


Hs.99987 


SCYA25 (CCL25) 


Hs.50404 


SCYA19 (CCL19) 


Hs.50002 


TCIRG1 


Hs.46465 


PAF-Receptor 


Hs.46 


CD26 


Hs.44926 




Hs.44865 


REL 


Hs.44313 


IL-17 


Hs.41724 


CD49d 


Hs.40034 


CCR2 


Hs.395 




Hs.3688 


TNF-b 


Hs.36 ! 


lactoferrin 


Hs.347 


MCP-1 


Hs.340 


CD150 


Hs.32970 


IL-lORa 


Hs.327 


EGR1 


Hs.326035 



ESTs 


Hs.279077 


EST 


Hs.279078 


EST 


Hs.279079 


ESTs 


Hs.279080 


EST 


Hs.279081 


ESTs 


Hs.279082 


ESTs 


Hs.279083 


ESTs 


Hs.279084 


ESTs 


Hs.279085 


ESTs 


Hs.279086 


ESTs, Weakly similar to AF201422J 
splicing coactivator subunit SRm300 
TH-sapiens] 


Hs.279087 


ESTs 


Hs.279088 


ESTs 


Hs.279089 




Hs.86437 




HS.S6761 


CD118 = IFNAR-2 


Hs.86958 




Hs.87113 


PGHS-1 


Hs.88474 . 




Hs.8882 


LT-b 


Hs.890 


EST 


Hs.92440 




Hs.92460 


myosin-binding protein H 


Hs.927 


IFN-b 


Hs.93177 


C8A 


Hs.93210 


pre-B-cell leukemia transcription factor 2 


Hs.93728 


Tachykinin Receptor 3 


Hs.942 


Homo sapiens cDNAFLJ 12242 fis, clone 
MAMMA1001292 


Hs.94810 


CD29 


Hs287797 


LIF 


Hs.2250 


Human IP- 10 


Hs.2248 


IL-5 


Hs.2247 


G-CSF 


Hs.2233 


TGF-bR 


Hs.220 


G-CSFR 


Hs.2175 


CD15 


Hs.2173 


STAT1 


Hs.21486 


CD85 


Hs.204040 


HCC-1 


Hs.20144 


Fas ligand 


Hs.2Q07 


CD28 


Hs.1987 


HLA-DQA1 


Hs. 198253 


Ku70 (G22P1) 


Hs. 197345 


PGHS-2 


Hs. 1963 84 


CDwl28 


Hs. 194778 


IL-10 


Hs. 193717 
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SCYCl (XCL1) 


Hs.3195 


HLA-DR 


Hs.3 18720 


Topo I (TOPI) 


Hs.317 


SCYA2 (MCP1) 


Hs.303649 


HuRNPD 


Hs.303627 


Human C mu gene for IgM heavy chain 
exons CHI -4, secretory 


Hs.302063 


PI 


Hs.297681 


immunoglobulin lambda joining 3 


Hs.289110 


major histocompatibility complex, class II, 
DO alpha 2 


Hs.289095 


HSPCA 


Hs.289088 


interleukin 22 


Hs.287369 


ribosomal protein L4 


Hs.286 


IgM 


Hs.285823 


EST 


Hs.283267 


TREM1 


Hs.283022 


HLA-DRB3 


Hs.279930 


LIFR 


Hs.2798 


C4B 


Hs.278625 


EST 


Hs.276907 


CDw52 


Hs.276770 


CD16b 


Hs.274467 


heat shock 70kDjDrotein IB 


Hs.274402 


Thl 


Hs.273385 


MEP-5/HCC-2 


Hs.272493 


TBX21 


Hs.272409 


Homo sapiens mRNA; cDNA 
DKFZp43402417 (from clone 
DKFZp43402417); partial cds 


Hs.272307 


Human DNA sequence from clone RP1- 
108C2 on chromosome 6pl2.1-21.1. 
Contains the MCM3 gene for 
minichromosome maintenance deficient (S. 
cerevisiae) 3 (DNA replication licensing 
factor, DNA polymerase alpha holoenzyme- 
associated protein PI, RLF beta subunit), a 
CACT (carnitine/acylcamitine translocase) 
pseudogene, part of the gene for a 
PUTATIVE novel protein similar to IL17 
(interleukin 17 (cytotoxic T-lymphocyte- 
associated serine esterase 8)) (cytotoxic T 
lymphocyte-associated antigen 8, CTLA8), 
ESTs, STSs, GSSs and a putative CpG 
island 


Hs.272295 



CD126 


Hs. 193400 




Hs.1880 


CD98 


Hs. 184601 




Hs. 184542 


MHC class I region ORF 


Hs.1845 


CDvvll6a 


Hs. 182378 


HLA-DRB5 


Hs.181366 


major histocompatibility complex, class I, A 


Hs. 18 1244 


elongation factor 1 -alpha (clone CEF4) 


Hs.181165 


CD119 


Hs. 180866 




Hs. 180804 




Hs. 180532 


POLB 


Hs. 1801 07 


CDld 


Hs.1799 


CD87 


Hs. 179657 


minichromosome maintenance deficient (S. 
cerevisiae) 3 


Hs. 179565 


RAD23B (HR23B) 


Hs. 178658 




Hs.178391 




Hs.177781 


ADPRT 


Hs. 177766 


IFNGR2 


Hs. 177559 


CD16a 


Hs. 176663 


CD4 


Hs. 17483 


SCYC2 (XCL2) 


Hs. 174228 


CD115 


Hs.174142 


CDlla 


Hs. 174 103 


BL-lORb 


Hs. 173936 
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CD49b 


Hs.271986 


MCP-2 


Hs.271387 


CD49c 


Hs.265829 


NBS1 


Hs.25812 


CD 1 20b = TNFRSF 1 B 


Hs.256278 


CDw75 


Hs.2554 


CD82 


Hs.25409 


MCP-3 


Hs.251526 


xanthine oxidase 


Hs.250 


Human Ig rearranged lambda-chain mKNA, 
subgroup VL3, V-J region, partial cds 


Hs.247947 


Eotaxin-2/MPIF-2 


Hs.247838 


CTLA-4 


Hs.247824 


immunoglobulin kappa variable 1-9 


Hs.247792 


CD68 


Hs.246381 


OSMR 


Hs.238648 


CDwl27 


Hs.237868 


transcription factor 8 (represses interleukin 
2 expression) 


Hs.232068 


CDSb 


Hs.2299 


EST 


Hs.229374 


TRF4-1 


Hs.225951 


CD3g 


Hs.2259 


C2 


Hs.2253 




Hs.l 16834 




Hs. 117741 


Human MHC Class I region proline rich 
protein mRNA, complete cds 


Hs. 11 8354 


ESTs, Weakly similar to FCE2 MOUSE 
LOW AFFINITY IMMUNOGLOBULIN 
EPSILON FC RECEPTOR IM.musculusl 


Hs.l 18392 


MKK6 


Hs.l 18825 




Hs.l 18895 


Rsapiens mRNA for ITBA4 gene. 


Hs.119018 




Hs. 1 19057 


TNFRSFlOc 


Hs. 11 9684 




Hs.l 2064 




Hs.120907 


acid phosphatase 5, tartrate resistant 


Hs.1211 




Hs.121297 



MSCF 


Hs.l 73 894 


TDG 


Hs. 173824 


RAC1 


Hs.1 73737 


integrin cytoplasmic domain-associated 
protein 1 


Hs.l 73274 


IL2R 


Hs.l 724 


IL-la 


Hs.1722 




Hs.171872 




Hs.171118 


EST 


Hs.171009 


EST 


Hs.l 70934 


EST 


Hs.170587 


DL-9R 


Hs.1702 


CD45 


Hs.l 70121 


TGF-a 


Hs.l 70009 


CD44 


Hs.169610 


Fyn 


Hs. 169370 


MPIF-1 


Hs.169191 


ICAM-1 


Hs. 1683 83 


IL-15 


Hs.168132 


STAT5A 


Hs.167503 


ESTs 


Hs.l 67208 


ESTs 


Hs.l 65693 




Hs.135750 


DINB1 (POLK) 


Hs. 135756 


Human DNA sequence from clone RP1- 
238023 on chromosome 6. Contains part of 
the gene for a novel protein similar to PIGR 
(polymeric immunoglobulin receptor), part 
of the gene for a novel protein similar to rat 
SAC (soluble adenylyl cyclase), ESTs, 
STSs and GSR 


Hs.136141 




Hs.l 36254 




Hs.l 3646 




Hs. 136537 


Histone HI (F3) 


Hs.1 36857 


MGMT 


Hs.1384 




Hs.138563 


IgG 


Hs.140 




Hs. 140478 




Hs. 14070 




Hs. 141 153 
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Human immunoglobulin (mAb59) light 
chain V region mRNA, partial sequence 


Hs. 12 1508 


IL12Rbl 


Hs. 12 1544 


Human MHC class II DO-alpha mRNA, 
partial cds 


Hs. 123041 


Histone H4 (H4F2) 


Hs.123053 


TSHR 


Hs.123078 




Hs. 123445 


regulatory factor X; 1 (influences HLA class 
II expression) 


Hs.123638 


CD13 


Hs.I239 


IL-15R 


Hs. 12503 


RAD51L3 (RAD51D) 


Hs. 125244 


CDw90 


Hs. 125359 


LYPLA1 


Hs. 12540 


ESTs, Weakly similar to AF201951 1 high 
affinity immunoglobulin epsilon receptor 
beta subunit JH.sapiensl 


Hs. 126580 




Hs.127128 




Hs.127444 


C5 


Hs.1281 


C8G 


Hs.1285 


RAD54B 


Hs.128501 




Hs. 129020 




Hs.129268 




Hs.129332 


XRCC2 


Hs. 129727 


potassium voltage-gated channel, Shaw- 
related subfamily, member 3 (KCNC3) 


Hs. 129738 


interleukin 17 receptor 


Hs.129751 


CD134 


Hs. 129780 


TNFRSFlOd 


Hs. 129844 


POLL 


Hs.129903 


GADD153=growth arrest and DNA-damage 
inducible gene / fus-chop fusion protein 


Hs.129913 





Hs.143954 


ESTs, Moderately similar to 
I1BCHUMAN INTERLEUKIN-l BETA 
CONVERTASE PRECURSOR IH.saniensl 


Hs. 1448 14 


CHK2 (Rad53) 


Hs.146329 


EST 


Hs.146591 




Hs. 147040 


CD42b 


Hs.1472 




Hs.149235 


AICD 


Hs. 149342 


Homo sapiens putative tumor suppressor 
protein (101F6) mRNA, complete cds. 


Hs. 149443 


CD49e 


Hs.149609 


heparan sulfate proteoglycan (HSPG) core 
protein 


Hs.1501 


CD 107a 


Hs.150101 


ESTs, Weakly similar to 157587 MHC HLA 
SX-alpha [H.sapiens] 


Hs.150175 


ALK2 


Hs. 150402 


WRN 


Hs. 150477 


EST 


Hs. 150708 


XRCC4 


Hs.1 50930 


IFN-a 


Hs.1510 


MAPK 


Hs. 151 051 




Hs. 15200 


immunoglobulin mu binding protein 2 


Hs.1521 


4-1BBL 


Hs.1524 




Hs. 1 528 18 


HUS1 


Hs. 152983 


SWAP70 


Hs. 153026 


DOM-3 (C. elegans) homolog Z 


Hs. 153299 




Hs.153551 




Hs.15370 
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solute carrier family 5 (neutral amino acid 
transporters, system A), member 4 


Hs.130101 




SMAD6 


Hs. 153863 




Hs.130232 




APEXL2 


Hs.154149 




Hs. 13034 




Hs. 154 198 


CD30L 


Hs.1313 






Hs. 154366 


SCYA26 (CCL26) 


Hs.131342 




BCL6 


Hs. 155024 


CD30 


Hs.1314 




Hs. 155 150 




Hs.131885 




Hs. 155402 




Hs.131887 


RAIDD 


Hs. 155566 




Hs. 13256 


POLH 


Hs.1 55573 


ESTs 


Hs. 132775 




Hs. 15589 


Homo sapiens (clone 3.8-1) MHC class I 
niRNA fragment 


Hs.132807 


Homo sapiens mRNA for K1AA0695 
protein, complete cds. 


Hs. 155976 




Hs. 13288 


SNM1 (PS02) 


Hs.1560 




Hs. 132943 


Topo2A 


Hs. 156346 


EST 


Hs.133261 


ESTs, Highly similar to MHC class II 
antigen [H.sapiensl 


Hs.156811 




Hs.133388 


Histamine HI receptor 


Hs.1570 


EST 


Hs.133393 




Hs.157118 


EST 


Hs.133930 




Hs. 157267 


ESTs 


Hs.133947 


EST 


Hs. 157279 


ESTs 


Hs. 133949 


EST 


Hs. 157280 


EST 


Hs.134017 


EST 


Hs. 157308 


EST 


Hs.134018 


EST 


Hs. 157309 


EST 


Hs. 134590 


EST 


Hs.157310 




Hs.135135 


EST 


Hs. 1573 11 


immunoglobulin superfamily, member 6 


Hs. 135 194 


ESTs 


Hs. 157344 




Hs. 135570 


ret finger protein-like 2 


Hs.157427 


Homo sapiens arrestin, beta 2 (ARRB2) 
mRNA. 


Hs.18142 




Hs.214956 


myeloperoxidase 


Hs.1817 


WASP 


Hs.2157 


APO-1 


Hs. 182359 


CD88 


Hs.2161 


TRAP1 


Hs. 182366 




Hs.21618 




Hs. 182594 


ring finger protein 5 


Hs.216354 


TNFRSF16 


Hs.1827 


class II cytokine receptor ZCYTOR7 


Hs.21814 




Hs. 1828 17 




Hs.219149 


regulatory factor X, 4 (influences HLA class 
II expression) 


Hs. 183009 


cyclophilin-related protein 


Hs.219153 


Homo sapiens killer cell lectin-like receptor 
Fl (KLRF1), mRNA. 


Hs.183125 


Homo sapiens mannosyl (alpha- 1,6-)- 
glycoprotein beta- 1 5 2-N- 
acetylglucosaminyltransferase (MGAT2) 
mRNA. 


Hs.2 19479 




Hs.183171 


perforin 


Hs.2200 


EST 


Hs.183386 




Hs.220154 




Hs.183656 


ESTs, Weakly similar to FCE2 MOUSE 
LOW AFFINITY IMMUNOGLOBULIN 
EPSILON FC RECEPTOR fM.musculusl 


Hs.220649 




Hs. 18368 






Hs.220868 
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auvdjiccu giycusyiauon enu proouct-specinc 
receptor 


MS. 1 84 






Hs.220960 


CTW7 


Lies iQyllOO 


immunoglobulin superfamily, member 1 


Hs.22111 




HS.1S4376 




Hs.221539 




Hsa84yzo 


hSTs 


Hs.221694 


EST, Weakly similar to A27307 proline- 
nui pnospnoprotein |ri.sapiens| 


Hs.l 85463 




Hs.222921 


EST 


Hs.l 85498 




Hs.222942 


EST, Weakly similar to B39066 proline- 
ncn protein o - rat |K.norve^icus] 


Hs. 186243 


EST 


Hs.223520 


-co i , weaKjy similar to salivary prolnie-ncn 
protein [K.norvegicus | 


Hs. 1 86265 


EST 


Hs.223935 


JC/Ol 


Hs.l 87200 


EST, Moderately similar to SMO__HUMAN 
SMOOTHENED HOMOLOG 
PRECURSOR fH.sapiens] 


Hs.224178 




Hs.188048 


Blk 


Hs.2243 


JZ/O I 


Hs.l 88075 


EST 


Hs.224344 


EST 


Hs.l 88 1 94 


EST 


Hs.224408 


.Col 


Hs. 188300 


EST 


Hs.224409 




Hs. 190251 


CPN1 


Hs.2246 




Hs.19056 


MMP7 


Hs.2256 


EST 


Hs. 190831 


MMP10 


Hs.2258 


lYJLnJriS.0 




CCR9 


Hs.225946 


-DO A 


Hs. 190921 


toll-like receptor 6 (TLR6) 


Hs.227105 


hojl, weaKiy similar to oj^zUo 
nypotneucai protein l - ratu [K.norvegicusJ 


Hs. 1 90924 


XPR1 


Hs.227656 


LT 1 rZrxZ, 


HS.19135o 


CD49f 


Hs.227730 




TT_ 1 AIT /"I 

Hs.191367 




Hs.22790 




Hs.191914 


EST 


Hs.228337 


ESTs, Weakly similar to immuaoglobulin 
superfamily member fD.melano^aster] 


Hs. 192078 


EST, Highly similar to 1409218A elastase 
[H.sapiens] 


Hs.228525 


YPA 


Hs.1y2o03 


EST 


Hs.228528 




Hs.l 93 122 


EST, Moderately similar to 
R37AHUMAN 60S RIBOSOMAL 
PROTEIN L37AQ fHsapiensl 


Hs.228874 


DFFRY 


Hs. 193 145 


EST 


Hs.228891 


CD35 


Hs. 193716 


EST 


Hs.228926 


REV7 (MAD2L2) 


Hs. 19400 


EST 


Hs.229071 




rlS.iy40o2 


EST 


Hs.229405 




Hs. 1941 10 


EST 


Hs.229494 




MS. iy4 14o 


EST, Weakly similar to ALU INHUMAN 
ALU SUBFAMILY J SEQUENCE 
CONTAMINATION WARNING 
xixv IK i u |xi, sapiens) i 


Hs.229560 


ESTs, Moderately similar to MHC Class I 
region proline rich protein JHsapiensl 


Hs.l 94249 


EST, Moderately similar to AAD18D86 
BAT2 fH.sapiens] 


Hs.229901 




Hs.l 94534 




EST 


Hs.229902 


Topo3B 


Hs. 194685 




EST, Highly similar to 14092 ISA elastase 
"H.sapiens] 


Hs.230053 



195 



WO 02/057414 PCT/US01/47856 

Table 2: Candidate genes, Database mining 



Human DNA sequence from clone 1 170K4 
on chromosome 22q 12.2- 13.1. Contains 
three novel genes, one of which codes for a 
Trypsin family protein with class A LDL 
receptor domains, and the IL2RB gene for 
Inter leukin 2 Receptor, Beta (EL-2 Receptor, 
CD 122 antigen). Contains a putative CpG 
island, ESTs, and GSSs 


Hs. 194750 


major histocompatibility complex, class II, 
DP alpha 2 (pseudogene) 


Hs. 194764 


Human DNA sequence from clone RP1 1- 
367 51 on chromosome 1. Contains (part of) 
two or more genes for novel 
Immunoglobulin domains containing 
nrotein 5 ? a SON T}NA binding nrotein 
rSOlsT^ nsfMiHoo^np a volfa op-c\ pnpnffpnf 
anion rhannpl 1 rVT^Afl^ ( nlncmplpmm^l 
yUiLllJ pivCuuUgtiic, Cv3 la, jl Oa dull VJOOo 


Hs. 194976 




Hs. 195447 


PDGF-B 


Hs.1976 


CXCR3 


Hs. 198252 




Hs. 198694 




Hs.198738 


MAR/SAR DNA binding protein (SATB1) 


Hs. 198822 


CHUK 


Hs.1 98998 


hemochromatosis 


Hs.20019 


T-cell receptor active beta-chain 


Hs.2003 


APO-1 


Hs.2007, 


RXRA 


Hs.20084 


EST 


Hs.200876 




Hs.201194 


TCRd 


Hs.2014 


ESTs, Highly similar to TNF-alpha 
converting enzyme r H.sapiensl 


Hs.202407 




Hs.202608 


Integrinbl =CD29 


Hs.202661 


thrombomodulin 


Hs.2030 




Hs.203064 




Hs.203184 




Hs.203584 


EST 


Hs.204477 



RAD51 


Hs.23044 


EST, Moderately similar to A54746 adhalin 
precursor - human □ IH.sapiens] 


Hs.230485 


EST 


Hs.230691 


EST 


Hs.230775 


EST 


Hs.230805 


EST 


Hs.230848 


EST 


Hs.230862 


EST 


Hs.230874 


EST 


Hs.230931 


EST 


Hs.231031 


EST 


Hs.231261 


EST 


Hs.231284 


EST 


Hs.231285 


EST 


Hs.231292 


EST, Weakly similar to putative 
mitochondrial outer membrane protein 
import receptor fH.sapiensl 


Hs.231512 


Homo sapiens mRNA for KIAA0529 
protein, partial cds. 


Hs.23168 


EST 


Hs.235042 


EST 


Hs.235826 


TREX1 (Dnase III) 


Hs.23595 


EST 


Hs.237126 




Hs.23860 


RAD9 


Hs.240457 


l-acylglycerol-3-phosphate 0- 
acyltransferase 1 (lysophosphatidic acid 
acvltransferase, alpha) 


Hs.240534 




EST 


Hs.240635 


EST, Weakly similar to ALU8_HUMAN 
ALU SUBFAMILY SX SEQUENCE 
CONTAMINATION WARNING 
ENTRY □ THsaDiensl 


Hs.241136 
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EST 


Hs.204480 


EST, Weakly similar to CA13_HUMAN 
COLLAGEN ALPHA l(III) CHAIN 
PRECURSORS rH.sapiensl 


Hs.204483 


ESTs 


Hs.204588 


EST, Weakly similar to salivary proline-rich 
protein 1 [Rsapiens] 


Hs.204598 


EST 


Hs.204610 


ESTs 


Hs.204703 


ESTs 


Hs.204751 


EST 


Hs.204760 


EST 


Hs.204771 


ESTs 


Hs.204873 


ESTs 


Hs.204932 


EST 


Hs.204954 


EST 


Hs.205158 


ESTs 


Hs.205159 


ESTs 


Hs.205327 


CD39 


Hs.205353 


ESTs 


Hs.205435 


EST 


Hs.205438 


EST, Highly similar to elastic titin 
(H.sapiensl 


Hs.205452 


EST 


Hs.205456 


MRE11A 


Hs.20555 


HLA class II region expressed gene KE2 


Hs.205736 


EST 


Hs.205788 


ESTs 


Hs.205789 


EST 


Hs.205803 


EST 


Hs.205815 


ESTs 


Hs.206160 




Hs.206654 


EST 


Hs.207060 


EST 


Hs.207062 


EST 


Hs.207063 


EST 


Hs.207473 


ESTs 


Hs.207474 



TNFSF15 


Hs.241382 


interleukin 1 receptor accessory protein-like 
1 


Hs.241385 


RANTES 


Hs.241392 


sema domain, immunoglobulin domain (Ig), 
short basic domain, secreted, (semaphorin) 
3A 


Hs.2414 


POLQ 


Hs.241517 


TNF-a 


Hs.241570 


Homo sapiens genes encoding RNCC 
protein, DDAH protein, Ly6-C protein, Ly6- 
D protein and immunoglobulin receptor 


Hs.241586 


megakaryocyte-enhanced gene transcript 1 
protein 


Hs.241587 


EST, Moderately similar to 14092 18A 
elastase [H.sapiensl 


Hs.241981 


EST 


Hs.241982 


EST 


Hs.241983 


EST 


Hs.242605 


ADPRT2 


Hs.24284 


EST 


Hs.243284 


EST 


Hs.243286 


ESTs 


Hs.243288 


SCYB14 


Hs.24395 


EST 


Hs.244046 


EST 


Hs.244048 


EST 


Hs.244049 


EST 


Hs.244050 


RFXAP 


Hs.24422 




Hs.24435 


STAT5B 


Hs.244613 


EST 


Hs.244666 


EST 


Hs.245586 


CDwl08 


Hs.24640 


ESTs 


Hs.246796 


dimethylarginine dimethylaminohydrolase 2 


Hs.247362 


Homo sapiens clone mcg53-54 
immunoglobulin lambda light chain variable 
region 4a mRNA, partial cds 


Hs.247721 


Homo sapiens ELK1 pseudogene (ELK2) 
and immunoglobulin heavy chain gamma 
pseudogene (IGHGP) 


Hs.247775 


immunoglobulin kappa variable 1/OR2-108 


Hs.247S04 


butyrophilin-like 2 (MHC class II 
associated) 


Hs.247808 
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ESTs 


Hs.207971 


EST 


Hs.207993 


EST 


Hs.208153 


EST, Weakly similar to S10889 proline-rich 
protein - humanD [H.sapiens] 


Hs.208667 


ESTs 


Hs.209142 


EST 


Hs.209261 


ESTs 


Hs.209306 




Hs.209362 


EST, Weakly similar to FCEB MOUSE 
HIGH AFFINITY IMMUNOGLOBULIN 
EPSILON RECEPTOR BETA-SUBUNIT 
rM.musculusl 


Hs.209540 


EST 


Hs.209913 


EST 


Hs.209989 


EST 


Hs.210049 


EST, Moderately similar to probable 
sodium potassium ATPase gamma chain 
[H.sapiensl 


Hs.210276 


EST, Weakly similar to N-WASP 
[H.sapiensl 


Hs.210306 


EST 


Hs.210307 


EST - 


Hs.210385 


interleukin21 receptor 


Hs.210546 


EST 


Hs.210727 



Homo sapiens genes encoding RNCC 
protein, DDAH protein, Ly6-C protein, Ly6- 
D protein and immunoglobulin receptor 


Hs.247879 


Histamine H2 receptor 


Hs.247885 


Human anti-streptococcal/anti-myosin 
immunoglobulin lambda light chain variable 
region mRNA, partial cds 


Hs.247898 


Homo sapiens isolate donor Z clone Z55K 
immunoglobulin kappa light chain variable 
region mRNA, partial cds 


Hs.247907 


Homo sapiens isolate donor D clone D103L 
immunoglobulin lambda light chain, variable 
region mRNA, partial cds 


Hs.247908 


Homo sapiens isolate 459 immunoglobulin 
lambda light chain variable region (IGL) 
gene, partial cds 


Hs.247909 


Homo sapiens isolate donor N clone N88K 
immunoglobulin kappa light chain variable 
region mRNA, partial cds 


Hs.247910 


Homo sapiens isolate donor N clone N8K 
immunoglobulin kappa light chain variable 
region mRNA. partial cds 


Hs.247911 


Human Ig rearranged mu-chain V-region 
gene, subgroup VH-IH, exon 1 and 2 


Hs.247923 


Epsilon , IgE=membrane-bound IgE, 
epsilon m/s isoform {alternative splicing} 
rhuman, mRNA Partial, 216 ntl 


Hs.247930 


H.sapiens (Tl.l) mRNA for IG lambda light 
chain 


Hs.247949 


H.sapiens mRNA for Ig light chain, variable 
region (ID:CLL001VL) 


Hs.247950 


Human interleukin 2 gene, clone pATtacIL- 
2C/2TT, complete cds, clone pATtacIL- 
2C/2TT 


Hs.247956 


pre-B lymphocyte gene 1 


Hs.247979 


Human immunoglobulin heavy chain 
variable region (V4-31) gene, partial cds 


Hs.247987 


Human immunoglobulin heavy chain 
variable region (V4-30.2) gene, partial cds 


Hs.247989 


Human DNA sequence from phage LAW2 
from a contig from the tip of the short arm 
of chromosome 16, spanning 2Mb of 
16pl3.3 Contains Interleukin 9 receptor 
Dseudosene 


Hs.247991 


Homo sapiens HLA class III region 
containing NOTCH4 gene, partial sequence, 
homeobox PBX2 (HPBX) gene, receptor . 
for advanced glycosylation end products 
(RAGE) gene, complete cds, and 6 
unidentified cds 


Hs.247993 
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Hs.211266 


SMAD3 


Hs.211578 


MHC class I polypeptide-related sequence 
B 


Hs.211580 




ESTs, Weakly similar to CA1B_M0USE 
COLLAGEN ALPHA 1(XI) CHAIN 
PRECURSORS fM.musculusl 


Hs.211744 


sema domain, immunoglobulin domain (Ig), 
short basic domain, secreted, (semaphorin) 
3E 


Hs.212414 




TNFRSF18 


Hs.212680 


Homo sapiens general transcription factor 2- 
I pseudogene 1 (GTF2IP1) mRNA. 


Hs.212939 


RAD18 


Hs.21320 




Hs.213226 


ESTs 


Hs.279090 


ESTs 


Hs.279091 


ESTs 


Hs.279092 


EST 


Hs.279093 


ESTs 


Hs.279094 


ESTs 


Hs.279095 


ESTs, Weakly similar to AF279265J 
putative anion transporter 1 IH.sapiens] 


Hs.279096 


ESTs 


Hs.279097 


EST 


Hs.279098 


ESTs 


Hs.279099 


ESTs 


Hs.279100 


ESTs 


Hs.279101 


ESTs 


Hs.279102 


ESTs 


Hs.279103 


ESTs 


Hs.279104 


ESTs 


Hs.279105 


ESTs 


Hs.279106 


EST 


Hs.279107 


ESTs 


Hs.279108 


EST 


Hs.279109 


ESTs 


Hs.279110 



Homo sapiens immunoglobulin lambda 
gene locus DNA, clone:61D6 


Hs.248010 


immunoglobulin lambda variable 9-49 


Hs.248011 


immunoglobulin lambda variable 4-3 


Hs.248012 


H.sapiens mRNA for IgG lambda light 
chain V-J-C region (clone Tgll 1) 


Hs.248030 


Human immunoglobulin (mAb56) light 
chain V region mRNA, partial sequence 


Hs.248043 


Homo sapiens lymphocyte-predominant 
Hodgkin's disease case #4 immunoglobulin 
heavy chain gene, variable region, partial 
cds 


Hs.248077 


Homo sapiens lymphocyte-predominant 
Hodgkin's disease case #7 immunoglobulin 
heavy chain gene, variable region, partial 
cds 


Hs.248078 


Homo sapiens clone ASMnegl -b3 
immunoglobulin lambda chain VJ region, 
(IGL) mRNA, partial cds 


Hs.248083 


OSM 


Hs.248156 




Hs.29128 


Homo sapiens clone 24659 mRNA 
sequence. 


Hs.29206 


EST 


Hs.292235 


EST 


Hs.292450 


EST, Moderately similar to Ewing sarcoma 
breakpoint region 1, isoform EWS 
|H.sapiens1 


Hs.292455 


EST 


Hs.292461 


ESTs 


Hs.292501 


EST 


Hs.292516 


EST 


Hs.292517 


EST 


Hs.292520 


EST, Moderately similar to RL13_HUMAN 
60S RIBOSOMAL PROTEIN L13 
fHsapiensl 


Hs.292540 


EST 


Hs.292545 


EST, Weakly similar to ORFII [Hsapiens] 


Hs.292704 


EST 


Hs.292761 


ESTs 


Hs.292803 


ESTs 


Hs.293183 


ESTs 


Hs.293280 


ESTs 


Hs.293281 


ESTs, Moderately similar to 0501254A 
protein Tro alpha 1 H,myeloma [Hsapiens] 


Hs.293441 


MMP13 


Hs.2936 


major histocompatibility complex, class II, 
DRbeta4 


Hs.293934 
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ESTs 


Hs.279111 


ESTs 


Hs.279112 


EST 


Hs.279113 


ESTs 


Hs.279114 


ESTs 


Hs.279115 


ESTs 


Hs.279116 


ESTs 


Hs.279117 


ESTs 


Hs.279118 


ESTs 


Hs.279119 


ESTs 


Hs.279120 


ESTs 


Hs279121 ' 


ESTs 


Hs.279122 


ESTs 


Hs.279123 


ESTs 


Hs.279124 


ESTs 


Hs.279125 


ESTs 


Hs.279126 


ESTs 


Hs.279127 


EST 


Hs.279128 


ESTs, Weakly similar to aconitase 
[H.sapiens] 


Hs.279129 


ESTs 


Hs.279130 


ESTs 


Hs.279131 


ESTs 


Hs.279132 


ESTs 


Hs.279133 


ESTs, Weakly similar to PYRG_HUMAN 
CTP SYNTHASE TH-sapiensl : 


Hs.279134 


ESTs, Weakly similar to RIR1_HUMAN 
RD30NUCLEOSIDE-DIPHOSPHATE 
REDUCTASE Ml CHAIN fH.sapiensl 


Hs.279135 


ESTs 


Hs.279136 


ESTs 


Hs.279137 


ESTs 


Hs.279138 


ESTs 


Hs.279139 


ESTs 


Hs.279140 


ESTs 


Hs.279141 



Human MHC class III serum complement 
factor B, mRNA 


Hs.294163 


EST 


Hs.294315 


EST 


Hs.294316 


EST, Highly similar to Y196_HUMAN 
HYPOTHETICAL PROTEIN KIAA0196D 
fHsapiensl 


Hs.295582 


EST 


Hs.295583 


EST, Highly similar to ZN07_HUMAN 
ZINC FINGER PROTEIN 7 rH.sapiensl 


Hs.295584 


EST 


Hs.295585 


EST 


Hs.295586 


EST, Moderately similar to angiotensin 
converting enzyme (H.sapiensl 


Hs.295595 


EST 


Hs.295621 


EST 


Hs.295622 


EST, Moderately similar to RL13_HUMAN 
60S RIBOSOMAL PROTEIN L13 
TH-sapiensl 


Hs.295629 


EST 


Hs.295724 


EST 


Hs.296064 


EST, Moderately similar to EDS_HUMAN 
IDURONATE 2-SULFATASE 
PRECURSORD rH.sapiensl 


Hs.296070 


EST 


Hs.296073 


interleukin enhancer binding factor 1 


Hs.296281 


similar to rat integral membrane 
glycoprotein POM12 1 


Hs.296429 


Human histocompatibility antigen mma 
clone phla-1 


Hs.296476 


immunoglobulin lambda-like polypeptide 3 


Hs.296552 


RFXANK 


Hs.296776 




Hs.29826 




Hs.29871 


MEKK1 


Hs.298727 




Hs.30029 


CD3e 


Hs.3003 


ESTs, Weakly similar to CA13_HUMAN 
COLLAGEN ALPHA 1011) CHAIN 
PRECURSOR TH-sapiensl j 


Hs.3 00697 


Homo sapiens clone BCSynL38 
immunoglobulin lambda light chain variable 
region mRNA, partial cds 


Hs.300865 


FCGR3A 


Hs.300983 


Homo sapiens DP47 gene for 
immunoglobulin heavy chain, partial cds 


Hs.301365 


PMS2L9 


Hs.301862 
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EST 


Hs.279142 


ESTs 


Hs.279143 


ESTs 


Hs.279144 


ESTs 


Hs.279145 


ESTs 


Hs.279146 


EST 


Hs.279147 


ESTs 


Hs.279148 


ESTs 


Hs.279149 


ESTs 


Hs.279150 


ESTs, Weakly similar to PUR2_HUMAN 


Hs.279151 


AFUNCTIONAL PURINE 




BIOSYNTHETIC PROTEIN ADENOSINE 




3 rH.sapiensI 




ESTs 


Hs.279152 


ESTs 


Hs.279153 


ESTs 


Hs.279154 


ESTs 


Hs.279155 


ESTs 


Hs.2791 56 


ESTs 


Hs.279157 


ESTs 


Hs.2791 58 


ESTs 


Hs.2791 59 


ESTs 


Hs.2791 60 


ESTs, Weakly similar to IDHA HUMAN 


Hs.2791 61 


ISOCITRATE DEHYDROGENASE 




rH.sapiensI 




ESTs 


Hs.2791 62 


ESTs 


Hs.2791 63 


ESTs 


Hs.2791 64 


ESTs 


Hs.2791 65 


ESTs 


Hs.2791 66 


ESTs 


Hs.2791 67 


ESTs 


Hs.2791 68 


EST 


Hs.279169 


ESTs 


Hs.279170 


ESTs 


Hs.279171 


EST 


Hs.2791 72 


ESTs 


Hs.2791 74 


ESTs 


Hs.2791 75 


CD86 


Hs.27954 | 


CGI-81 protein 


Hs.279583 


ESTs 


Hs.279821 


ESTs 


Hs.279823 


ESTs, Weakly similar to IRE1JHUMAN 


Hs.279824 


IRON-RESPONSIVE ELEMENT 




BINDING PROTEIN 1 fH.sapiens! 




ESTs 


Hs.279825 


ESTs 


Hs.279826 



CCR1 


Hs.301921 


FANCE 


Hs.302003 


interleukin 21 


Hs.302014 


interleukin 17E 


Hs.302036 




Hs.30446 


EST 


Hs.30709 


EST 


Hs.30731 


MHC class II transactivator 


Hs.3076 


EST 


Hs.30766 


EST 


Hs.30793 




Hs.30818 


CD97 


Hs.3107 


RAR-beta2 


Hs.31408 


RECQL4 


Hs.31442 


XPC 


Hs.320 


ERK2 


Hs.324473 




Hs.32456 


MSH6 


Hs.3248 


ribosomal protein L23 -related 


Hs.3254 


PI3CG 


Hs.32942 


CSA (CKN1) 


Hs.32967 


sema domain, immunoglobulin domain (Ig), 


Hs.32981 


short basic domain, secreted, (semaphorin) 




3F 




BRCA2 


Hs.34012 


MEK1 


Hs.3446 


STRL33 (CXCR6) 


Hs.34526 


MBD4 


Hs.35947 


immunoglobulin (CD79A) binding protein 1 


Hs.3631 




CD7 


Hs.36972 


IFNA1 


Hs.37026 


PDGF-A 


Hs.37040 


immunoglobulin kappa variable 1-13 


Hs.37089 


DMC1 


Hs.37181 




Hs.37892 


Homo sapiens suppressor of variegation 3-9 


Hs.37936 


(Drosophila) homolog (S.UV39H) mRNA, 




and translated products. 




C8B 


Hs.38069 


MTH1 (NUDT1) 


Hs.388 


Adrenomedullin 


Hs.394 




Hs.39441 


CD66b 


Hs.41 


RAD50 


Hs.41587 
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MLH3 


Hs.279843 


TNFRSF14 


Hs.279899 


RPA4 


Hs.283018 


EST 


Hs.283165 


EST 


Hs.283166 


EST 


Hs.283167 


EST 


Hs.283168 


ESTs 


Hs.283169 


EST 


Hs.283245 


EST 


Hs.283247 


ESTs 


Hs.283248 


EST 


Hs.283249 


EST 


Hs.283250 


EST 


Hs.283251 


EST 


Hs.283252 


EST 


Hs.283253 


EST 


Hs.283254 


EST 


Hs.283255 


EST 


Hs.283256 


EST 


Hs.283257 


EST 


Hs.283258 


ESTs 


Hs.283259 


EST 


Hs.283261 


EST 


Hs.283262 


EST 


Hs.283263 


EST 


Hs.283264 


EST 


Hs.283266 


ESTs 


Hs.283268 


EST 


Hs.283269 


EST, Weakly similar to AF18901 1_1 
ribonuclease III [H.sapiensl 


Hs.283270 


EST 


Hs.283271 


EST 


Hs.283272 


EST 


Hs.283274 


EST 


Hs.283275 


EST 


Hs.283276 


ESTs, Weakly similar to S32605 collagen 
alpha 3 (VI) chain - mouse rM.musculus| 


Hs.283392 


ESTs 


Hs.283433 


ESTs 


Hs.283434 


ESTs 


Hs.283438 


ESTs 


Hs.283442 


ESTs 


Hs.283443 


ESTs 


Hs.283456 


ESTs 


Hs.283457 


ESTs, Weakly similar to similar to collagen 
[C.elegans] 


Hs.283458 



CD94 


Hs.41682 


HLJ1 


Hs.41693 


ESM1 


Hs.41716 


MSH3 


Hs.42674 


cAMP responsive element binding protein- 
like 1 


Hs.42853 


IKBKG 


Hs.43505 


Homo sapiens suppressor of white apricot 
homolog 2 (SWAP2), mRNA. 


Hs43543 | 


LEU2 


Hs.43628 


Homo sapiens immunoglobulin lambda 
gene locus DNA, clone:288A10 


Hs43834 


SIRT2 


Hs.44017 




Hs.44087 


TREM2 


Hs.44234 


serine/threonine kinase 19 


Hs.444 




Hs.44512 




Hs44628 




Hs.45063 


LTC4 synthase 


Hs.456 


FUT2 


Hs.46328 


CCR6 


Hs.46468 


POLM 


Hs.46964 


EXOl (HEX1) 


Hs.47504 


FEN1 (Dnase IV) 


Hs.4756 




Hs.4863 


golgin-165 


Hs.4953 




Hs.50102 


ATP-binding cassette, sub-family B 
(MDR/TAP), member 3 


Hs.502 




Hs.5057 


corneodesmosin 


Hs.507 


Histone H2 (H2AFP) 


Hs.51011 


CCNH 


Hs.514 


EST 


Hs.5146 


SMUG1 


Hs.5212 


ABH(ALKB) 


Hs.54418 


CCRS 


Hs.54443 


CD81 


Hs.54457 


TNFSF13 


Hs. 54673 


PRPS1 


Hs.56 




Hs.56156 




Hs.56265 


killer cell immunoglobulin-like receptor, 
three domains, long cytoplasmic tail, 2 


Hs.56328 


EST 


Hs.5656 




Hs.56845 


MLH1 


Hs.57301 


testis specific basic protein 


Hs.57692 



202 



WO 02/0574 1 4 PCT/US01 M7856 

Table 2: Candidate genes, Database mining 



ESTs 


Hs.283459 


ESTs 


Hs.283460 


ESTs 


Hs.283462 


ESTs 


Hs.283463 


ESTs 


Hs.283496 


ESTs 


Hs.283497 


ESTs 


Hs.283499 


ESTs 


Hs.283500 


ESTs, Weakly similar to ORF YDL014vv 
[S.cerevisiae] 


Hs.2 83504 


ESTs, Weakly similar to S09646 collagen 
alpha 2(VI) chain precursor, medium splice 
form - humanD TH.sapiensl 


Hs.283505 


ESTs 


Hs.283608 


CD42c 


Hs.283743 


tenascinXA 


Hs.283750 


immunoglobulin kappa variable 1D-S 


Hs.283770 


protocadherin gamma subfamily A, 2 
(PCDHGA2) 


Hs.283801 


Homo sapiens mRNA; cDNA 
DKFZp762F0616 (from clone 
DKFZp762F0616) 


Hs.283849 


Homo sapiens clone bsmneg3-t7 
immunoglobulin lambda light chain VJ 
region, (IGL) mRNA, partial cds 


Hs.283876 


Homo sapiens transgenic-JHD mouse #2357 
immunoglobulin heavy chain variable 
region (IgG VH251) mRNA, partial cds 


Hs.283878 


Homo sapiens clone N97 immunoglobulin 
heavy chain variable region mRNA, partial 
cds 


Hs.283882 


Homo sapiens clone case06Hl - 
immunoglobulin heavy chain variable 
region gene, partial cds 


Hs.283924 


Homo sapiens HSPC077 mRNA, partial cds 


Hs.283929 


Homo sapiens HSPC088 mRNA, partial cds 


Hs.283931 


Homo sapiens HSPC097 mRNA, partial cds 


Hs.283933 


Homo sapiens HSPC102 mRNA, partial cds 


Hs.283934 


Homo sapiens HSPC107 mRNA, partial cds 


Hs.283935 


CMKRL1 


Hs28408 


FANCA 


Hs.284153 


Homo sapiens immunoglobulin mu chain 
antibody MO30 (IgM) mRNA, complete 
cds 


Hs.284277 


gamma-glutamyltransferase 1 


Hs.284380 



ESTs 


Hs.57841 


Human 6Ckine 


Hs.57907 


EST 


Hs.5816 


Homo sapiens cell growth regulatory with 
ring finger domain. (CGR19) mRNA. 


Hs.59106 


ERCC1 


Hs.59544 




Hs.61558 


Homo sapiens GPI transamidase mRNA, 
complete cds. 


Hs.62187 




Hs.62699 




Hs.63913 


Homo sapiens chloride intracellular channel 
3 (CLIC3), mRNA. 


Hs 64746 


FANCF 


Hs.65328 




Hs.6544 


interleukin 1 receptor-like 1 


Hs.66 


CD38 


Hs.66052 




Hs.6607 


RAD54L 


Hs.66718 


SCYA17 (CCL17) 


Hs.66742 


EL-12 


Hs.673 


HumanIL-12p40 


Hs.674 


LILRB4 


Hs.67846 


interleukin 5 receptor, alpha 


Hs.68876 




Hs.6891 




Hs.69233 


FUT1 


Hs.69747 


B-factor, properdin 


Hs.69771 




Hs.70333 




Hs.71618 


RAD1 


Hs.7179 


interleukin 19 


Hs.71979 
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putative human HLA class II associated 
protein I 


Hs.285013 


interleukin 13 receptor, alpha 1 


Hs.285115 


CDwl31 


Hs.285401 


Homo sapiens VH2-D3.10-JH5b gene for 
immunoglobulin heavy chain variable 
region 


Hs.287403 


Homo sapiens cDNA: FLJ22546 fis, clone 
HSI00290 


Hs.287697 


Homo sapiens cDNA: FLJ23140 fis, clone 
LNG09065 


Hs.287728 


H.sapiens mRNA for HLA-C alpha chain 
(Cw*1701) 


Hs.287811 


Homo sapiens clone ASMnegl-bl 
immunoglobulin lambda chain VJ region, 
(IGL) mRNA, partial cds 


Hs.287815 


Homo sapiens clone CPRF1-T2 
immunoglobulin lambda chain VJ region, 
(IGL) mRNA, partial cds 


Hs.287816 


EST 


Hs.287817 


myelin protein zero-like 1 


Hs.2S7832 


immunoglobulin lambda-like polypeptide 1 


Hs.288168 


cathepsinB 


Hs.288181 


G18.2 protein 


Hs.288316 


ESTs 


Hs.288403 


EST 


Hs.288431 


Homo sapiens partial IGVH2 gene for 
immunoglobulin heavy chain V region, case 
2. cell B 45 


Hs.288553 


polymeric immunoglobulin receptor 


Hs.288579 


Human immunoglobulin heavy chain 
variable region (V4-4) gene, partial cds 


Hs.288711 


Human immunoglobulin heavy chain 
variable region (V4-4b) gene, partial cds 


Hs.289036 




Hs.28921 


EST 


Hs.289577 


EST 


Hs.289836 


EST 


Hs.289S78 


GSN 

• 


Hs.290070 


EST, Weakly similar to unnamed protein 
product tt-Lsapiens] 


Hs.290133 


EST 


Hs.290227 


ESTs 


Hs.290315 


EST 


Hs.290339 


EST 


Hs.290340 




Hs.29055 


EST 


Hs.291125 


EST 


Hs.291 126 


CD9I=LRP 


Hs.89137 



MEK2 


Hs.72241 


IL-7 


Hs.72927 1 


STAT2 


Hs.72988 


CD42d 


Hs.73734 


MIF 


Hs.73798 


ECP 


Hs.73839 


CPN2 


Hs.73858 


MMP8 


Hs.73862 


HLA-G histocompatibility antigen, class I, 
G 


Hs.73885 


TNFRSF9 


Hs.73895 


IL-4 


Hs.73917 


HLA-DQB1 


Hs.73931 


RAG1 


Hs.73958 


LAG-3 


Hs.74011 




Hs.7402 


CD 163 


Hs.74076 


immunoglobulin superfamily, member 2 


Hs.74115 


CD158b 


Hs.74134 




Hs.7434 


TCRa 


Hs.74647 


human immunodeficiency virus type I 
enhancer-binding protein 2 


Hs.75063 


MLN50 


Hs.75080 


lysyl hydroxylase (PLOD) 


Hs.75093 


TAK1 


Hs.7510 


Homo sapiens transcription factor 6-like 1 
(mitochondrial transcription factor 1 -like) 
(TCF6L1) mRNA. 


Hs.75133 


UBE2N (UBC13, BTG1) 


Hs.75355 




Hs.75450 


HSPA2 


Hs.75452 


CD151 


Hs.75564 


RELA 


Hs.75569 


CD 122 


Hs.75596 


CD14 


Hs.75627 


nuclear factor erythroid 2 isoform f^basic 
leucine zipper protein {alternatively spliced 


Hs.75643 


C1QB 


Hs.8986 
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XPF (ERCC4) 


Hs.89296 


Carbonic anhydrase IV 


Hs.89485 


CETP 


Hs.89538 


RAD52 


Hs.89571 


GTF2H1 


Hs.89578 


Fc fragment of IgE, high affinity I, receptor 


Hs.897 


for; alpha polypeptide 




transcript chl3S 


Hs.94881 




Hs.9578 


TL-9 


Hs.960 


NFATC1 


Hs.96149 


OGG1 


Hs.96398 




Hs.96499 


NFKBIB 


Hs.9731 


XAB2 (HCNP) 


Hs.9822 


CD40 


Hs652 



superkiller viralicidic activity 2 (S. 
cerevisiae homologVlike 


Hs.89864 




EST 


Hs.90165 


EST 


Hs.90171 


GTF2H3 


Hs.90304 


protein tyrosine kinase related sequence 


Hs.90314 




Hs.90463 


SGRF protein, Interleukin 23 pi 9 subunit 


Hs.98309 


XRCC1 


Hs.98493 


Homo sapiens niRNA for KIAA0543 
protein, partial cds. 


Hs.98507 




Hs.9893 


DIR1 protein 


Hs.99134 


XRCC3 


Hs.99742 


Elastase(leukocyte) 


Hs.99863 


JAK3 


Hs. 99877 
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Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



Example 


Offset on Acc 


Accession 






Number 




Clone 


Start 


End 


Number 


UniGene 


Signif 


Clones 


Genbank Description 


56D1 


1521 


1685 


D00022 


Hs.25 


1.00E-84 


1 


for F1 beta subunit, complete 


586E3 


1227 


1448 


NM_001686 


Hs.25 


1.00E-89 


1 


ATP synthase, H+ transporting, mitochondrial 


459F4 


1484 


2522 


NM_002832 


Hs.35 


0 


3 


protein tyrosine phosphatase, non-receptor t 


41A11 


885 


1128 


D12614 


Hs.36 


1 .00E-125 


1 


Ivmnhntriyiri fTMP-hpts*\ rnmnletfl 

tyi 1 IiJi lULUAlM ^ 1 INl UBld/, L/DI 1 t^JJCJ LU 


41G12 


442 


1149 


D10202 


Hs.46 


0 


1 


for platelet-activating factor receptor, 


98E12 


1928 


2652 


NMJ)02835 


Hs.62 


0 


1 


protein tyrosine phosphatase, non-receptor t 


170E1 


473 


1071 


U13044 


Hs.78 


0 


1 


nuclear respiratory factor-2 subunit alpha mRNA, com 


AQC6 


939 


1357 


D11086 


Hs.84 


0 


1 


interleukin 2 receptor gamma chs'm 


521 F9 


283 


1176 


NWL.000206 


Hs.84 


0 


8 


interleukin 2 receptor, gamma (severe combined 


60A11 


989 


1399 


L08069 


Hs.94 


0 


2 


heat shock protein, E. coli DnaJ homologue complete 
cd 


520B9 


545 


1438 


NM 001539 


Hs.94 


o 


3 


heat shock Drotein DNAJ-Iike 2 (HSJ2* mRNA / 

liVOl OHULHV Ml vlCll if I-/ 1 viit/ HIVv 11 Iwm**/) filial t 


460H9 


626 


1104 


NM.021127 


Hs.96 


0 


1 


phorbol-1 2-myristate-1 3-acetate-lnduced p 


127G12 


651 


1223 


NMJ)04906 


Hs.119 


0 


2 


Wilms' tumour 1 -associating protein (KIAA0105 


586A7 


438 


808 


NM_000971 


Hs.153 


0 


3 


ribosomal protein L7 (RPL7), mRNA /cds=( 10,756 


99H12 


2447 


4044 


NMJ3026Q0 


Hs.188 


0 


2 


phosphodiesterase 4B, cAMP-specific (dunce ( 


464D4 


2317 


2910 


NM_002344 


Hs.210 


0 


1 


leukocyte tyrosine kinase (LTK), mRNA/cds=(17 


464B3 


10 


385 


NMJ)02515 


Hs.214 


1.00E-164 


1 


neuro-oncologica I ventral antigen 1 (NOVA1), 


40A12 


296 


1153 


L11695 


Hs.220 


0 


1 


acttvin receptor-like kinase (ALK-5) mRNA, complete 


129A2 


4138 


4413 


NM_000379 


Hs.250 


1.00E-155 


1 


xanthene dehydrogenase (XDH), mRNA 


36B10 


80 


1475 


AF068836 


Hs.270 


0 


3 


cytohesin binding protein HE mRNA, complete cd 


45C11 


5B 


1759 


NMJJ04288 


Hs.270 


0 


2 


pleckstrin homology, Sec7 and coiled/coil dom 


128C12 


2555 


3215 


NM_000153 


Hs.273 


0 


4 


galactosylceramidase (Krabbe disease) (GALC) 


67H2 


259 


1418 


D23660 


Hs.286 


0 


8 


ribosomal protein, complete cds 


151E6 


624 


1170 


AF052124 


Hs.313 


0 


1 


clone 23810 osteopontin mRNA, complete cds /c 


45A7 


4 


262 


NM_Q00582 


Hs.313 


1.00E-136 


1 


secreted phosphoprotein 1 (osteopontin, bone 


44C10 


2288 


2737 


J03250 


Hs.317 


0 


1 


topoisomerase 1 mRNA, complete cds 
















/cds=(21 1,2508)/ 


99H9 


2867 


3246 


NM.001558 


Hs.327 


0 


2 


interleukin 10 receptor, alpha (IL10RA), mRNA 


41 B4 


2867 


3315 


U00672 


Hs.327 


0 


6 


interleukin-10 receptor mRNA, complete 


144E1 


283 


989 


M26683 


Hs.340 


0 


36 


interferon gamma treatment inducible /cds={14,1 


41A12 


1854 


2590 


X53961 


Hs.347 


0 


1 


lactoferrin /cds=(294,2429) /gb=X53961 /gi= 


40F1 


1377 


1734 


U95626 


Hs.395 


0 


1 


ccr2b (ccr2), ccr2a (ccr2), ccr5 (ccr5) and cc 


463H4 


55 


434 


NM_001459 


Hs.428 


0 


1 


fms-related tyrosine kinase 3 ligand (FLT3LG) 


127E1 


552 


1048 


NM_005180 


Hs.431 


0 


1 


murine leukemia viral (bmi-1) oncogene homolo 


73G12 


189 


1963 


NM_004024 


Hs.460 


o 


17 


activatina transeriDtlon factor 3 fATF3} ATF 


524A4 


1361 


2136 


NM_004168 


Hs.469 


0 


2 


succinate dehydrogenase complex, subunit A, 


41 C7 


1554 


2097 


D10925 


Hs.516 


0 


1 


HM145 /cds=(22,1089) /gb=D10925 /gi=219862 




48 


163 








1 
i 


riuusurnai protein o^y ^rv^o^;?,/, iiir\iNr\ /ouo—vou f £ 


177B4 


1 


1674 


AF076465 


Hs.550 


2.00E-37 


2 


PhLOP2 mRNA, complete cds /cds=(5,358) /gb=AF 


68G5 






M26383 


Hs.624 


0 


17 


monocyte-derived neutrophil-activating protein (M 


45F10 


1 


1454 


NM_Q005o4 


Hs.624 


0 


11 


interleukin 8 (IL8), mRNA /cds=(74,373) /gb=N 


59F11 


59 


1822 


X68550 


Hs.652 


0 


14 


TRAP mRNA for ligand of CD40 /cds=(56,841) /gb=X6 


471 C9 




it (O 


NMJ)00492 


Hs.663 


0 


1 


cystic fibrosis transmembrane conductance re 


68D1 


228 


866 


M20137 


Hs.694 


0 


3 


interleukin 3 (IL-3) mRNA, complete cds, clone pcD- 
SR 


49H3 


42 


665 


NM_000588 


Hs.694 


0 


1 


interleukin 3 (colony-stimulating factor, mu 


147H3 


110 


340 


BF690338 


Hs.695 


1.00E-102 


1 


602185730T1 cDNA, 3' end /clone=IMAGE:4299006 


483E4 


310 


846 


NMJ)00942 


Hs.699 


0 


1 


peptidylprolyl isomerase 3 (cyclophilin B) ( 


522B12 


349 


755 


NMJ)00788 


Hs.709 


0 


2 


deoxycytidine kinase (DCK), mRNA /cds=(1 59,94 


331 E5 


1293 


1470 


J03634 


Hs.727 


9.00E-75 


1. 


erythroid differentiation protein mRNA (EDF), comple 


514D12 


1164 


1579 


NMJ)04907 


Hs.737 


1.00E-169 


3 


immediate early protein (ETR101), mRNA /cds=( 


73H7 


1953 


3017 


AJ243425 


Hs.738 


0 


8 


EGR1 gene for early growth response protein 1 / 
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592A8 


10 


454 


NMJ)03973 


Hs.738 


0 


5 


ribosomal protein L14 (RPL14), mRNA 


519A1 


116 


1527 


NMJ)00801 


Hs.752 


1.00E-163 


2 


FK506-binding protein 1A (12kD) (FKBP1A), mRN 


109H11 


1 


1206 


M60626 


Hs.753 


0 


10 


N-formytpeptide receptor (fMLP-R98) mRNA, complete 


99C5 


1 


1175 


NMJD02029 


Hs.753 


0 


25 


formyl peptide receptor 1 (FPR1), mRNA 


103C1 


2285 


2890 


NMJD02390 


Hs.758 


0 


1 


RAS p21 protein activator (GTPase activating p 


41H4 


3142 


3332 


NM_000419 


Hs.785 


1.00E-84 


1 


integrin, alpha 2b (platelet glycoprotein lib 


171D2 


198 


748 


X54489 


Hs.789 


1.00E-132 


2 


melanoma grov/th stimulatory activity (MGSA) 


458H7 


2165 


2818 


NMJ301656 


Hs.792 


0 


1 


ADP-ribosylation factor domain protein 1, 64 


62B3 


833 


1241 


M60278 


Hs.799 


0 


2 


heparln-binding EGF-like growth factor mRNA, 
















complet 


53G4 


1299 


2166 


AK001364 


Hs.808 


0 


6 


FU10502fis, clone NT2RP2000414 : highly 


597F3 


1136 


1797 


NMJ)04966 


Hs.808 


0 


2 


heterogeneous nuclear ribonudeoprotein F ( 


143F7 


575 


985 


M74525 


Hs.811 


0 


3 


HHR6B (yeast RAD 5 homologue) mRNA, complete 


518H3 


580 


974 


NM_003337 


Hs.811 


0 


1 


ubiquitin-conjugating enzyme E2B (RAD6 homo! 


45GB 


277 


833 


NM_002121 


Hs.814 


0 


1 


major histocompatibility complex, class II, 


41H11 


719 


1534 


NM_005191 


Hs.838 


0 


1 


CD80 antigen (CD28 antigen ligand 1 , B7-1 antig 


41G1 


117 


557 


U31120 


Hs.845 


0 


1 


inter!eukin-1 3 (1L-13) precursor gene, complete cds 


75E1 


693 


862 


J05272 


Hs.850 


2.00E-58 


4 


IMP dehydrogenase type 1 mRNA complete 


129B11 


3361 


3883 


L25851 


Hs.851 


0 


1 


integrin alpha E precursor, mRNA, complete cds 


481 E9 


3361 


3742 


NMJ)02208 


Hs.851 


1.00E-173 


1 


integrin, alpha E (antigen CD103, human mucosa 


71 G7 


1 


1193 


NM_000619 


Hs.856 


0 


111 


interferon, gamma (IFNG), mRNA /cds=(1 08,608) 


75H5 


1 


1193 


X13274 


Hs.856 


0 


314 


interferon IFN-gamma /cds=(1 08,608) /gb=X1 3 


525B12 


672 


894 


NM_0Q2341 


Hs.890 


1.00E-121 


1 


lymphotoxin beta (TNF superfamily, member 3) 


40E8 


75 


999 


AL121985 


Hs.901 


0 


6 


DNA sequence RP11-404F1Q on chromosome 1q2 


48H4 


680 


933 


NM_Q01778 


Hs.901 


1.00E-130 


2 


CD48 antigen (B-cell membrane protein) (CD48) 


179G8 


1652 


2181 


AL163285 


Hs.926 


0 


1 


chromosome 21 segment HS21C085 


48G11 


1049 


2092 


NM_0D2463 


Hs.926 


0 


3 


myxovlrus (influenza) resistance 2, homoiog o 


110B12 


209 


1734 


M32011 


Hs.949 


0 


8 


neutrophil oxidase factor (p67-phox) mRNA, complete 


99C9 


207 


1733 


NM_000433 


Hs.949 


0 


11 


neutrophil cytosollc factor 2 (65kD, chronic g 


125D2 


958 


1645 


NMJ)04645 


Hs.966 


0 


1 


coilin (COIL), mRNA /cds=(22,1752) /gb=NMJ)04 


458C1 


1649 


2285 


NM.006025 


Hs.997 


0 


1 


protease, serine, 22 (P1 1), mRNA /cds=(154,126 


40H11 


621 


864 


L26953 


Hs.1010 


1.00E-135 


1 


chromosomal protein mRNA, complete cds /cds=(7 


116D10 


513 


858 ' 


NM_002932 


Hs.1010 


0 


1 


regulator of mitotic spindle assembly 1 (RMSA 


40G11 


1565 


2151 


M31452 


Hs.1012 


D 


1 


proline-rich protein (PRP) mRNA, complete 


192A6 


321 


908 


NM_000284 


Hs.1023 


0 


1 


pyruvate dehydrogenase (lipoamide) alpha 1 ( 


460H11 


2158 


2402 


NM_004762 


Hs.1050 


2.00E-91 


1 


pleckstrin homology, Sec7 and coiled/coil dom 


41F12 


291 


565 


M57888 


Hs.1051 


1.00E-112 


1 


(clone lambda B34) cytotoxic T-lymphocyte-associate 


41 A5 


1311 


1852 


M55654 


Hs.1100 


0 


1 


TATA-binding protein mRNA, complete 


461 D7 


999 


1277 


NMJ302698 


Hs.1101 


1 .COE-92 


1 


POU domain, class 2, transcription factor 2 (P 


597H9 


1083 


1224 


NM_000660 


Hs.1103 


3.00E-75 


1 


transforming growth factor, beta 1 (TGFB1), mR 


40B5 


1433 


20-JO 


X02812 


Hs.1103 


0 


1 


transforming growth factor-beta (TGF-beta) 


1 06A1 0 


1977 


2294 


M73047 


Hs.1117 


1.00E-176 


1 


trrpeptidyl peptidase II mRNA, complete cds /c 


165E8 


4273 


4582 


NM_D03291 


Hs.1117 


1.00E-173 


1 


tripeptidyl peptidase II (TPP2), mRNA/cds=(23 


63G12 


1114 


2339 


D49728 


Hs.1119 


0 


7 


NAK1 mRNA for DNA binding protein, complete 


45B10 


1317 


1857 


NMJD02135 


Hs.1119 


0 


1 


nuclear receptor subfamily 4, group A, member 


37H3 


568 


783 


M24069 


Hs.1139 


1.00E-119 


1 


DNA-binding protein A (dbpA) gene, 3' end 


476F9 


209 


608 


NMJ500174 


Hs.1144 


0 


1 


glycoprotein IX (platelet) (GP9), mRNA /cds=( 


43A10 


1105 


1357 


U15085 


Hs.1162 


3.0QE^1 


1 


HLA-DMB mRNA, complete cds 


139D6 


1345 


1680 


LI 1329 


Hs.1183 


1.00E-102 


1 


protein tyrosine phosphatase (PAC-1) mRNA, co 


134B12 


1233 


1675 


NM_004418 


Hs.1183 


0 


1 


dual specificity phosphatase 2 (DUSP2), mRNA 


58F1 


17 


341 


NM_002157 


Hs.1197 


0 


1 


heat shock 10kD protein 1 (chaperonin 10) (HSP 


158G5 


20 


341 


U07550 


Hs.1197 


1.00E-180 


2 


chaperonin 10 mRNA, complete cds 


167C8 


813 


1453 


NM_000022 


Hs.1217 


0 


4 


adenosine deaminase (ADA), mRNA /cds=(95, 1186 


179H1 


730 


1452 


X02994 


Hs.1217 


0 


6 


adenosine deaminase (adenosine aminohydrola 


40E10 


594 


792 


M38690 


Hs.1244 


1.00E-109 


1 


CD9 antigen mRNA, complete cds 
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41C5 


1280 


1438 


AK024951 


Hs.1279 


2.00E-80 


1 


FLJ21298 fis, clone COL02040, highly sim 


40E3 


1002 


1735 


kill An A AAP 

NM_00QQ65 


r 1 i Ann 

Hs.1282 


0 


1 


complement component 6 (C6) mRNA /cd 


40A11 


1638 


1821 


K02766 


Hs.1290 


3.00E-98 


1 


complement component C9 mRNA t complete 


40B12 


4639 


5215 


NMJD07289 


Hs.1298 


0 


1 


membrane metaflo-endopeptidase (neutral end 


41 G2 


1576 


1870 


M28825 


Hs.1309 


1.00E-115 


1 


thymocyte antigen CD1a mRNA, complete cds 


41 F8 


1171 


1551 


AX023365 


Hs.1349 


0 


1 


Sequence 36 from Patent WO0006605 


40E1 


673 


1147 


M3Q142 


Hs.1369 


0 


1 


decay-accelerating factor mRNA, complete cds 


118B12 


1129 


1719 


NM__000574 


Hs.1369 


0 


1 


decay accelerating factor for complement (CDS 


75F8 


830 


2979 


MM 000399 


Hs 1395 

I IWt 1 WW w 


o 


48 


early growth response 2 (Krox-20 (Drosophila) 


41F11 


973 


1428 


M15059 


Hs.1416 


0 


1 


Fc-epsilon receptor (IgE receptor) mRNA, complete cd 


110G12 


1931 


2071 


AL031729 


Hs.1422 


2.00E-70 


1 


DNA seq RP1-159A19 on chromosome 1p36 


113D10 


1718 


2066 


NM_005248 


Hs.1422 


6.00E-76 


2 


Gardner-Rasheed feline sarcoma viral (v-fgr) 


477C2 


3292 


3842 


NM_Q00152 


Hs.1437 


0 


1 


glucosidase, alpha; acid (Pompe disease, glyc 


124D1 


795 


1127 


NM_000167 


Hs.1466 


0 


1 


glycerol kinase (GK), mRNA /cds=(66, 1 640) /gb 


41 B9 


2231 


2447 


J03171 


MS. 1 513 


A fiAC -t AH 


A 
1 


inienerori-aipna receptor inuiriN-aipna-rtec; mruNH, 


99F7 


927 


1889 


NMJ)14882 


Hs.1528 


0 


2 


KIAA0053 gene product (KIAA0053), mRNA /cds=( 


469G9 


1220 


1507 


NMJ305082 


Hs.1579 


1.0DE-117 


1 


zinc finger protein 147 (estrogen-responsive 


195B7 


190 


1801 


BC002971 


Hs.1600 


0 


3 


clone IMAGE:354371 1 , mRNA, partial cds /cds= 


195F10 


3676 


3856 


NM_000110 


Hs.1602 


1.00E-85 


1 


dihydropyrimidine dehydrogenase (DPYD), mRN 


129E7 


648 


1827 


L08176 


Hs.1652 


0 


2 


Epstein-Barr virus induced G-protein coupled recepto 


478H5 


1839 


2050 


NMJ)02056 


Hs.1674 


7.00E-79 


1 


glutamine-fructose-6-phosphate transaminas 


39H1 


436 


865 


L35249 


Hs.1697 


o 


1 


vacuolar H+-ATPase Mr 56,000 subunit (H057) mR 


183H8 


972 


1183 


NMJ)01693 


Hs.1697 


1.00E-106 


1 


ATPase, H+ transporting, lysosomal (vacuolar 


481A4 


1594 


1785 


NM_001420 


Hs.1701 


2.00E-79 


1 


ELAV (embryonic lethal, abnormal vision, Dros 


40B3 


3846 


4009 


L39064 


Hs.1702 


4.00E-70 


1 


interleukin 9 receptor precursor (IL9R) gene, 


176G8 


1033 


1400 


NM_006084 


Hs.1706 


0 


1 


interferon-stimulated transcription factor 


589C11 


1 


1347 


NMJ305998 


Hs.1708 


0 


2 


chaperonin containing TCP1, subunit 3 (gamma) 


70H5 


1 


494 


X74801 


HS.1708 


0 


1 


Cctg mRNA for chaperonin /cds=(0,1634) /gb=X7480 


460C12 


3310 


3809 


NMJ>12089 


Hs.1710 


0 


1 


ATP-binding cassette, sub-family B (MDR/TAP), 


41 D5 


484 


1862 


M28983 


Hs.1722 


0 


3 


interleukin 1 alpha (IL 1) mRNA, complete cds / 


119E8 


493 


904 


NM_000575 


Hs.1722 


1.00E-151 


2 


interleukin 1, alpha (IL1A), mRNA /cds=(36,851 


479E11 


5 


268 


NM_000417 


Hs.1724 


1.00E-145 


1 


interleukin 2 receptor, alpha (IL2RA), mRNA / 


62C8 


85 


1887 


X01057 


Hs.1724 


0 


2 


interleukin-2 receptor /cds=(1 80,998) /gb=X 


466A3 


2166 


2675 


NM_000889 


Hs.1741 


0 


1 


integrin, beta 7 (ITGB7), mRNA /cds=(1 5 1,2547) 


107A4 


4960 


5610 


L33075 


Hs.1742 


0 


1 


ras GTPase-activating-like protein (IQGAP1) 


189A5 


4318 


7450 


NMJD03870 


Hs.1742 


0 


3 


IQ motif containing GTPase activating protein 


597D1 


.1230 


1737 


NMJ)05356 


Hs.1765 


1.00E-127 


5 


rymphocyte-specrfic protein tyrosine kinase 


41C10 


1057 


1602 


J04142 


Hs. 1 799 


0 


1 


<lambda-gt1 1ht-5> MHC class 1 antigen-like gl 


104H1 


1854 


2023 


L06175 


Hs.1845 


4.00E-54 


1 


P5-1 mRNA, complete cds /cds=(304 f 735) /gb=L06 


98F7 


34 


2041 


NMJ306674 


Hs.1845 


4.00E-63 


5 


MHC class I region ORF (P5-1), /cds=(304,735) / 


104F1 


1390 


1756 


NM.002436 


Hs.1861 


0 


2 


membrane protein, palmitoylated 1 (55kD) (MPP 


171F7. 


1760 


2192 


M55284 


Hs.1880 


0 


1 


protein kinase C-L (PRKCL) mRNA, complete cds 


134B2 


123 


1182 


NMJ302727 


Hs.1908 


0 


10 


proteoglycan 1, secretory granule (PRG1), mRN 


61C11 


126 


902 


X17042 


Hs.1908 


0 


11 


hematopoetic proteoglycan core protein /cds 


458G1 


1 


475 


NMJ)01885 


Hs.1940 


0 


1 


crystaliin, alpha B (CRYAB), mRNA 


520E10 


71 


343 


NM_001024 


Hs.1948 


1.00E-142 


3 


ribosomal protein S21 (RPS21), mRNA 


459D6 


2435 


3055 


NM_001761 


Hs.1973 


0 


1 


cyclin F (CCNF), mRNA /cds=(43,2403) 


41 H3 


184 


1620 


NMJJ06139 


Hs.1987 


0 


2 


CD28 antigen (Tp44) (CD28), mRNA /cds=(222,884 


71 C5 


721 


1329 


NM_000639 


Hs.2007 


0 


2 


tumor necrosis factor (ligand) superfamily. m 


73C1 


721 


1603 


X89102 


Hs.2007 


0 


8 


fasligand /cds=(1 57,1 002) 


135G3 


940 


1352 


NMJ)02852 


Hs.2050 


5.00E-96 


1 


pentaxin-related gene, rapidly induced by IL 


44A10 


1562 


1748 


M58028 


Hs,2055 


7.00E-69 


1 


ubiquitin-activating enzyme E1 (UBE1) mRNA, 



complete 
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155G5 


973 


2207 


AL133415 


Hs.2064 


0 


7 


DNA sequence from clone RP11-124N14 on 
















chromosome 10. 


599H7 


48 


3022 


AK025306 


Hs.2083 


0 


12 


cDNA: FU21653 fis, clone COLQ8586, 


71H1 


1598 




mm nri441Q 




n 

u 


e 
0 


auai speciTiciiy pnospnaiase o ^uuoroj, mrsiNA 


69H7 


1595 


2161 


U15932 


Hs.2128 


0 


11 


dual-specificlty protein phosphatase mRNA, complete 


458C4 


1928 


2356 


NM_005658 


Hs.2134 


0 


1 


TNF receptor-associated factor 1 (TRAF1), mRN 


192E11 


6 


414 


NMJD02704 


Hs.2164 


0 


1 


pro-platelet basic protein (includes piatele 


40D12 


1935 


2645 


M58597 


Hs.2173 


0 


2 


ELAM-1 ligand fucosyltransferase (ELFT) mRNA, 
















comple 


40E5 


2834 


3024 


M59820 


Hs.2175 


1.00E-104 


1 


granulocyte colony-stimulating factor receptor (CSF 


482 D8 


2521 


2943 


NM_000760 


Hs.2175 


0 


2 


colony stimulating factor 3 receptor (granuloc 


60H6 


918 


1723 


AF 11 9850 


Hs.2186 


0 


6 


PRO1608 mRNA, complete cds /cds=(1221 ,2174) / 


597F11 


99 


1267 


NM_Q01404 


Hs.2186 


0 


29 


eukaryotic translation elongation factor 1 g 


595G4 


6 


570 


L40410 


Hs.2210 


0 


1 


thyroid receptor interactor (TRIP3) mRNA, 3' 


41H12 


970 


1353 


X03656 


Hs.2233 


0 


1 


granulocyte colony-stimulating factor (G-C 


461A9 


287 


730 


Z29067 


Hs.2236 


0 


1 


H.sapiens nek3 mRNA for protein kinase 


493E11 


212 


608 


till *S />i «-t /S **r #K 

NM_000879 


Hs.2247 


1.00E-141 


2 


interleukin 5 (colony-stimulating factor, eo 


150B5 


363 


815 


X04688 


Hs.2247 


0 


1 


T-cell replacing factor (interleukin-5) /cd 


461E12 


255 


342 


NMJ301565 


Hs.2248 


8.00E-34 


1 


small inducible cytokine subfamily B (Cys-X-C 


129A8 


1790 


1970 


NMJJ02309 


Hs.2250 


2.00E-94 


1 


leukemia inhibitory factor (cholinergic diff 


40G10 


2152 


2560 


X04481 


Hs.2253 


0 


1 


complement component C2 /cds=(36,2294) /gb=X 


479A2 


95 


610 


NM_000073 


Hs.2259 


0 


2 


CD3G antigen, gamma polypeptide (TiT3 complex 


592G6 


783 


1163 


NMJ)02950 


Hs.2280 


0 


2 


ribophorin I (RPN1), mRNA /cds=(1 37,1 960) /gb 


459G11 


673 


1316 


NM_004931 


Hs.2299 


0 


1 


CD8 antigen, beta polypeptide 1 (p37) (CD8B1), 


129B8 


1159 


1316 


X13444 


Hs.2299 


1.00E-74 


1 


CD8 beta-chain glycoprotein (CD8 beta.1) /cd 


467F12 


2928 


3239 


NMJ300346 


Hs.2316 


3.G0E-35 


1 


SRY (sex determining region Y)-box 9 (campomeli 


44A6 


1506 


1629 


U23028 


Hs.2437 


7.00E-62 


1 


eukaryotic initiation factor 2B-epsiIon mRNA, partia 


127B8 


1814 


2405 


NMJW3816 


Hs.2442 


0 


1 


a disintegrin and metalloproteinase domain 9 


36G6 


1361 


2019 


D13645 


Hs.2471 


0 


2 


KIAA0020 gene, complete cds /cds=(418,1944) 


458D6 


396 


961 


NM_021966 


Hs.2484 


0 


1 


T-cell leukemia/fyrnphoma 1A (TCL1A), mRNA /c 


124G1 


966 


1473 


NM_005565 


Hs.2488 


0 


1 


lymphocyte cytosolic protein 2 (SH2 domain-con 


107A6 


1962 


2031 


U20158 


Hs.2488 


2.00E-22 


1 


76 kDa tyrosine phosphoprotein SLP-76 mRNA, 
















complete 


592E12 


2175 


2458 


NM_002741 


Hs.2499 


1.00E-158 


1 


protein kinase C-like 1 (PRKCL1), mRNA /cds=(8 


106A11 


1455 


2219 


U34252 


Hs.2533 


0 


2 


gamma-aminobutyraldehyde dehydrogenase mRNA, 
















compl 


40F8 


2201 


2694 


NMJ303032 


Hs.2554 


0 


1 


sialyltransferase 1 (beta-galactoside alpha- 


460G6 


565 


2052 


NM_002094 


Hs.2707 


0 


2 


G1 to S phase transition 1 mRNA 


60G5 


35 


184 


X92518 


Hs.2726 


7.0GE-27 


2 


HMGI-C protein /cds=UNKNOWN 


461F10^ 


1034 


1520 


NMJ5Q2145 


Hs.2733 


0 


2 


homeo box B2 (HOXB2), mRNA 


69G2 


408 


1369 


AK026515 


Hs.2795 


0 


4 


FLJ22862 fis, clone KAT01956, highly sim 


71D8 


13 


541 


NM_005566 


Hs.2795 


0 


1 


lactate dehydrogenase A (LDHA), mRNA /cds=(97 


40H12 


4119 


4807 


NMJ)02310 


Hs.2798 


0 




leukemia inhibitory factor receptor (LIFR) mR 


189C12 


696 


1287 


NM_006196 


Hs.2853 


0 




poly(rC)-binding protein 1 (PCBP1), mRNA /cds 


111E8 


1298 


1938. 


NM_003566 


Hs.2864 


0 


1 


early endosome antigen 1, 162kD (EEA1), mRNA/ 


127F12 


34 


248 


NM_001033 


Hs.2934 


1.00E-109 




ribonucleotide reductase M1 polypeptide (RRM 


74G6 


11 


241 


AK023088 


Hs.2953 


1.00E-128 


38 


FU1 3026 fis, clone NT2RP3Q00968, modera 


128D8 


178 


518 


NM.000117 


Hs.2985 


1.00E-173 


1 


emerin (Emery-Dreifuss muscular dystrophy) ( 


169G7 


2405 


3112 


AL136593 


Hs.3059 


0 




DKFZp761Kl02 (from clone DKF2p761K1 


193A3 


2405 


3017 


NM_016451 


Hs.3059 


0 


5 


coatomer protein complex, subunit beta (COPB) 


53F12 


486 


1007 


L11066 


Hs.3069 


0 


3 


sequence /cds=UNKNOWN /gb=L1 1066 /gi=307322 /u 


71E8 


1623 


2131 


NM_004134 


Hs.3069 


0 


2 


heat shock 70kD protein 9B (mortaiin-2) (HSPA9 


458A5 


2235 


2874 


NM_014877 


Hs.3085 


0 


1 


KIAA0054 gene product; Helicase (KIAA0054), m 


69E8 


1752 


1916 


D31884 


Hs.3094 


7.00E-68 


1 


KIAA0063 gene, complete cds /cds=(279,887) / 


66B3 


251 


1590 


D32053 


Hs.3100 


0 


2 


for Lysyl tRNA Synthetase, complete cds / 


458E1 


1645 


1964 


NMJ)01666 


Hs.3109 


1.00E-178 


1 


Rho GTPase activating protein 4 (ARHGAP4), mRN 
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331 D8 


2882 


3585 


U26710 


Hs.3144 


0 


1 


cbl-b mRNA, complete cds /cds={322,3270) 
















/gb=U26710 


73D9 


1 


613 


AL031736 


Hs.3195 


0 


18 


DNA sequence clone 738P1 1 on chromosome 1q24.1- 
2 


58B1 


1 


607 


NMJJ02995 


Hs.3195 


0 


17 


small Inducible cytokine subfamily C, member 


98F11 


145 


588 


NM_003172 


Hs.3196 


0 


1 


surfeit 1 (SURF1), mRNA fcds=(14,916) /gb=NM_ 


124E9 


1258 


2414 


NMJ)07318 


Hs.3260 


0 


2 


presenilin 1 (Alzheimer disease 3) (PSEN1), tr 


64G7 


1040 


1569 


NMJXJ2155 


Hs.3268 


0 


1 


heat shock 70kD protein 6 (HSP70B') (HSPA6), mR 


36D4 


1116 


1917 


X51757 


Hs.3268 


0 


4 


heat-shock protein HSP70B' gene /cds=(0,1S31) 
















/gb=X5 


39H11 


1 


507 


BE895166 


Hs.3297 


1.00E-152 


4 


601436095F1 cDNA, 5' end /done=IMAGE:3921239 


103G4 


16 


540 


NM_002954 


Hs.3297 


0 


4 


ribosomal protein S27a (RPS27A), mRNA /cds=(3 


127H7 


1391 


1806 


AB037752 


Hs.3355 


0 


1 


mRNA for KIAA1331 protein, partial cds /cds=(0 


107D3 


1932 


2517 


AK027064 


Hs.3382 


0 


1 


FLJ23411 Ms, clone HEP20452, highly sim 


121B3 


1270 


3667 


NM_005134 


Hs.3382 


0 


4 


protein phosphatase 4, regulatory subunit 1 ( 


bom 


1U4 


0/ O 


INIVJ Uu J I 


nb.OH IO 






3riinnep rfiffp-pnfiafinn-rplsfpcf Drotsin fAD 


75G1 


104 


1314 


X97324 


Hs.3416 


0 


16 


adipophilin /cds=(0.1313) /gb=X97324 / 


182A4 


147 


334 


NM_001867 


Hs.3462 


1.00E-102 


1 


cytochrome c oxidase subunit Vlic (COX7C), mRN 


134D7 


36 


270 


NM_001025 


Hs.3463 


1.00E-127 


3 


ribosomal protein S23 (RPS23), mRNA /cds=( 13,4 


192B10 


129 


1135 


AL357536 


Hs.3576 


0 


3 


mRNA full length insert cDNA clone EUROIMAGE 37 


112G12 


55 


687 


NMJ>03001 


Hs.3577 


0 


1 


succinate dehydrogenase complex, subunit C, 


526H6 


143 


537 


BF666961 


Hs.3585 


0 


1 


602121608F1 cDNA, 5' end /clone=IMAGE:4278768 


599F10 


2098 


2351 


NMJ>04834 


Hs.3628 


1.00E-118 


2 


mitogen-activated protein kinase kinase kina 


594F1 


239 


1321 


NM_001551 


Hs.3631 


0 


4 


immunoglobulin (CD79A) binding protein 1 <IG 


463E7 


911 


1033 


AL359940 


Hs.3640 


1.00E-63 


1 


mRNA; cDNA DKF2p762P1915 (from clone 
















DKF2d762P 


182A9 


657 


1179 


AL050268 


Hs.3642 


0 


2 


mRNA; cDNA DKFZp564B163 (from clone 
















DKFZp564B1 


38B4 


257 


568 


AB034205 


Hs.3688 


1.00E-151 


3 


for cisplau'n resistance-associated ove 


185H6 


769 


995 


NM.006003 


Hs.3712 


2.00E-88 


1 


ubiquinol-cytochrome c reductase, Rieske iro 


587A1 


716 


1609 


NMJJ06007 


Hs.3776 


0 


2 


zinc finger protein 216 (ZNF216), mRNA /cds=(2 


473B5 


46 


531 


NMJ)21633 


Hs.3826 


0 


1 


kelch-Iike protein C3IP1 (C3IP1), mRNA/cds=< 


194G5 


2456 


2984 


AB00236S 


Hs.3852 


0 


1 


mRNA for KtAA0368 gene, partial cds /cds=(0,4327) 
/gb 


589B4 


526 


1337 


NM_000310 


Hs.3873 


0 


3 


palmitoyl-protein thioesterase 1 (ceroid-lip 


515A10 


1518 


2130 


NM.002267 


Hs.3886 


0 


1 


karyopherin alpha 3 (importin alpha 4) (KPNA3) 


185A8 


1160 


1632 


NM.002807 


Hs.3887 


0 


1 


proteasome (prosoms, macropain) 26S subunit, 


102F7 


4226 


4531 


AB023163 


Hs.4014 


1.00E-158 


1 


for KIAA0946 protein, partial cds /cds=(0 


50B8 


1 


166 


AL1 17595 


Hs.4055 


3.00E-89 


2 


cDNA DKFZp564C2063 (from clone DKFZp564 


473A10 


1064 


1709 


NMJJ06582 


Hs.4069 


0 


1 


glucocorticoid modulatory element binding pr 


524A12 


2863 


3386 


AL13S105 


Hs.4082 


0 


1 


DNA sequence from clone RP4-670F13 on 
















chromosome 1q42 


525E1 


521 


974 


BC002435 


Hs.4096 


0 


1 


clone IMAGE:3346451, mRNA, partial cds /cds= 


1S3G12 


1130 


1630 


X528S2 


Hs.4112 


0 


6 


t-complex polypeptide 1 gene ycds={21,1691) 
















/gb=X528 


17BA7 


515 


892 


BC000687 


Hs.4147 


0 


1 


translocating chain-associating membrane p 


1B5B5 


3480 


3707 


AB023215 


Hs.4278 


1.00E-86 


1 


mRNA for KIAA0999 protein, partial cds /cds=(0 


154E12 


1731 


2531 


AF079566 


Hs.4311 


0 


2 


ubiquitin-Jike protein activating enzyme (UB 


331 C9 


1595 


1966 


AF0670Q3 


Hs.4747 


0 


1 


dyskerin (DKC1) mRNA, complete cds /cds=(60,16 


182C8 


1676 


1966 


NMJ301363 


Hs.4747 


1.00E-148 


2 


dyskeratosis congenita 1, dyskerin (DKC1), mR 


178C4 


1523 


2162 


AL136510 


Hs.4750 


0 


3 


mRNA; cDNA DKFZp564K0822 (from clone 
















DKFZp564K 


107F9 


3857 


4266 


AB032978 


Hs.4779 


0 


1 


for KIAA1 1 50 protein, partial cds /cds=(0 


191C11 


1945 


2618 


AF240468 


Hs.4788 


0 


3 


nicastrin mRNA, complete cds /cds=(1 42,2271) 


143G11 


869 


2076 


AK022974 


Hs.4859 


0 


2 


FLJ12912 fis, clone NT2RP2004476, highly 


127H11 


977 


1666 


NMJ320307 


Hs.4859 


0 


1 


cyclin L ania-6a (LOC57018), mRNA /cds=(54, 163 


479A11 


215 


544 


AK001942 


Hs.4863 


1.00E-173 


1 


cDNA FU11080 Ms, clone PLACE1005181 /cds=UN 
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73C5 


2314 


2851 


AF 105366 


HS.4876 


0 


1 


K-CI cotransporter KCC3a mRNA, alternatively 


525F9 


1059 


1764 


NM 006513 


Hs.4888 


o 


3 


seryMRNA synthetase (SARS), mRNA /cds=(75,1 


114D8 


931 


1051 


Z24724 


HS.4934 


4.00E-52 


1 


H.sapiens polyAsite DNA/cds= UNKNOWN 
















/gb=Z24724 /gi=50503 


587C10 


1104 


1343 


NMJX)6787 


Hs.4943 


3.00E-94 


1 


hepatocellular carcinoma associated protein; 


174F12 


1749 


2291 


NM_018107 


Hs.4997 


0 


3 


hypothetical protein FLJ10482 (FLJ10482), mR 


514C11 


899 


1439 


AK021776 


Hs.5019 


0 


1 


cDNA FLJ11714fis, clone HEMBA1005219, weakly 


126H9 


25 


397 


BE379724 


Hs.5027 


1.00E-118 


1 


601159415T1 cDNA, 3' end /clone=IMAGE:3511107 


599B5 


801 


970 


NMJ317840 


Hs.5080 


5.00E-73 


1 


hypothetical protein FLJ20484 (FLJ204B4), mR 


47E5 


4 


720 


AL034553 


Hs.5085 


0 


2 


DNA sequence from clone 914P20 on chromosome 
















20q13.13 


122C11 


492 


860 


NMJ)03859 


Hs.5085 


0 


1 


dolichyl-phosphete mannosyltransf erase pol 


1 16H6 


1644 


2902 


MM 014868 




1 ■ UUL. 1 U£ 




liny iinyci ywjvzxw iu \r\Mr iu^, ii!J\inm /LAJir— 


187G7 


700 


1268 


NM_004710 


Hs.5097 


0 


1 


synaptogyrin 2 (SYNGR2), mRNA /cds=(29,703) / 


174G3 


240 


500 


NM_003746 


Hs.5120 


1.Q0E-144 


4 


dynein, cytoplasmic, fight polypeptide (PIN) 


145B6 


199 


695 


BE539096 


Hs.5122 


1.00E-165 


2 


601061641F1 cDNA, 5' end /clone=IMAGE:3447850 


486C1 


1 


529 


BG028906 


Hs.5122 


0 


2 


60229301 5F1 cDNA, 5' end /clone=IMAGE:4387778 


69FB 


62 


455 


BF307213 


Hs.5174 


0 


1 


601891365F1 cDNA, 5' end /cfone= I MAGE:4 136752 


583F4 


82 


477 


NMJ301021 


Hs.5174 


0 


1 


* ribosomal protein S17 (RPS17), mRNA /cds=(25,4 


74C4 


1955 


2373 


AK025367 


HS.5181 


1.00E-179 


1 


FLJ21714 fis, clone COL10256, highly sim 


73E12 


702 


987 


AL 109840 


Hs.5184 


1.00E-161 


1 


DNA sequence from clone RP4-543J19 on 
















chromosome 20 C 


180G4 


26 


639 


NM_002212 


Hs.5215 


0 


2 


integrin beta 4 binding protein (ITGB4BP), mRN 


98F1 


17 


636 


NM_014165 


Hs.5232 


0 


5 


HSPC125 protein (HSPC125)-, mRNA /cds=(79, 606) 


525A8 


479 


992 


NM_005698 


Hs.5300 


0 


1 


bladder cancer associated protein (BLCAP), mR 


99C1 


19 


507 


NM_003333 


Hs.5308 


0 


3 


ubiquitin A-52 residue ribosomal protein fusi 


172D11 


714 


1805 


NM_005721 


Hs.5321 


0 


3 


ARP3 (actin-related protein 3, yeast) homolog 


591 F6 


475 


970 


NM_015702 


Hs.5324 


0 


1 


hypothetical protein {CL25022), mRNA /cds=(1 


68H8 


724 




I'lltfi JJ }*t I uo 




n 

V 


4m 


rr\U iy I't protein iiru iy mr\iNM /cos— \\ i*f 


194D12 


2128 


2499 


AB018305 


Hs.5378 


0 


1 


mRNA for KIAA0762 protein, partial cds /cds=(0 


501G11 


823 


1322 


NMJ320122 


Hs.5392 


0 


3 


potassium channel modulatory factor (DKFZP434 


74B4 


502 


1257 


AF008442 


Hs.5409 


0 


7 


RNA polymerase I subunit hRPA39 mRNA, complete 


134H7 


543 


916 


NMJX>4875 


Hs.5409 


0 


1 


RNA polymerase I subunit (RPA40), mRNA/cds=(2 


168A3 


1909 


2379 


AF090891 


Hs.5437 


0 


1 


clone HQ0105 PRO0105 mRNA, complete cds /cds=( 


145C10 


2375 


2564 


AF016270 


Hs.5464 


1.00E-104 


2 


thyroid hormone receptor coactivating protein 


587H7 


1857 


2563 


NM_006696 


Hs.5464 


0 


4 


thyroid hormone receptor coactivating protein 


183D10 


1199 


1347 


NMJD06495 


Hs.5509 


9.00E-40 


1 


ecotropic viral integration site 2B (EVI2B), m 


181D7 


1385 


WS2 


AK002173 


Hs.5518 


0 


1 


cDNA FLJ1131 1 fis, clone PLACE1010102 /cds=UNK 


I i OD \ 


l 


04.4 


NWMJUoolO 


nS.OO^*: 


u 


o 
i. 


.... 

tetratricopeptide repeat domain 2 (TTC2), mRN 


120F8 


1782 


2430 


AF 157323 


HS.5548 


0 


2 


p45SKP2-like protein mRNA, complete cds /cds= 


464H2 


46 


357 


NM_000998 


Hs.5566 


1.00E-163 


2 


ribosomal protein L37a (RPL37A), mRNA /cds=(1 


75F5 


1252 


2194 


AK027192 


Hs.5615 


0 


9 


FLJ23539 fis, clone LNG081 01 , highly sim 


56E8 


27 


205 


AI570531 


Hs.5637 


2.00E-95 


1 


tm77g04.x1 cDNA, 3' end /clone=IMAGE:2164182 


524G2 


2 


926 


NM_006098 


Hs.5662 


0 


9 


guanine nucleotide binding protein (G protein 


39F6 


2311 


2902 


AB014579 


Hs.5734 


0 


1 


for KIAA0679 protein, partial cds /cds=(0 


587G2 


2883 


4606 


NM_012215 


Hs.5734 


0 


11 


meningioma expressed antigen 5 (hyaluronidase 


469E5 


5041 


5393 


NMJ>14864 


Hs.5737 


3.00E-75 


2 


KIAA0475 gene product (KIAA0475), mRNA /cds=(. 


120H3 


1022 


1553 


NM_016230 


Hs.5741 


0 


1 


fiavohemoprotein b5+b5R (LOC51167), mRNA /cd 


63H8 


1049 


1507 


AK025729 


Hs.5798 


0 


1 


FLJ22076 fis, clone HEP1 2479, highly sim 


590D9 


1015 


1470 


NMJ)15946 


Hs.5798 


0 


1 


pelota (Drosophiia) homolog (PELO), mRNA /cds 


102E3 


665 


1027 


AK000474 


Hs.5811 


0 


1 


FLJ20467 fis, clone KAT06638 /cds={360,77 
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187E5 


665 


1028 


NMJ)17835 


Hs.5811 


0 


1 


chromosome 21 open reading frame 59 (C210RF59), 


39F9 


1402 


1728 


AK025773 


Hs.5822 


0 


3 


FLJ22120 fis, clone HEP 18874 /cas=UNKNOW 


39E12 


1064 


1843 


AF208844 


Hs.5862 


0 


1 


BM-002 mRNA, complete cds /cds=(39,296) /gb=A 


173H9 


906 


1684 


NM_016090 


Hs.5887 


0 


2 


RNA.binding motif protein 7 (LOC51 120), mRNA / 


120E8 


1702 


2055 


NMJ)12179 


Hs.5912 


1.0CE-14S 


1 


F-box only protein 7 (FBX07), mRNA/cds=(205,17 


195D1 


1309 


2656 


AK025620 


Hs.5985 


0 


8 


cDNA: FU21967 fis. clone HEP05652, highly slm 


116A6 


1451 


2073 


AK024941 


Hs.6019 


0 


1 


cDNA: FU21288 fis, clone COL01927 /cds=UNKNOW 


113F9 


1232 


1598 


NM_002896 


Hs.6106 


1.00E-126 


1 


RNA binding motif protein 4 (RBM4), mRNA /cds=( 


520H1 


563 


1007 


NM_018285 


Hs.6118 


0 


2 


hypothetical protein FLJ10968 (FLJ10968), mR 


180H12 


5224 


5568 


AF315591 


Hs.6151 


100E-135 


1 


Pumilio 2 (PUMH2) mRNA, complete cds /cds=(23,3 


185A7 


612 


1558 


NMJ316001 


Hs.6153 


0 


6 


CGI-48 protein (LOC51096), mRNA /cds=(107,167 


595G2 


3207 


4752 


Z97056 


Hs.6179 


0 


10 


DNA seq from done RP3-434P1 on chromosome 22 


592B11 


234 


4611 


AI74523Q 


Hs.6187 


1.00E-130 


6 


wg10e05.x1 cDNA, 3' end /clone=IMAGE:2364704 


590F2 


994 


1625 


NM 004517 


Hs.6196 


0 


3 


irttegrin-linked kinase (ILK), mRNA /cds={ 158, 


188A3 


1550 


2929 


M51906 


Hs.6241 


0 


3 


P1 3-kinase associated p85 mRNA sequence 


103C12 


502 


1129 


AF246238 


Hs.6289 


0 


1 


HT027 mRNA, complete cds /cds={260 ,784) /gb=A 


100C2 


804 


1111 


AK024539 


Hs.6289 


1.00E-122 


1 


FLJ20886 fis, clone ADKA03257 /cds=(359, 


A 53 n A 1 4 

4ouAl 1 












1 


rnRMA for KIAA1 151 Dratein oartfal cds /cds— (0 


473C8 


3944 


4149 


NMJ314859 


Hs.6336 


1.00E-106 


1 


KIAA0672 gene product (KIAA0672), mRNA/cds=( 


125A10 


1293 


1766 


NM_008791 


Hs.6353 


0 


1 


MORF-related gene 15 (MRG15), mRNA /cds=(131,1 


182F5 


143 


2118 


NM.01B471 


Hs.6375 


0 


3 


uncharacteriied hypothalamus protein HT010 


587E8 


398 


2287 


NMJ)16289 


Hs.6406 


0 


7 


M025 protein (LOC51719), mRNA /cds=(53,1 078) 


135C3 


2519 


3084 


AF130110 


Hs.6456 


0 


2 


clone FLB6303 PR01633 mRNA, complete cds /cds= 


178B5 


1744 


2425 


AL117352 


Hs.6523 


0 


2 


DNA seq from clone RP5-876B10 on chromosome 
















1q42 


522F10 


2392 


2591 


NMJD01183 


Hs.6551 


1.00E-110 


2 


ATPase, H+ transporting, lysosomal (vacuolar 


595C4 


1676 


2197 


NMJ321008 


Hs.6574 


0 


4 


suppressin (nuclear deformed epidermal autor 


481F3 


745 


904 


AL1 17565 


Hs.6607 


9.00E-82 


1 


mRNA; cDNA DKFZp566F164 (from clone 
















DKFZp5S6F1 


124 A3 


1046 


1575 


NM_017792 


Hs.6631 


0 


1 


hypothetical protein FLJ20373 (FLJ20373), mR 


177F11 


1966 


2281 


AB046844 


Hs.6639 


1.00E-152 


1 


for KIAA1624 protein, partial cds /cds=(0 


02 i\jf 


4oUU 


OZI U 


Oi rvi_u 1 4000 


ns.ooo4 


u 






04UD 




7£ft 
/ OO 




ns.oooo 


n 
u 


1 


fnr I^IAAI^ftO nmfpin nartial cri<5 fcdci=(fi 


75F7 


95 


3507 


AB014560 


Hs.6727 


0 


4 


for KIAA0660 protein, complete cds /cds=( 


477H12 


2 


457 


BF976590 


Hs.6749 


0 


1 


602244267F1 cDNA, 5' end /clone=IMAGE:4335353 


DUr\ i 




\ OM f 




He R7Q0 




i 


fnr mirrnva^nilar pnrfntheliat diff&rpntr 

l\Ji 1 1 llwl UVuOwUlul wllvlUil jwllwi uiiiwl wl IU 


100G9 


341 


454 


BE875609 


Hs.6820 


2.00E-58 


1 


601487048F1 cDNA, 5* end /done=IMAGE:3889762 


184F7 


1259 


1633 


AF056717 


Hs.6856 


0 


5 


ash2!2 (ASH2L2) mRNA, complete cds/cds=(295,1 


195E7 


1250 


1711 


NM_004674 


Hs.6856 


0 


3 


ash2 (absent, small, or homeotic, Drosophila, 


135F11 


328 


600 


NMJ)20188 


Hs.6879 


1.00E-151 


1 


DC13protein (DC13), mRNA /cds=(1 75 ,4 1 4) /gb= 


172G2 


1477 


1782 


NM_015530 


Hs.6880 


1,00E-169 


1 


DKFZP434D155 protein (DKFZP434D156), mRNA /c 


483G5 


3712 


3947 


AL031681 


Hs.6891 


3.00E-72 


1 


DNA sequence from clone 862K6 on chromosome 
















20q 12-1 3.1 


184B1 


1 


622 


AF006086 


Hs.6895 


0 


3 


Arp2/3 protein complex subunit p21-Arc (ARC21 


599C12 


1 


622 


NMJJ05719 


Hs.6895 


0 


24 


actin related protein 273 complex, subunit 3 ( 


43A1 


2111 


2312 


AF037204 


Hs.6900 


9.00E-78 


1 


RING zinc finger protein (RZF) mRNA, complete c 


105F6 


638 


1209 


AK026850 


Hs.6906 


0 


1 


FU23197 fis, done REC00917 /cds=UNKNOW 


178G10 


5939 


6469 


AJ238403 


Hs.6947 


0 


1 


mRNA for huntingtin interacting protein 1 /cd 


72A2 


178 


2992 


AF001542 


Hs.6975 


0 


9 


AF001542 /clone=alpha_est218/52C1 /gb= 


37F2 


1757 


2397 


AK022568 


Hs.7010 


0 


1 


FLJ12506 fis, clone NT2RM2001700, weakly 
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598D3 


1153 


1299 


NMJ504637 


Hs.7016 


8.00E-56 


1 


RAB7, member RAS oncogene family (RAB7), mRNA 


524C11 


5542 


5678 


AB033034 


Hs.7041 


3.00E-72 


1 


mRNAfor KIAA1208 protein, partial cds /cds= s (2 


109E10 


452 


1093 


AF 104921 


Hs.7043 


0 


1 


succinyl-CoA synthetase alpha subunit (SUCLA1 


595F7 


449 


1150 


NM.Q03849 


Hs.7043 


0 


2 


succinate-CoA ligase, GDP-forming, alpha sub 


104H2 


644 


992 


NMJ>20194 


Hs.7045 


1.00E-156 


1 


GL004 protein (GL004), mRNA /cds=(72J28) /gb 


155C1 


3322 


3779 


AK024478 


HsJ049 


0 


2 


FLJ00071 protein, partial cds/cds=(3 


473B1 


3029 


3439 


AB051492 


Hs.7076 


1.00E-152 


1 


mRNAfor KIM1705 protein, partial cds /cds=(1 


125E3 


3612 


3948 


AL390127 


Hs.7104 


0 


1 


mRNA; cDNA DKFZp761P06121 (from clone 
















DKFZp761 


499B11 


1451 


1852 


NM_021188 


Hs.7137 


0 


2 


clones 23667 and 23775 zinc finger protein (LOC 


52B12 


1850 


2178 


U90919 


Hs.7137 


1.00E-174 


1 


clones 23667 and 23775 zinc finger protein mRNA, 
















compl 


486A11 - 


855 


1186 


NMJ)03904 


Hs.7165 


1.00E-132 


1 


zinc finger protein 259 (ZNF259), mRNA /cds=(2 


460B6 


2514 


3182 


NM_021931 


Hs.7174 


0 


1 


hypothetical protein FLJ22759 (FLJ22759), mR 


592H8 


3999 


4524 


AB051544 


Hs.7187 


0 


2 


mRNAfor KIAA1757 protein, partial cds /cds=(3 


180A10 


102 


468 


AL1 17502 


Hs.7200 


1.00E-141 


3 


mRNA; cDNA DKFZp434D0935 (from clone 
















DKFZp434 


127A12 


1503 


2688 


AL03ODD1 


MS./z To 


u 


o 

c. 


r^KfA 0AMii£«v^o frnm r*1 nnA DDZ RftSf^l t rin 

UiMr\ sequerKA? rrurn uione KrH-joou i i on 
















chromosome 20p1 


592Q9 


12 


263 


NM_Q15953 


Hs.7236 


1.00E-138 


2 


CGl-25 protein (LOC51Q7Q), mRNA /cds=(44,949) 


127E3 


2624 


4554 


AB028980 


Hs.7243 


0 


3 


mRNA for KIAA1057 protein, partial cds /cds=(0 


135F2 


5029 


5175 


AB033050 


Hs.7252 


3.00E-78 


1 


mRNA for KIAA1224 protein, partial cds /cds=(0 


57G1 


2299 


2723 


NM_014319 


Hs.7256 


0 


1 


integral inner nuclear membrane protein (MAN1 


122D11 


2920 


3123 


AB014558 


Hs.7278 


5.00E-74 


1 


mRNA for KIAA0658 protein, partial cds /cds=(0 


471H6 


1 


449 


AV702692 


Hs.7312 


0 


1 


AV702692 cDNA, 5' end /clone=ADBBQC12 /clone_ 


104G12 


4314 


4797 


AF084555 


Hs.7351 


0 


2 


okadaic acid-inducible and cAMP-reguIated ph 






1^59 




Lie* 71m 


U 


0 


voiiage-oepenaeru anion cnannei o yvunx^o), rnr\ 


159H2 


355 


1252 


AL1 37423 


Hs.7392 


0 


3 


mRNA; cDNA DKFZp761E0323 (from done 
















Ut\r£.pf □ 1 1 


161F3 


1708 


2371 


NM_024045 


Hs.7392 


0 


1 


hypothetical protein MGC3199 (MGC3199), mRNA 


195E1 


1107 


1362 


NM_022736 


Hs.7503 


1.00E-129 


1 


hypothetical protein FLJ14153 (FLJ14153), mR 


137F5 


59 


666 


NM.018491 


Hs.7535 


0 


2 


COBW-like protein (LOC55871), mRNA /cds=(64,9 


597E1 


2302 


2893 


AF 126028 


Hs.7540 


0 


2 


unknown mRNA /cds=(0,1 261) /gb=AF1 26028 /gi= 


473B6 


3005 


3302 


AK025615 


Hs.7567 


1.00E-158 


1 


cDNA; FLJ21962 fis, clone HEP05564 /cds=UNKNOW 


519H1 


232 


720 


BG 112505 


Hs.7589 


0 


2 


602282107F1 cDNA, 5' end /ctone=IMAGE:4369729 


73A9 


106 


3912 


M20681 


Hs.7594 


0 


8 


glucose transporter-like protein-Ill (GLUT3), compl 


51 D3 


106 


3200 


NM_006931 


Hs.7594 


0 


2 


solute carrier family 2 (facilitated glucose t 


596E8 


1512 


1748 


M94046 


Hs.7647 


1.00E-129 


2 


zinc finger protein (MAZ) mRNA /cds^UNKNOWN 
















/nh— tlMQAftA 
/go— lviy*fU*t 


472A8 


1575 


1983 


NMJ304576 


Hs.7688 


0 


1 


protein phosphatase 2 (formerly 2A), regulator 


191A10 


386 


889 


NM_007278 


Hs.7719 


0 


3 


* GABA(A) receptor-associated protein (GABARAP 


459C4 


5636 


5897 


AB002323 


Hs.7720 


2.00E-87 


1 


mRNA for KIAA0325 gene, partial cds /cds=(0,6265) 
/gb 


99A12 


606 


1253 


NMJJ18453 


Hs.7731 


0 


1 


uncharacterized bone marrow protein BM036 (BM 


72G8 


5806 


6409 


AB007938 


Hs.7764 


0 


5 


for KIAA0459 protein, complete cds /cds=( 


45G2 


6168 


6404 


NMJ)14351 


Hs.7764 


1.00E-132 


1 


KIAA0469 gene product (KIAA0469), mRNA /cds=( 


172A4 


371 


588 


NMJ307273 


Hs.7771 


1.00E-107 


1 


B-cell associated protein (REA), mRNA /cds=(9 


177B8 


2055 


243t 


AK023166 


Hs.7797 


0 


1 


FLJ13104 fis, clone NT2RP3002343 /cds=(28 


99B6 


865 


1244 


NMJ)12461 


Hs.7797 


0 


1 


TERF1 (TRF1 interacting nuclear factor 2 (T 


160G8 


727 


860 


U94855 


Hs.7811 


5.Q0E-66 


1 


translation initiation factor 3 47 kDa subunit 


54G6 


1 


1007 


AK001319 


Hs.7837 


1.00E-148 


3 


FLJ10457 fis, clone NT2RP1001424 /cds=UN 


594A7 


1295 


1793 


NMJ313446 


Hs.7838 


0 


4 


makorin, ring finger protein, 1 (MKRN1), mRNA 


188A12 


1 


2013 


NMJD17761 


Hs.7862 


0 


3 


hypothetical protein FLJ20312 (FLJ20312), mR 


594A2 


3060 


3588 


AK023813 


Hs.7871 


0 


2 


cDNA FLJ13751 fis. clone PLACE3000339, weakly 


124C12 


472 


1251 


NM_001550 


Hs.7879 


0 


1 


interferon-related developmental regulator 


147A8 


1381 


1711 


Y10313 


Hs.7879 


1.00E-134 


1 


for PC4 protein (IFRD1 gene)/cds=(219,158 
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74H3 


4430 


4978 


AF302505 


Hs.7886 


0 


2 


pellino 1 (PEU1) mRNA, complete cds /cds=(4038 




4/o 






II _ 7QAC 


n 
U 




ono ana rA aomam-coniaining proxsin onorAi v° 


52C7 


1637 


2231 


AB029551 


Hs.7910 


0 


1 


YEAF1 mRNA for YY1 and E4TF1 associated factor 


177H5 


5411 


6045 


AB002321 


Hs.7911 


0 


1 


KIAA0323 gene, partial cds /cds=(0,2175) /gb 


114C8 


1678 


3078 


NM_017657 


Hs.7942 


1.00E-149 


2 


hypothetical protein FLJ20080 (FU20080), mR 


169D8 


1453 


2158 


AK001437 


Hs.7943 


0 


1 


FLJ10575 fis, clone NT2RP2003295, highly 


599G8 


618 


1204 


NMJJ03795 


Hs.7943 


0 


1 


RPB5-mediating protein (RMP), mRNA /cds=(465, 


127E11 


107 


796 


NM_016099 


Hs.7953 


0 


3 


HSPC041 protein (LOC51125), mRNA/cds=(141,45 


98D6 


4769 


6506 


NM_001111 


Hs.7957 


0 


20 


adenosine deaminase, RNA-specific (ADAR), tr 


37H10 


2479 


6594 


X79448 


Hs.7957 


0 


8 


IFI-4 mRNA for type 1 protein /cds=(1 1 65,3960) /g 


I 1 DVj4 








ns.ouz i 


n 
VJ 


A 
*P 


mRWA. fnr k'lAAIO^A nrnioin nartial rrlc /rHts=iTV 
iNiMN/A r\IAA 1 U3o [J.UltrJi!, pd. Lldr <JUa /UUo—^U 


118E9 


630 


1688 


NM_00S083 


Hs.8024 


0 


2 


IK cytokine, down-regulator of HLA SI (IK), mRN 


171A8 


1658 


1973 


AK002026 


Hs.3033 


1.00E-151 


1 


FU1 1 164 fis, clone PLACE1007226, weakly 


103G5 


1504 


1977 


NMJ)18346 


Hs.8033 


0 


1 


hypothetical protein FLJ1 1 164 (FLJ1 1 164), mR 


179G7 


2860 


3032 


AK022497 


Hs.8068 


6.00E-46 


1 


FLJ12435 fis, clone NT2RM1000059 /cds=(88 


594A11 


2327 


2653 


NM_018210 


Hs.3083 


1.00E-167 


1 


hypothetical protein FLJ10769 (FU10769), mR 


103B5 


1968 


2448 


AF267856 


Hs.8084 


0 


1 


HT033 mRNA, complete cds /cds=(203,931) /gb=A 


98E4 


1367 


1803 


AF1 13008 


Hs.8102 


0 


7 


clone FLB0708 mRNA sequence /cds=UNKNOWN 
/gb= 


191H10 


4581 


5819 


NM_018695 


Hs.8117 


0 


3 


erbb2-interacting protein ERB1N (LOC55914), 


99F1 


550 


2672 


AB014550 


Hs.8118 


0 


4 


mRNA for KIAA0650 protein, partial cds /cds=(0 


165H11 


488 


663 


NM_024408 


Hs.8121 


3.00E-93 


1 


Notch (Drosophila) homolog 2 (NOTCH2), mRNA/ 


515C7 


2188 


2514 


AL050371 


Hs.8128 


1.00E-114 


1 


mRNA; cDNA DKF2p566G2246 (from clone 
















DKFZp566G 


166A12 


234 


1196 


AF131856 


Hs.8148 


1.00E-155 


2 


clone 24856 mRNA sequence, complete cds /cds=( 


520H8 


512 


712 


NM_016275 


Hs.8148 


1.00E-110 


1 


selenoprotein T (LOC51714), mRNA /cds=(138,62 




A 
\ 


f 


MM MARQR 
rJIVI_v l*+000 


ns.o I f u 




*» 
o 


hv/nnthpfiral nrntein fYR-?Q\ mRNA /rtri<i=(R7 F, 

liypUU iCUUdl JJfULCJl! \l f\-£.^3) % \l\i\Wr\ /WJa — ^0^,0 


105F12 


349 


760 


AK001665 


Hs.8173 


0 


1 


FLJ10803 fis, clone NT2RP4000833 /cds=(1 


75A7 


737 


1458 


AF000652 


Hs.3180 


0 


1 


syntenin (sycl) mRNA, complete cds /cds=(148,1 


64H5 


105 


618 


NM_005625 


Hs.8180 


0 


3 


syndecan binding protein (syntenin) (SDCBP), 


61 G9 


3147 


3560 


AB018339 


Hs.8182 


0 


2 


for K1AA0796 protein, partial cds /cds=(0 


39G2 


255 


1675 


AF042284 


Hs.8185 


0 


4 


unknown mRNA /cds=(76,1428) /gb=AF042284 /gi 


192G5 


1054 


1580 


' NM_021199 


Hs.8185 


0 


8 


CGl-44 protein; sulfide dehydrogenase like (y 


109D3 


1463 


2503 


AF269150 


Hs.8203 


0 


2 


transmembrane protein TM9SF3 (TM9SF3) mRNA, c 


115H4 


1251 


3187 


NM_020123 


Hs.8203 


0 


12 


endomembrane protein emp70 precursor isolog ( 


113F12 


2349 


3576 


AL355476 


Hs.8217 


4.00E-35 


2 


DNA sequence from clone RP1 1-51 701 on 
















chromosome X Co 






1 n^n 




ns.0^40 


n 
yj 


i 


ivAL/n uciiyuiuywi last iuiic/ rL.-Q \j\\j\x:\\\ 


460D3 


4851 


5043 


AF035947 


Hs.8257 


7.00E-76 


1 


cytokine-inducible inhibitor of signalling t 


111E7 


729 


3182 


NMJM3995 


Hs.8262 


0 


2 


lysosomal-associated membrane protein 2 (LAM 


590F10 


3012 


4133' 


AK022790 


Hs.8309 


0 


6 


cDNA FLJ12728 fis, clone NT2RP2000040, highly 


109B1 


138 


476 


AW973507 


Hs.8360 


1.00E-161 


1 


EST385607 /gb=AW973507 /gi=8164685 /ug= 


61 A3 


1137 


1649 


AB033017 


Hs.8594 


0 


1 


for KIAA1191 protein, partial cds /cds=(0 


523E12 


905 


2998 


. NMJ307271 


HS.8724 


0 


4 


serine threonine protein kinase (NDR), mRNA / 


590G2 


3618 


3932 


NM_018031 


Hs.8737 


1.00E-166 


3 


WD repeat domain 6 (WDR6), mRNA /cds= (39,3404) 


464C3 


2299 


2494 


NMJ318255 


Hs.8739 


1.00E-107 


1 


hypothetical protein FLJ10879 (FLJ10879), mR 


128H8 


1580 


1711 


NMJ318450 


Hs.8740 


Z00E-64 


1 


uncharacterized bone marrow protein BM029 (BM 


179D3 


921 


1457 


AF083255 


Hs.8765 


0 


1 


RNA helicase-related protein complete c 


195H11 


1247 


1481 


NM_007259 


Hs.8813 


1.00E-100 


1 


syntaxin binding protein 3 (STXBP3), mRNA /cds 


46QF1 


68 


308 


AA454036 


Hs.8832 


1.00E-105 


1 


zx48b04.r1 cDNA, 5' end fclone=IMAGE:795439 / 


110E10 


3672 


5371 


AB032252 


Hs.8858 


0 


3 


BAZ1A mRNA for bromodomain adjacent to zinc fi 


113D1 


4814 


5890 


NM_013448 


Hs.8858 


0 


2 


bromodomain adjacent to zinc finger domain, 1 A 


120H7 


373 


633 


NMJD17748 


Hs.8928 


1.00E-143 


1 


hypothetical protein FLJ20291 (FLJ20291), mR 


470F10 


1670 


2260 


NM_003917 


Hs.8991 


0 


2 


adaptor-related protein complex 1, gamma 2 su 


72H11 


1785 


2418 


M11717 


Hs.8997 


1.00E-147 


23 


heat shock protein (hsp 70) gene, complete cds 



/cds=(2 
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49H4 


1769 


2243 


NM_Q05345 


Hs.8997 


1.00E-145 


12 


heat shock 70kD protein 1 A (HSPA1 A), mRNA /cds= 






TOO 


NM_UlN>Or 4 


ns.yuoo 






VAMP (vesicle-associated membrane protein)-a 


142E2 


1255 


1518 


AK022215 


HS.9043 


1.00E-107 


] 


FLJ12153 fis, clone MAMMA1000458 /cds=UNK 


108B9 


1160 


1823 


AJ002030 


Hs.9071 


0 




for putative progesterone binding protein 


47C7 


452 


795 


AB011420 


Hs.9075 


0 


1 


for DRAM, complete cds /cds=(1 17,1351) / 


590A4 


791 


1377 


NM_004760 


Hs.9075 


0 




serine/threonine kinase 17a (apoptosis-induc 


168D11 


1000 


1641 


NMJ)17426 


Hs.9082 


0 


1 


nucleoporin p54 (NUP54), mRNA /cds=(25, 1542) 


63H9 


799 


1163 


Y17829 


Hs.9192 


0 


1 


for Homer-related protein Syn47 /cds=(75, 


167B11 


14S5 


1863 


NMJ)06251 


Hs,9247 


0 


1 


protein kinase, AMP-activated, alpha 1 cataly 


196D5 


1021 


1492 


AK024327 


Hs.9343 


0 


1 


cDNA FLJ14265 fis, clone PLACE1002256 /cds=UNK 


192F3 


245 


790 


NM_Q17983 


Hs.9398 


0 


1 


hypothetical protein FLJ 10055 (FLJ10Q55), mR 


121C3 


3381 


3567 


AF217190 


Hs.9414 


3.00E-90 


1 


MLEL1 protein (MLEL1 ) mRNA, complete cds /cds= 


196B6 


959 


1551 


NM_003601 


Hs.9456 


0 


1 


SWI/SNF related, matrix associated, actin dep 


331B5 


2624 


2950 


AF027302 


Hs.9573 


1.00E-179 


1 


TNF-alpha stimulated ABC protein (ABC 50) mRNA 


592E11 


1 


479 


NM_002520 


Hs.9614 


1 .00E-1 39 




nucleophosmin (nucleolar phosphoprotein B23 


515D6 


1739 


2091 


AB037796 


Hs.9663 


1.00E-160 


1 


mRNA for KIAA1375 protein, partial cds /cds=(0 


124A5 


1387 


1762 


NM_01 2068 


Hs.9754 


0 




activating transcription factor 5 (ATF5), mRN 


122A7 


1484 


1928 


AB028963 


Hs.9846 


1.00E-154 


1 


mRNA for KIAA1040 protein, partial cds /cds=(0 


591 E2 


1625 


2194 


AF1 23073 


Hs.9851 


0 


5 


C/EBP-induced protein mRNA, complete cds /cds 


111G2 


4208 


5361 


AB033076 


Hs.9873 


0 


2 


mRNA for KIAA1250 protein, partial cds /cds=(0 


469D5 


932 


3551 


AK022758 


Hs.9908 


1.00E-178 


6 


cDNA FLJ12696 fis, done NT2RP1000513, highly 


590D5 


172 


742 


NM_001425 


Hs.9999 


2.00E-94 


2 


epithelial membrane protein 3 (EMP3), mRNA/c 


112E7 


1065 


1753 


NM_001814 


Hs. 10029 


0 


1 


cathepsin C (CTSC), mRNA /cds=(33, 1424) /gb=N 


1C6C7 


1066 


1641 


X87212 


Hs. 10029 


0 


] 


cathepsin C /cds=(33,1424) /gb=X8721 2 / 


127B1 


1003 


1429 


NMJ514959 


Hs.10031 


o 




KIAA0955 protein (KIAA0955), mRNA /cds=(313,1 


462E5 


332 


487 


AW293461 


Hs. 10041 


3.00E-46 


1 


UI-H-BI2-ahm-e-02-0-Ul.s1 cDNA, 3' end /don 


190E3 


101 


356 


NM_016551 


Hs. 10071 


6.00E-98 


1 


seven transmembrane protein TM7SF3 (TM7SF3), 


61 B6 


2571 


2764 


AL1 63249 


Hs.10175 


7.00E-94 


1 


chromosome 21 segment HS21C049 /cds=(1 28,2599 


110F6 


5310 


5808 


D87432 


Hs.10315 


0 


1 


K1AA0245 gene, complete cds /cds=(261,18Q8) 


196E10 


5312 


5753 


NMJD03983 


Hs.10315 


0 


1 


solute carrier family 7 (cationic amino acid t 


49D8 


315 


2207 


AK024597 


Hs. 10362 


0 


3 


cDNA: FU20944 fis, clone ADSE01780 /cds=UNKNO 


129C7 


1000 


1364 


AB018249 


Hs.10458 


0 


1 


CC chemokine LEG, complete cds /cds=(1 


62F11 


1239 


2034 


AL031685 


Hs.10590 


0 


2 


DNA sequence from clone RP5-963K23 on 
















chromosome 20q1 






O I O 


ALJU 10(4 


He inRon 

r15. lUDUU 
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*# 


nM A c an nan oa frnm /~frsncs DD1 1.^^Pi ft nr» 
















chromosome 20 


179C12 


3765 


4300 


AK000005 


Hs.10647 


0 


2 


FLJO00O5 protein, partial cds /cds=(0 


482D12 


1753 


2359 


NM_004848 


Hs. 10649 


0 


1 


basement membrane-induced gene (ICB-1), mRNA 


184F4 


2686 


3194 


AL 1*^7721 


Ue 1fY7f)? 
no. i \J i \J£* 


o 




















DKFZp761H2 


186F10 


2588 


3084 


NMJH7601 


Hs. 10702 


1.00E-137 


2 


hypothetical protein DKF2p761H221 (DKFZp761H 


461 E3 


593 


1 1 1 n 




He 10794 


o 


i 




598D5 


660 


1191 


NMJM4306 


Hs.10729 


0 


2 


hypothetical protein (HSPC117), mRNA /cds=(75 






053/ 




He irV7^fl 

ns. i uf do 


1 OOF 1Rc: 




MAnM rtahwH rnnanoca fnhirtilinnn^ Q nrntoin 

iM/-\un uenyoruycndSc ^uDiquiiiuiiBy rc-o pimein 


36A7 


172 


1114 


NM_006325 


Hs. 10842 


0 


11 


RAN, member RAS oncogene familyRAN, member 
RAS 


54H1 


240 


1467 


NM_012257 


Hs. 10882 


0 


2 


HMG-box containing protein 1 (HBP1), mRNA /cds 


596B8 


1186 


1895 


AK025212 


Hs. 10888 


0 


17 


cDNA: FLJ21559 fis, clone COL06406 /cds^UNKNOW 


458G7 


9B9 


1492 


Z78330 


Hs. 10927 


0 


1 


HSZ78330 cDNA /clone=2.49-(CEPH) /gb^=Z78330 


115D2 


308 


638 


BF793378 


Hs. 10957 


"1.00E-102 


1 


602254823F1 cDNA, 5* end /done=IMAGE;4347076 


148H9 


226 


863 


AF021819 


Hs. 10958 


0 


1 


RNA-binding protein regulatory subunit mRIMA, 


173D5 


356 


816 


NM_007262 


Hs. 10958 


0 


1 


RNA-binding protein regulatory subunit (DJ-1 


39B7 


1553 


2256 


AF063605 


Hs.11000 


0 


1 


brain my047 protein mRNA, complete cds /cds=(8 


592H5 


1553 


2257 


NM_015344 


Hs.11000 


0 


3 


MY047 protein (MY047), mRNA /cds=(84,479) /gb 
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112G3 


2591 


3180 


AB046813 


Hs.11123 


0 


1 


mRNA for KIM1593 protein, partial cds /cds=(4 


592E8 


251 


725 


NMJ)14041 


Hs.11125 


0 


2 


HSPC033 protein (HSPC033), mRNA /cds=(168 t 443 


477A2 


1610 


1697 


NMJ)03100 


Hs.11183 


8.00E-43 


2 


sorting nexin 2 (SNX2), mRNA /cds=(29, 1588) /g 


41 G4 


6498 


6751 


AB014522 


Hs. 11238 


1.00E-142 


1 


for KIAA0622 protein, partial cds /cds=(0 


519A3 


759 


987 


NM.018371 


Hs.11260 


1.00E-127 


1 


hypothetical protein FLJ11264 (FLJ11264), mR 


175B4 


404 


688 


BE783546 


Hs.11355 


4.00E-75 


1 


601 4761 86F1 cDNA, 5 1 end /clone=IMAGE:3878948 


114F11 


245 


401 


BF665055 


Hs.11356 


4.00E-55 


1 


602119656F1 cDNA, 5' end /clone=IMAGE:4276860 


40D2 


96 


824 


U59808 


Hs. 11383 


0 


1 


monocyte chemotactic protein-4 precursor (MCP-4) 
mR 


109C3 


767 


2345 


M74002 


Hs. 11482 


0 


2 


argi nine-rich nuclear protein mRNA, complete cds /cds 


117G9 


408 


2345 


NM_004768 


Hs.11482 


0 


8 


splicing factor, arginine/serine-rich 1 1 (SF 


458G6 


2053 


2164 


AK022628 


Hs.11556 


1.00E-54 


1 


cDNA FLJ12566 fis, clone W2RIVI4000852 /cds=UNK 


1 niC7 
1 oTfc/ 


RAA 
D44 


1UU4 




ns. 1 10/ 1 


1 nnp 1R7 
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«nMA pi M1*;7n fi c Hnno MFN1RA IHnVinQ /rHe- 1 IWVf 


458B3 


85 


522 
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Hs.11594 


100E-137 
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yf40a04.s1 cDNA, 3' end /clone=IMAGE: 129294 / 


l4obo 
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Of ( 
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60B1 


1291 


1882 


NMJ}Q5121 


Hs.11861 


0 


1 


thyroid hormone receptor- associated protein, 


44C6 


2613 


2834 


NMJ)00859 


Hs.11899 


9.00E-72 


1 


3-hydroxy-3-methylglutaryl-Coenzyme A reduc 


39F10 


1 


221 


BF668230 


Hs. 12035 


1.00E-120 


2 


602122419F1 cDNA, 5' end /c!one=IMAGE:4279300 








i 170Z4A 


no. i 
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O 


r*0f mRMA r*nmnleafA pHq 


4o it / 




01 on 




ns.i^uo4 


1 nnp 


1 


u\i\v*f\ ror iximm iuoj proiein, psnia] cas /cas— 


465D9 


2529 


2699 


NMJJ04003 


Hs. 12068 


8.00E-91 


1 


carnitine acetyftransferase (CRAT), nuclear 


116H8 


283 


738 


NrVL003321 


Hs. 12084 


0 


1 


Tu translation elongation factor, mitochondrj 


44A4 


319 


836 


S75463 


Hs. 12084 


0 


1 


P43=mitochondrial elongation factor homolog [human, 
live 


> 14r / 


4^04 


44oO 


Al 1**77^*? 
ALIO/ fOO 


MS. I<£144 


1 nnp 

I .uut- 1 to 


4 
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DKFZd434K 


123F12 


1 


219 


NM.021203 


Hs.12152 


1.00E-114 


1 


APMCF1 protein (APMCF1), mRNA /cds=(82,225) / 


519H7 


166 


753 


AK025775 


Hs. 12245 


0 


1 


cDNA: FU22122 fis, clone HEP19214 /cds=UNKNOW 


7np^ 




*+ f £L\J 


nDU 1 




n 


o 




107H1 


680 


1078 


AK024756 


Hs. 12293 


0 


1 


FU21103 fis, clone CAS04883 /cds=(l07,1 


71 E5 


4750 


5233 


NWL003170 


Hs.12303 


0 


1 


suppressor of Ty (Sxerevisiae) 6 homolog (SUP 


106F3 


977 


1490 


AL050272 


Hs. 12305 


0 


1 


cDNA DKFZp556B183 (from clone DKFZp566B1 


481F4 


1859 


2403 


NM_015509 


Hs. 12305 


0 


1 


DKFZP566B183 protein (DKFZP566B183), mRNA /c 


114D3 


1271 


1520 


AF038202 


Hs.12311 


1.00E-118 


1 


clone 23570 mRNA sequence /cds=UNKNOWN 
















/gb=AF0 


463B9 


1006 


1224 


AK021670 


1 1 _ i Aft J H 

Hs.12315 


A Ann 4 Ai 

1.00E-121 


1 


cDNA FLJ11608 fis, clone HEMBA1 0039/6 /cds-(5o 




71 


723 




He lO^Qfi 


n 


n 

c, 




460E9 


3808 


4166 


D83776 


Hs.12413 


1 00E-176 


1 


mRNA for KIAA0191 gene, partial cds /cds=(0,4552) 


157E1 


1887 


3154 


NMJ320403 


Hs. 12450 


0 


3 


/gb 

cadherin superfamily protein VR4-11 (LOC57123 


69F11 


2715 


3447 


AK001676 


Hs. 12457 


0 


1 


FIJI 0814 fis, clone NT2RP4000984 /cds=(92 


118B8 


5781 


6374 


AB032973 


Hs. 12461 


0 


1 


mRNA for KIAA1 147 protein, partial cds /cds-(0 


193G12 


2069 


2368 


NMJ305993 


Hs. 12570 


1.00E-169 


1 


tubulin-specific chaperone d (TBCD), mRNA /cd 


459D11 


2828 


3122 


NMJ)21151 


Hs. 12743 


1.00E-147 


1 


carnitine octanoyltransferase (COT), mRNA /c 


196H4 


1 


5439 


AB046785 


Hs.12772 


0 


2 


mRNA for KIAA1565 protein, partial cds /cds=(0 


56G11 


458 


1088 


AL080156 


Hs.12813 


0 


1 


cDNA DKFZp434J214 (from clone DKFZp434J2 


476E6 


1221 


1638 


NM_006590 


Hs. 12820 


0 


1 


SnRNP assembly defective 1 homolog (SAD1), mRN 


109E7 


1 


180 


AF208855 


Hs.12830 


3.00E-79 


1 


BM-013 mRNA, complete cds /cds=(67,459) /gb=A 
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458A2 


1818 


2276 


AK025747 


Hs.12969 


0 


1 


cDNA: FLJ23094 fis, done LNG07379, highly sim 


466D10 


1469 


1745 


AK001822 


Hs.12999 


9.00E-39 


1 


cDNA FLJ10960 fis, clone PLACE1000564 /cds=UNK 


1 87A1 1 


1866 


2555 


I'll VI UUxA/JU 


H«; 1 3046 
i to. i outy 
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f 


0 
£- 


thinrpHrnfin rprinrtp<ip 1 ^TVMRHI^ mRNA /rri^=( 

UIIUIGUI/AHI ICUUOlCdC 1 ^ 1 /YIN (vL/ 1 J , 11 NA\ /VAjO ^ 


60D9 


1757 


3508 


X91247 


Hs. 13046 


0 


3 


thioredoxin reductase /cds=(439,1932) 


75D7 


2071 


2550 


AF055581 


Hs.13131 


0 


1 


adaptor protein Lnk mRNA, complete cds /cds=(3 


196C2 


190 


B45 


AK026239 


Hs.13179 


0 


2 


cDNA: FU22585fis, clone HSI02774 /cds=UNKNOW 


480G6 


11 


3B0 


AL570416 


Hs.13256 


1.00E-161 


1 


AL570416 cDNA /c!one=CS0DI020YKO5-(3-prime) 


196H3 


2814 


3382 


AB020663 


Hs. 13264 


0 


1 


mRNA for KIAA0856 protein, partial cds /cds=(0 


460H3 


127 


431 


BF029796 


Hs.13268 


1.00E-151 


1 


601 556721 F1 cDNA, 5' end /clone=IMAGE:3826637 


170B2 


1487 


1535 


AB011164 


Hs. 13273 


1.00E-69 


1 


for K1AA0592 protein, partial cds /cds=(0, 


115E6 


2153 


2376 


AK025707 


Hs.13277 


1.00E-124 


1 


cDNA: FLJ22054fis, clone HEP09634 /cds=(144,9 


110F10 


119 


648 


BE537908 


Hs.13328 


0 


1 


601067373F1 cDNA, 5' end /c!one=IMAGE:3453594 


36C2 


427 


4137 


AF054284 


Hs.13453 


0 


5 


spliceosomal protein SAP 155 mRNA, complete cd 


594C3 


5 


4229 


NMJJ 12433 


Hs. 13453 


0 


10 


splicing factor 3b, subunit 1 , 155kD (SF3B1), m 


110C6 


4 


1853 


AF131753 


Hs. 13472 


0 


5 


clone 24859 mRNA sequence /cds=UNKNOWN 
















/gb=AF 


173B6 


1156 


1672 


NM_013236 


Hs. 13493 


0 


1 


like mouse brain protein E46 (E46L), mRNA /cds= 


462C4 


794 


1093 


BC001909 


Hs. 13580 


1.00E-115 


1 


clone IMAGE:3537447, mRNA, partial cds /cds= 


597H11 


412 


936 


NM_014174 


Hs. 13645 


0 


1 


HSPC144 protein (HSPC144), mRNA /cds=(446,1 12 


107F8 


429 


821 


AK025767 


Hs. 13755 


0 


1 


FLJ221 14 fis, clone HEP18441 /cds=UNKNOW 


102D12 


3153 


4764 


AF000993 


Hs. 13980 


0 


2 


ubiquitous TPR motif, X isoform (UTX) mRNA, alt 


515G12 


1710 


2120 


AK025425 


Hs. 14040 


0 


2 


cDNA: FLJ21772 fis, clone COLF7808 
















/cds=UNKNOW 


480H5 


1945 


2259 


AK024228 


Hs. 14070 


1.00E-119 


1 


cDNA FLJ14166 fis, clone NT2RP100079S/cds=(20 


61 D1 


73 


499 


NMJ314245 


Hs.14084 


0 


1 


ring finger protein 7 (RNF7), mRNA 7cds=(53,394 


122E4 


2162 


2685 


NM_014454 


Hs.14125 


0 


1 


p53 regulated PA26 nuclear protein (PA26), mRN 


123D9 


22 


722 


NMJ501161 


Hs.14142 


0 


1 


nudix (nucleoside diphosphate linked moiety 


460F11 


1084 


1322 


NM_017827 


Hs.14220 


4.00E-74 


1 


hypothetical protein FLJ20450 (FLJ20450), mR 


458D2 


127 


536 


NM 018S48 


Hs 14317 


o 




nurJarilar nrntpin fsmilv A mpmhpr "\ (H/Af!A cm 


167G1 


30 


198 


AK022939 


Hs. 14347 


3.00E-91 


1 


cDNA FLJ12877 fis, clone NT2RP2003825 /cds=(3 


117H10 


975 


1721 


NM_003022 


Hs.14368 


0 


1 


SH3 domain binding glutamic acid-rich protein 


591B12 


1082 


1801 


NM__001514 


Hs. 14376 


0 


9 


actin, gamma 1 (ACTG1), mRNA /cds=(74, 1201) /g 


179H3 
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uyiusKeicuai garnrna-acun /cas—^r o, izuu^j 


116D9 


5818 


6073 


NM_012199 


Hs. 14520 


5.00E-84 


1 


eukaryotic translation initiation factor 2C, 


64D11 


1901 


2506 


NMJD03592 


Hs.14541 


0 


1 


cullin 1 (CUL1), mRNA /cds=(1 24,2382) /gb=NMJ) 


516F4 


750 


1331 


AK025166 


Hs. 14555 


0 


1 


cDNA: FU21513 fis, clone COL05778 /cds=UNKNOW 


459G5 


1 


260 


AK025269 


Hs. 14562 


5.00E-88 


1 


cDNA: FU21616 fis, clone COL07477 /cds=(1 1 9,1 


521 B7 


7 


1825 


NM OfVM'*5 
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ntrl UdLUpUlcllL/ Lcll-opcUllJC Lyil oUUolldlc 1 


110D7 


7 


1295 


X16653 


HS.14601 


0 


3 


HS1 gene for heamatopoietic lineage cell specific pro 


114D11 


1460 


1559 


NM_003584 


Hs.14611 


1.00E-45 


1 


dual specificity phosphatase 1 1 (RNA/RNP comp 








NM_ 01 6293 


Hs. 14770 


0 


2 


bridging integrator 2 (BIN2), mRNA/cds=(38,17 


104C8 


2113 


2380 


AB031050 


Hs.14805 


1.C0E-135 


2 


for organic anion transporter OATP-D, com 


481 D10 


2466 


2694 


NM.013272 


Hs.14805 


1.00E-68 


1 


solute carrier family 21 (organic anion transp 


125B2 


2704 


3183 


NM_001455 


Hs.14845 


0 


1 


forkhead box 03A (FOX03A), mRNA /cds=(924,2945 


500D7 


2174 


2379 


AL050021 


Hs.14846 


1.00E-100 


1 


mRNA; cDNA DKFZp564D016 (from clone 
















DKFZp564D0 


123B5 


1793 


2195 


NMJM5598 


Hs.14896 


0 


1 


DHHC1 protein (LOC51304), mRNA /cds=(2 14, 1197 


499E2 


1266 


1549 


AB020644 


HS. 14945 


1.00E-155 


3 


mRNA for KIAA0837 protein, partial cds /cds=(0 


123H6 


2980 


3652 


NMJ307192 


Hs. 14963 


0 


3 


chromatin-specific transcription elongation 


61G10 


264 


528 


D 13627 


Hs. 15071 


1.00E-144 


1 


KIAA0002 gene, complete cds /cds=(28,1674) / 
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460D10 


2162 


4305 


NM_014837 


Hs. 15087 


0 


4 


KIAA0250 gene product (KIAA0250), mRNA /cds=( 


176E12 


9289 


9739 


NM_022473 


Hs.15220 


0 


1 


2inc finger protein 106 (ZFP106), mRNA /cds=(3 


487E11 


1561 


1989 


NM_006170 


Hs.15243 


0 


1 


nucleolar protein 1 (120kD) (NOL1), mRNA /cds= 


75E11 


1628 


2201 


AF127139 


Hs.15259 


0 


20 


Bcl-2-binding protein BIS (BIS) mRNA, complete 


71 HQ 

( i ny 


1 UsJU 




MM n04?ft1 


nil i j^oct 


o 


12 


RHj 2-a«;^Qciated athanoaene 3 fBAG*^ rnRNA /rri 


484G9 


465 


1006 


NM_005826 


Hs.15265 


0 


1 


heterogeneous nuclear ribonucleoproteln R ( 


*fOUMo 










u 


i 
p 


mRMA fnr KIAA1zin7 nrnfpin nsrtial rrlc /i^Hcsffi 


587G9 


2436 


2769 


AK024088 


Hs.15423 


1.00E-167 


1 


cDNA FLJ14026 fis, clone HEMBA1003679, weakly 


483D6 


5239 


5810 


NMJ504774 


Hs. 15589 


0 


1 


PPAR binding protein (PPARBP). mRNA/cds=(235, 


514A7 


673 


942 


NM_006833 


Hs. 15591 


1.00E-151 


1 


COP9 subunit 6 (MOV34 homolog, 34 kD) (MOV34-34 


12oA2 


coo 


7 AG. 


MfLfl f\OA"kAR 


ns. 1 Ocf □ 1 




1 


uyildv^UI! O \yj£.c.) ^uu 1 l\oj, UaNdUltpi VdlldlH 


591A5 


295 


704 


NM_005005 


Hs. 15977 


0 


3 


NADH dehydrogenase (ubiquinone) 1 beta subcom 


oSH 12 


104 1 




A / ^c&C. 


He ifinm 


l .uuc-1 ou 


1 


RhAn4R mRMA onprirlinn r^finnhlaefrtfTiSi Wnrlinn nrnt 
rwJ^fJ'+O ! 1 1 1 \ 1 V/A ClILrUUM Ikj (GUI lUUIOOlUi lid UJIKJUjy piut 


113A9 


1328 


1891 


NM_016334 


Hs.16085 


0 


1 


putative G-protein coupled receptor (SH120), 


45C2 


765 


1674 


NM_006461 


Hs.16244 


0 


2 


mitotic spindle coiled-coil related protein ( 


494H10 


113 


2576 


NM_016312 


Hs.16420 


0 


3 


Npw38-binding protein NpwBP (LOC51729), mRNA 


40D8 


52 


246 


Y13710 


Hs. 16530 


1 .00E-1 07 


1 


for alternative activated macrophage spe 


597E7 


244 


524 


AL523085 


Hs. 16648 


1.00E-147 


1 


AL523085 cDNA /clone=CS0DC001 YF21-{5-prime) 


458D11 


232 


319 


AY007106 


Hs.16773 


1.00E-42 


1 


clone TCCCIA00427 mRNA sequence 
















/cds=UNKNOWN 


70F2 


824 


991 


AL021786 


Hs.17109 


2.00E-90 


2 


DNA sequence from PAC 695H22 on chromosome 
















Xq21.1-21.2 


167C5 


5768 


5905 


D86954 


Hs.17211 


3.00E-62 


1 


mRNA for K1AA0209 gene, partial cds /cds=(0,5530) 

A-ih 


460H2 


3424 


3624 


AL162070 


Hs.17377 


1.00E-103 


1 


/yD 

mRNA; cDNA DKFZp762H186 (from clone 
















DKFZp762H1 


70G11 


1384 


1885 


AK023680 


Hs.17448 


0 


2 


FLJ13618 fis, clone PLACE1010925 fcds=UNK 


129C11 


2458 


3044 


U47924 


HS. 17483 


0 


2 


chromosome 12p13 sequence /cds=(1 94, 1570) 
















/gb=U4792 


467H3 


4713 


4908 


NM_014521 


Hs.17667 


1.00E-61 


1 


SH3-domain binding protein 4 (SH3BP4), mRNA / 


71A11 


100 


370 


BG035218 


Hs.17719 


1.00E-142 


1 


602324727F1 cDNA, 5' end /clone=IMAGE:4412910 


598C7 


513 


902 


NM_021622 


Hs.17757 


1.00E-178 


1 


pleckstrin homology domain-containing, fami 


595A7 


3296 


5680 


AB046774 


Hs. 17767 


0 


5 


mRNA for KIAA1554 protein, partial cds /cds=(0 


58D12 


5225 


5857 


AB007861 


Hs.17803 


0 


1 


KIAA0401 mRNA, partial cds /cds=<0,1036) /gb= 


524G8 


357 


809 


NM_014350 


Hs.17839 


0 


1 


TNF-induced protein (GG2-1) t mRNA /cds=(1 97,7 


521 B10 


1008 


1476 


NMJ302707 


Hs.17883 


0 


2 


protein phosphatase 1G (formerly 2C), magnesiu 


69B12 


1014 


1490 


Y13936 


Hs. 17883 


0 


1 


for protein phosphatase 2C gamma /cds=(24, 


178E6 


1903 


4365 


NMJ314827 


Hs. 17969 


0 


3 


KIAA0663 gene product (K1AA0S63), mRNA /cds=( 


173H3 


481 


2362 


AK001630 


Hs.18063 


a 


4 


cDNA FLJ10768 fis, clone NT2RP4000150 /cds=UN 


113A8 


1285 


1393 


NMJ305606 


Hs. 18069 


5.00E-48 


1 


protease, cysteine, 1 (legumain) (PRSC1), mRN 


118H9 


3709 


3950 


AB020677 


Hs.18166 


1.00E-125 


1 


mRNA for KIAA0870 protein, partral cds /cds-(0 


513H7 


2204 


2757 


NM_005839 


Hs.18192 


1.00E-112 


3 


Ser/Arg-related nuclear matrix protein (plen 


523G9 


507 


753 


Ad044d61 


Hs. 18259 


1.00E-147 


1 


aABI mKiNATor ahA Dinciing protein i, compiexe c 


105B9 


695 


1115 


AJ010842 


Hs. 18259 


0 


1 


for putative ATP(GTP)-binding protein, p 


589D12 


335 


715 


NM_0 16565 


Hs.18552 


0 


2 


E2IG2 protein (LOC51287), mRNA /cds=(131,421) 


170C8 


414 


737 


AF072860 


Hs.18571 


0 


2 


protein activator of the interferon-induced p 


1B9A12 


414 


736 


NMJ)03690 


Hs.18571 


0 


1 


protein kinase, interferon-inducible double 


134B9 " 


2751 


3057 


AB046808 


Hs.18587 


1.00E-165 


1 


mRNA for KIAA1583 protein, partial cds /cds=(2 


519G5 


1291 


1581 


NM__012332 


Hs. 18625 


1.00E-157 


2 


Mitochondrial Acyl-CoA Thioesterase (MT-ACT4 


523H2 


827 


1205 


NMJ304208 


Hs.18720 


0 


1 


programmed cell death 8 (apoptosis-inducing f 
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462F12 


409 


556 


NMJJ17899 


Hs.18791 


Z00E-78 


1 


hypothetical protein FLJ20607 (FLJ20607), mR 


138B2 


388 


995 


AF003938 


Hs.18792 


0 


1 


thioredoxin-like protein complete cds 


36G12 


935 


1272 


AJ250014 


Hs.18827 


0 


2 


for Familial Cylindromatosis cyld gene / 


194D3 


924 


2123 


NM_018253 


Hs.18851 


0 


2 


hypothetical protein FLJ10875 (FLJ10875), mR 


523E1 


3653 


4056 


NM_01229D 


Hs. 18895 


0 


1 


tousled-like kinase 1 (TLK1), mRNA /cds=(212,2 


587G5 


1 


350 


NMJ316302 


Hs.18925 


1.00E-166 


1 


protein x 0001 (LOC51185), mRNA /cds={33, 1 043) 


595C10 


161 


1281 


AC006042 


Hs.16987 


0 


4 


BAC clone RP11-505D17 from 7p22-p21 /cds=(0,12 


125G10 


54 


752 


NMJD02492 


Hs. 19236 


0 


3 


NADH dehydrogenase (ubiquinone) 1 beta subcom 


478G7 


1 


193 


NM_021503 


Hs.19520 


9.00E-51 


1 


FXYD domain-containing ion transport reguiat 


595F1 1 


3623 


3736 


AB051481 


Hs.19597 


3.00E-49 


1 


mRNA for KIAA1 694 protein, partial cds /cds=(0 


177C6 


284 


671 


AF161339 


Hs.19807 


0 


2 


HSPC076 mRNA, partial cds /cds=(0,301) /gb=AF 


37E12 


3485 


3919 


AB018298 


Hs.19822 


0 


1 


for KIAA0755 protein, complete cds /cds=( 


64G8 


962 


1311 


NMJ)01902 


Hs. 19904 


0 


1 


cystathionase (cystathionine gamma-lyase) ( 


499D5 


2829 


3183 


AB011169 


Hs.20141 


0 


1 


mRNA for KIAA0597 protein, partial cds /cds=(O t 


40D11 


62 


684 


NM.004166 


Hs.20144 


0 


1 


small inducible cytokine subfamily A (Cys-Cys 


66C10 


1240 


2240 


U76248 


Hs.20191 


0 


12 


hSlAH2 mRNA, complete cds /cds=(525,1500) 
















/gb=U76248 


586B12 


1686 


4288 


AB040922 


Hs.20237 


0 


2 


mRNA for KIAA1489 protein, partial cds /cds=(1 


173G8 


2578 


3197 


AL096776 


Hs.20252 


0 


1 


DNA sequence from clone RP4-646B12 on 
















chromosome 1 q42 


98C6 


3303 


4699 


AB051487 


Hs.20281 


0 


6 


mRNA for KIAA1700 protein, partial cds /cds=(1 


107H11 


781 


1380 


AK022103 


Hs.20281 


0 


1 


FLJ12041 fis, clone HEMBB1001945 /cdsONK 


121B8 


778 


1264 


NM_001548 


Hs.20315 


0 


1 


interferon-induced protein with tetratricope 


110C4 


1050 


1431 


AF244137 


Hs.20597 


0 


1 


hepatocellular carcinoma-associated antigen 


99H6 


899 


1412 


NM_014315 


Hs.20597 


D 


2 


host cell factor homolog (LCP), mRNA /cds=(316, 


152B12 


69 


424 


AK025446 


Hs.20760 


0 


1 


FU21793 fis, clone HEP00466 /cds=UNKNOW 


459A8 


1858 


2143 


AL021366 


H$.20830 


1.00E-155 


1 


DNA sequence from cosmld ICK0721Q on 
















chromosome 


587A11 


720 


1080 


AL1 37576 


Hs.21015 


0 


1 


mRNA; cDNA DKFZp564L0864 {from clone 
















DKFZp564L 


191E12 


1688 


2235 


AK025019 


Hs.21056 


0 


2 


cDNA: FU21366 fis, clone COL03012, highly sim 


52G3 


225 


1652 


NM_005880 


Hs.21189 


0 


6 


HIRA interacting protein 4 (dnaJ-iike) (HIRIP 


181B7 


3175 


3316 


AB018325 


Hs.21264 


3.00E-72 


1 


mRNA for KIAA0782 protein, partial cds /cds=(0 


45E11 


1378 


1518 


NMJ303115 


Hs.21293 


1.00E-72 


1 


UDP-N-acteylg!ucosamine pyrophosphorylase 


109G1 


2989 


3487 


AB032948 


Hs.21356 


0 


1 


for KIAA1 122 protsm, partial cds /cds={0 


116D4 


5522 


5741 


NM_0 16936 


Hs.21479 


1 00E-107 


1 




37G10 


294 


3960 


M97935 


Hs.21486 


0 


4 


transcription factor ISGF-3 mRNA, complete cd 


599E8 


329 


3568 


NM_0Q7315 


Hs.21486 


0 


5 


signal transducer and activator of transcript'! 


592D10 


2223 


3204 


NM.002709 


Hs.21537 


0 


3 


protein phosphatase 1, catalytic subunit, bet 


68A7 


1327 


1619 


nDU £Ouuo 


He *>\ ZA? 




A 
I 


Tor WAAi uoo protein, partial cas /cos=(D 


72B3 


2519 


2862 


L03426 


Hs.21595 


1.00E-179 


1 


XE7 mRNA, complete alternate coding regions 
















/cds~(ioo 


592E6 


2520 


2854 


NM_005088 


Hs.21595 


1.00E-161 


1 


DNA segment on chromosome X and (unique) 155 ex 


589G6 


190 


522 


MLJ/ Of 


i lo.z. 1 / o<£ 


I .UUC- 1 4 I 


-I 
I 


At ctq*7Q7 ^.nxiA vi Pennine evk/m "7 /o p%*imnA 
ALO/o/o/ CUNA /CiOne-UoUUIUooYivll /-{.s-pnme; 


593H1 


452 


899 


NMJD05875 


Hs.21756 


0 


2 


translation factor suM homolog (GC20>, mRNA 


59B8 


2893 


3273 


NMJN2405 


Hs.21807 


0 


1 


PR domain containing 4 (PRDM4), mRNA /cds=(122, 


196A9 


12 


543 


AL562895 


Hs.21812 


0 


1 


AL562895 cDNA /c!one=CS0DC021 YO20-(3-prime) 


67D8 


62 


631 


AW512498 


Hs.21879 


1.00E-150 


3 


xx75e03jd cDNA, 3 1 end /clone=IMAGE:2849500 


47 /Bo 


1969 


2520 


D84454 


Hs.21899 


0 


1 


mRNA for UDP-galactose translocator, complete cds 
/c 


515D1 


2232 


2647 


NMJ307067 


Hs.21907 


0 


2 


histone acetyltransferase (HBOA), mRNA /cds= 


100F8 


1082 


1508 


AK022554 


Hs.21938 


0 


1 


FLJ12492 fis, clone NT2RM2001632, weakly 


470E4 


1135 


1244 


NMJ520239 


Hs.22065 


4.00E-45 


2 


small protein effector 1 of Cdc42 (SPEC1), mRNA 


68G4 


1391 


2013 


AK022057 


Hs.22265 


0 


2 


FLJ11995 fis, clone HEMBB1001443, highly 


193H6 


922 


1328 


NMJ)22494 


Hs.22353 


1.00E-178 


1 


hypothetical protein FLJ21952 (FLJ21952), mR 


151D2 


1492 


1694 


AL049951 


Hs.22370 


4.00E-88 


1 


cDNA DKFZp5640Q122 (from clone DKF2p5640 
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497E8 


1581 


4794 


D83781 


Hs.22559 


0 


3 


mRNA for K1AA0197 gene, partial cds /cds=(0,3945) 


182D10 


999 


1830 


AL117513 


Hs.22583 


0 


5 


/gb 

mRNA; cDNA DKF2p434K2235 (from done 
















DKFZp434K 


75B5 


1775 


2380 


AF006513 


Hs.22670 


0 


1 


CHD1 mRNA, compfete cds /cds=(1 63,5292) /gb=A 


1 9RMR 
I £u| 10 


1776 


2377 




l-k 22670 


o 


-j 


rhrnmnrlomain h^lica^e* DNA bindinn nrofpin 1 { 


73D5 


1599 


1696 


AK025485 


Hs. 22678 


2.00E-42 


1 


FLJ21832 fis, clone HEP01571 /cds=(32,15 


481 D11 


128 


562 


BF968270 


Hs.22790 


1.00E-172 


1 


602269653F1 cDNA, 5' end /clone=IMAGE:4357740 


7 AC A 


I £J* 




MM moiOA 
IMIVI^U \£. \£A 


He 99ft<i7 


u 


i 


UllUIu UUIllalll v»UI Hall 111 ly pJULtJUl I \Unr 1 illrxIN 


459C6 


813 


1472 


NM_012244 


Hs.22891 


0 


1 


solute earner family 7 (cationic amino acid t 


462G7 


2972 


3144 


AB037784 


Hs.22941 


2.00E-93 


1 


mRNA for KIAA1363 protein, partial cds /cds=(0 


70F12 . 


37 


846 


AB020623 


Hs.22960 


0 


3 


DAM1 mRNA, complete cds /cds=(48,725) /gb=AB0 


585H10 


91 


748 


NM_005872 


Hs.22960 


0 


1 


breast carcinoma amplified sequence 2 (BCAS2) 


142C8 


1359 


1597 


AK024023 


Hs.23170 


1.00E-103 


1 


FLJ13961 fis, clone Y79AA1QD1236, highly 


164F2 


1220 


1474 


NM_012280 


Hs.23170 


1.00E-135 


1 


homolog of yeast SPB1 (JM23), mRNA/cds=(300,12 


127F11 


682 


806 


AL046016 


Hs.23247 


2.00E-D8 


1 


Dr\FZp434P24o_n CDNA, 5 end /CI0ne-DKF£p434P 


98G7 


760 


1368 


NM_022496 


Hs.23259 


0 


1 


hypothetical protein FLJ13433 (FLJ13433), mR 


470C9 


2 


538 


AL574514 


Hs.23294 


0 


2 


AL574514 cDNA /clone=CS0D!055YAO7-(3-prime) 


458F12 


4293 


4917 


AB002365 


Hs.23311 


0 


1 


mRNA for KIAA0367 gene, partial cds /cds=(0,2150) 
/gb 


57D8 


460 


566 


BF439D63 


Hs.23349 


3.00E-54 


1 


nab70e03.x1 cDNA /done=IMAGE /gb=BF439063 / 


599G12 


352 


983 


NM_014814 


Hs.23488 


0 


2 


K1AA0107 gene product (KIAA0107), mRNA /cds=( 


112B3 


2400 


2715 


NM_014887 


Hs.23518 


1.00E-172 


1 


hypothetical protein from BCRA2 region (CG005 


167C10 


1771 


2107 


NMJ)0438D 


Hs.23598 


1.00E-175 


1 


CREB binding prote'm {Rubinstein-Taybi syndr 


196G9, 


114 


307 


BF970427 


Hs.23703 


1.00E-101 


1 


602272760F1 cDNA, 5' end /clone=!MAGE:4360767 


184B3 


2488 


2882 


AK026983 


Hs.23803 


0 


1 


FLJ23330 fis, clone HEP12654/cds=(69,13 


480H4 


4871 


5467 


AB023227 


Hs.23860 


0 


1 


mRNA for KIAA1010 protein, partial cds /cds=(0 


479C12 


4 


190 


NM_005556 


Hs.23881 


4.00E-91 


1 


keratin 7 (KRT7), mRNA /cds=(5S t 1465) /gb=NM_ 


36E7 


742 


1126 


AL360135 


Hs.23964 


0 


1 


fuH length insert cDNA clone EUROIMAGE 12 


598B5 


544 


1271 


NM_005870 


Hs.23964 


0 


12 


sin3-associated polypeptide, 18kD (SAP18), m 


462D8 


1205 


1653 


NMJ504790 


Hs.23965 


0 


1 


solute carrier family 22 {organic anion transp 


479A5 


1817 


2164 


NM_002967 


Hs.23978 


0 


1 


scaffold attachment factor B (SAFB), mRNA /cds 


188E2 


1762 


2160 


NM 014950 


Hs.24083 


o 




KIAA0997 protein (KIAA0997), mRNA /cds=(262,2 


67D2 


1304 


1856 


AK024240 


Hs.24115 


0 


2 


FLJ14178 fis, clone NT2RP2003339 /cds=UNK 


177Hft 
1 f I Uo 


AR7A 


O 1 oo 






u 


i 




190E1 


5222 


5394 


NMJ)16604 


Hs.24125 


8.00E-73 


1 


putative zinc finger protein (LOC51780), mRNA 


192A5 


1517 


1985 


NMJD03387 


Hs.24143 


1.00E-135 


2 


Wiskott-Aldrich syndrome protein interacting 


170A4 


1666 


3280 


X86019 


Hs.24143 


4.00E-23 


1 


PRPL-2 protein /cds={204,1688) /gb=X860 


480B6 


1517 


1937 


kit ■ r\A r*,Ar- c 

NM_012155 


Hs.24178 


1.00E-133 


1 


microtubule-associated protein like echinode 


143H11 


177 


656 


BE877357 


Hs.24181 


0 


2 


601485590F1 cDNA, 5' end /c!one=IMAGE:3887951 


473D10 


146 


491 


AW960486 


Hs. 24252 


0 


1 


EST372557 CDNA /gb=AW9bL)48o /gi-81otn7U /ug- 


98H1 


23 


562 


NMJX53945 


Hs.24322 


0 


1 


ATPase, H+ transporting, lysosomal (vacuolar 


169G2 


391 


638 


BE612847 


Hs.24349 


4.00E-75 


2 


601452239F1 5' end /clone=lMAGE: 3856304 


479B12 


1132 


1599 


AY007126 


Hs.24435 


0 


1 


clone CDABP0023 mRNA sequence /cds=UNKNOWf\ 


480H9 


4716 


5012 


NM_006048 


Hs.24594 


1.00E-145 


1 


/g 

ubiquitination factor E4B {homologous to yeas 


110B10 


520 


1171 


AL1 63206 


Hs.24633 


0 


1 


chromosome 21 segment HS21C006 /cds={82,1203) 


99A3 


519 


1000 


NMJD22136 


Hs.24633 


0 


2 


SAM domain, SH3 domain and nuclear localisation 


109G7 


2024 


2350 


AB037797 


Hs.24684 


1.00E-141 


1 


for KIAA1376 protein, partial cds /cds=(1 


61 B7 


485 


1656 


AK024029 


Hs.24719 


0 


4 


FLJ13967 fis, clone Y79AA1001402, weakly 


166C11 


1216 


1509 


AF006516 


Hs.24752 


1.00E-165 


1 


eps8 binding protein e3B1 mRNA, complete cds / 
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464D12 


166 


764 


NM_002882 


Hs.24753 


0 


1 


RAN binding protein 1 (RANBP1), mRNA /cds=(149 


98C12 


6523 


8023 


AB051512 


Hs.25127 


0 


3 


mRNA for KIAA1725 protein, partial cds /cds=(0 


63F7 


2164 


2802 


AL1 33611 


Hs.25362 


0 


1 


cDNA DKFZp43401317 (from clone DKFZp4340 


41D11 


45 


463 


X53795 


Hs.25409 


0 


1 


R2 mRNA for an inducible membrane protein 
















/cds=(1 56,95 


62G6 


1452 


1827 


V01512 


Hs.25647 


0 


3 


cellular oncogene c-fos (complete sequence) /cds=(15 


593D12 


1135 


2111 


NM_015832 


Hs.25674 


0 


8 


methyl-CpG binding domain protein 2 (MBD2), tr 


172G9 


2014 


2371 


NM_021211 


Hs.25726 


0 


1 


transpo son-derived Busterl transposase-like 


106DB 


432 


1878 


AF058696 


Hs.25812 


0 


2 


cell cycle regulatory protein p95 (NBS1) mRNA, 


98A4 


533 


3758 


NM_002485 


Hs.25812 


0 


2 


Nijmegen breakage syndrome 1 (nibrin) (NBS1), 


477H5 


6320 


6599 


NM_004638 


Hs.25911 


1.00E-111 


3 


HLA-B associated transcript-2 (D6S51E), mRMA 


71F11 


2070 


2931 


NM_019555 


Hs-25951 


0 


3 


Rho guanine nucleotide exchange factor (GEF) 


164B9 


2163 


2502 


AK023999 


Hs.26039 


1.00E-159 


1 


cDNA FLJ13937 fis, clone Y79AA1 000805 /cds=UNK 


10DA3 


2043 


2620 


M34668 


Hs.26045 


0 


1 


protein tyrosine phosphatase (PTPase-alpha) mRNA 
/c 


123A5 


2046 


2638 


NM_002836 


Hs.26045 


0 


1 


protein tyrosine phosphatase, receptor type, 


46SE5 


7817 


8241 


NMJ314112 


Hs.26102 


0 


2 


trichorhinophalangeal syndrome I gene (TRPS1) 


588A1 


361 


857 


AF070582 


Hs.26118 


0 


1 


clone 24766 mRNA sequence /cds=UNKNOWN 
















/gb=AF 


525H12 


176 


1809 


NM_018384 


Hs.26194 


0 


5 


hypothetical protein FU1 1296 (FU11296), mR 


149G7 


96 


1123 


AK027016 


Hs.26198 


0 


3 


FU23363 fis, clone HEP15507 /cds=(206,1 


122A4 


1196 


1332 


AL050166 


Hs.26295 


3.00E-72 


1 


mRNA; cDNA DKFZp586D1122 (from clone 
















DKFZp586D 


122D5 


' 1936 


2435 


ABO29O06 


Hs.26334 


0 


1 


mRNA for K1AA1083 protein, complete cds /cds=( 


137G5 


137 


452 


AK025778 


Hs.26357 


1.00E-145 


1 


FLJ22125 fis clone* HFP1Q410 /rrte=niQ 5 


595D2 


1 


372 


NM_Q22488 


Hs. 26357 


3.00E-89 


3 


PC3-96 protein (PC3-96), mRNA /cds=(1 19,586} 


64D12 


1024 


1135 


NM_017746 


Hs.263S9 


2.00E-57 


1 


hypothetical protein FU20287 (FLJ20287), mR 




Oi 10 
£. 1 0*£ 






Up 


u 


1 


rLJ20^oO lis, clone HEPIoo/7 /cds=(79,230 


473C10 


4318 


4623 


AF051782 


Hs.265B4 


1.00E-154 


1 


diaphanous 1 (HDIA1) mRNA, complete cds /cds=( 


590C4 


1740 


2198 


AL050205 


Hs.26613 


0 


1 


mRNA; cDNA DKFZp586F1 323 (from clone 
















DKFZp586F 


523F3 


454 


792 


AC002073 


Hs.26670 


1.00E-164 


1 


PAC done RP3-515N1 from 22q11.2-q22 /cds=(0,791) 

/g 


587E11 


1226 


1876 


NM_004779 


Hs.26703 


0 


2 


CCR4-NOT transcription complex, subunit 8 (C 


110G4 


191 


585 


BE853389 


Hs.26731 


0 


1 


601444360F1 cDNA, 5 1 end /cfone=IMAGE:3848487 


11DE11 


1001 


3955 


AL1 17448 


Hs.26797 


0 


2 


cDNA DKFZp586B1417 (from clone DKFZp586B 


152A8 


12 


112 


AI760224 


Hs.26873 


2.00E-48 


1 


Wh62g06.x1 cDNA, 3* end /clone=IMAGE:2385370 


467G11 


528 


858 


NMJ316106 


Hs.27023 


1.00E-174 


1 


vesicle transport-related protein (KIAA0917) 


465E11 


634 


1055 


AL1 36656 


Hs.27181 


3.00E-83 


1 


mRNA; cDNA DKFZp564C1664 (from clone 
















DKFZp564C 


58E11 


1 


551 


AJ238243 


Hs.27182 


0 


1 


mRNA for phospholipase A2 activating protein 


590H2 


398 


1016 


NM_014412 


Hs.27253 


0 


1 


calcvclin bindina d rote in (CACYBP^ mRNA /cds 


179E9 


1039 


1905 


AK025586 


Hs.27268 


0 


4 


FLJ21933 fis, clone HEP04337 /cds=UNKNOW 


459D7 






Ai o^nnRi 

ALU3UUD 1 


He 97^71 
ns.z/ or i 


fi 
u 


1 


mKNA, cuna utshzpbDoJizo (trom clone 
















DKFZp566J1 


54A11 


709 


1542 


AK022811 


Hs.27475 


0 


1 


FLJ12749 fis, clone NT2RP2001149 /cds=UNK 


111A5 


42 


686 


NM__022485 


Hs.27556 


0 


1 


hypothetical protein FU22405 (FLJ22405), mR 


123D4 


879 


1005 


NMJ)16059 


Hs.27693 


3.00E^9 


1 


peptidylproiyl isomerase (cyclophillnHike 


518E11 


1245 


2235 


AF332469 


Hs.27721 


0 


5 


putative protein WHSC1L1 (WHSC1L1) mRNA, comp 


103B11 


631 


1343 


NM_0 14805 


Hs.28020 


0 


1 


KIAA0766 gene product (KIAA0766), mRNA /cds=( 


479H3 


4 


100 


AB007928 


Hs.28169 


7.00E-37 


1 


mRNA for KIAA0459 protein, partial cds /cds=(0 


526B3 


1901 


1995 


NMJJ07218 


Hs.28285 


4.00E-47 


1 


patched related protein translocated in renal 


480E4 


4088 


4596 


AB046766 


HS.28338 


0 


1 


mRNA for KIAA1 546 protein, partial cds /cds=(0 


164D10 


651 


970 


NMJD02970 


Hs.28491 


1.00E-163 


2 


spermidine/spermine N1-acetyltransferase ( 


69E10 


729 


1588 


AB007888 


Hs.28578 


0 


2 


KIAA0428 mRNA, complete cds /cds=(1 41 4,2526) 


49B1 


632 


4266 


NMJ521038 


Hs.28578 


0 


4 


musdeblind (DrosophUa)-itke (MBNL), mRNA/ 
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173A10 


2105 


2391 


AL034548 


Hs.28608 


1.00E-161 


2 


DNA sequence from clone RP5-1 1 03G7 on 
















chromosome 20p1 


156H8 


467 


585 


AV691642 


Hs.28739 


8.00E-43 


1 


AV691642 5* end /cfone=GKCDJG11 /clone_ 


588D3 


444 


909 


NM_004BOO 


Hs.28757 


1.00E-123 


1 


transmembrane 9 superfamily member 2 (TM9SF2) 


493B12 


500 


930 


NWL003512 


Hs.28777 


0 


1 


H2A histone family, member L (H2AFL), mRNA /cd 


115C5 


63 


651 


BF341640 


Hs.28788 


0 


1 


602016073F1 cDNA, 5' end /clone=IMAGE:41 51706 


524C10 


37 


412 


NM_007217 


Hs.28866 


1.00E-179 


1 


programmed cell death 10 (PDCD10), mRNA /cds=( 


39A8 


1380 


1873 


AK000196 


Hs.29052 


0 


1 


FLJ20189 fis, clone COLF0657 /cds=(122,84 


477H7 


690 


1047 


NM_005859 


Hs.29117 


1.00E-153 


1 


purine-rich element binding protein A (PURA), 


134C8 


2462 


2789 


NMJXJ2394 


Hs.29287 


1.00E-173 


1 


retinoblastoma-binding protein 8 (RBBP8), mR 


108A11 


182 


992 


M31165 


Hs.29352 


0 


9 


tumor necrosis factor-inducible (TSG-6) mRNA fragme 


99E8 


179 


992 


NM_007115 


Hs.29352 


0 


7 


tumor necrosis factor, alpha-induced protein 


169B3 


2219 


2683 


AF039942 


Hs.29417 


0 


1 


HCF-binding transcription factor Zhangfei (2 


526A7 


2219 


2670 


NM_021212 


Hs.29417 


0 


1 


HCF-binding transcription factor Zhangfei (Z 


184H12 


2380 


4852 


AB033042 


Hs.29679 


0 


2 


KIAA1216 protein, partial cds/cds=(0 


125G9 


1169 


1814 


AB037791 


Hs.29716 


0 


1 


mRNA for KIAA1370 protein, partial cds /cds=(4 


68F3 


1011 


1892 


AK027197 


Hs.29797 


0 


5 


FLJ23544 fis, clone LNG08336 /cds=(125,5 


72H12 


2103 


2564 


L27071 


Hs.29877 


0 


2 


tyrosine kinase (TXK) mRNA, complete cds 
















/cds=(86,166 


588D5 


793 


1321 


NM_Q03328 


Hs.29877 


0 


1 


TXK tyrosine kinase (TXK), mRNA /cds=(86,1669) 


127C3 


1 


1424 


AK024961 


Hs.29977 


0 


4 


cDNA: FLJ21308fis, clone COL02131 /cds=(287,1 


128H7 


351 


977 


NMJN4188 


HS.30026 


0 


1 


HSPC182 protein (HSPC182), mRNA /cds=(65,649) 


521 G4 


502 


1260 


NMJ304593 


Hs.30035 


o 


4 


splicing factor, arginine/serine-rich (trans 


47A2 


503 


1265 


U61267 


Hs.30035 


0 


4 


putative splice factor transformer2-beta mRN 


37G9 


1287 


1763 


M16967 


Hs.30054 


0 


2 


coagulation factor V mRNA, complete cds 
















/cds=(90,6764 


459E1 


43 


536 


NM_015919 


Hs.30303 


0 


1 


Kruppel-associated box protein (LOC51595), m 


465F6 


256 


573 


NM_005710 


Hs.30570 


7.00E-75 


1 


polyglutamine binding protein 1 (PQBP1), mRNA 


120H1 


5305 


5634 


NM_012296 


Hs.30687 


1.00E-172 


2 


GRB2-associated binding protein 2 (GAB2), mRN 


189G2 


1 


147 


BG260954 


Hs.30724 


2.00E-53 


1 


602372562F1 cDNA, 5' end /clone=IMAGE:4480647 


482E6 


3086 


3254 


AK023743 


Hs.30818 


4.00E-91 


1 


cDNA FLJ13681 fis, clone PLACE2000014, weakly 


179H5 


20 


1232 


AK001972 


Hs.30822 


0 


2 


FU11110 fis, clone PLACE 1005921 , weakly 


598B6 


1 


1169 


NM_01B326 


Hs.30822 


0 


19 


hypothetical protein FU11110 (FLJ1 1110), mR 


126G10 


1309 


2463 


AK000689 


Hs.30882 


0 


18 


cDNA FU20682 fis, clone KAIA3543, highly simi 


126G7 


5221 


5904 


NMJ19081 


Hs.30909 


1.00E-163 


2 


KIAA0430 gene product (KIAA0430), mRNA /cds=( 


483D1 


1481 


2098 


NM_003098 


Hs.31121 


.0 


1 


syntrophin, alpha 1(dystroph in-associated p 


464C9 


1188 


1755 


NM_003273 


Hs.31130 


0 


1 


transmembrane 7 superfamily member 2 (TM7SF2), 


478A6 


3024 


3837 


NMJ)12238 


Hs.31176 


1.00E-176 


2 


sir2-!ike 1 (SIRT1), mRNA /cds=(53,2296) /gb= 


122E5 


1060 


1294 


NM_0Q2893 


Hs.31314 


1.00E-113 


1 


retinoblastoma-binding protein 7 (RBBP7), mR 


117B1 


2056 


2489 


AF153419 


Hs.31323 


0 


1 


IkappaBkinase complex-associated protein (1 


462E10 


337 


569 


AV752358 


Hs.31409 


1.00E-108 


1 


AV752358 cDNA, 5' end /clone=NPDBHG03 /clone_ 


126E7 


1962 


2748 


AB014548 


Hs.31921 


0 


2 


mRNA for KIAA0648 protein, partial cds /cds=(0 


186G11 


729 


954 


BC000152 


Hs.31989 


1.00E-125 


1 


Similar to DKFZP586G1722 protein, clone MGC: 


67H7 


1705 


2336 


AJ400877 


Hs.32017 


0 


2 


ASCL3 gene, CEGP1 gene, C11orf14 gene, C11orf1 ■ 


102B11 


175 


874 


AK026455 


t_J _ A A Q 

HS.3214o 


0 


1 


rLJ22802 tis, clone kaia^ooz, nigniy sim 


458 D4 


46 


449 


H14103 


HS.32149 


1.00E-1 67 


1 


ym62a02.n cDNA, 5 eno /clone- Iiw\(jfc.ibo4bo / 




oyy i 




aduu/ yu^ 




n 


A 
1 




458G5 


27 


540 


N30152 


Hs.32250 


0 


1 


yx81f03.s1 cDNA, 3' end /clone=IMAGE:268157 / 


112D11 


4399 


5040 


NMJJ05922 


Hs.32353 


0 


1 


mitogen-activated protein kinase kinase kina 


48C8 


3278 


3988 


AB002377 


Hs.32556 


0 


2 


mRNA for KIAA0379 protein, partial cds /cds=(0, 


515F9 


761 


989 


NMJD03193 


Hs.32675 


1.00E-116 


1 


tubulin-specific chaperone e (TBCE), mRNA /c 


158C12 


342 


809 


NM_016063 


Hs.32826 


0 


1 


CGI-130 protein (LOC51020), /cds=(63,575 


585E6 


128 


512 


NM_005594 


Hs.32916 


0 


3 


nascent-polypeptide-associated complex alp 


459B5 


1271 


1972 


NM_0 17632 


Hs.32922 


0 


1 


hypothetical protein FLJ20036 (FLJ20036), mR 
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469G12 


2711 


2978 


NM_001566 


Hs.32944 


1.00E-136 


1 


inositol polyp hosphate-4-phosphatase, type 


71 B7 


483 


1737 


NMJ)03037 


Hs. 32970 


0 


29 


signaling lymphocytic activation molecule (S 


74G1 


1 


1780 


U33017 


Hs.32970 


0 


33 


signaling lymphocytic activation molecule (SLAM) mR 


473B11 


2993 


3361 


NM_006784 


Hs.33085 


1.00E-111 


1 


WD repeat domain 3 (WDR3), mRNA /cds=(47,2878) 






0/0 


ABUT 30/ 1 


We? M<Q/\ 

ns.ooiyu 


U 


1 


expressed only in placental villi, clone 


*toyu i z 


1fl7 


oy^ 


ALooyoo4 


nS.oo/Ob 


i.uub-nu 


A 
1 


mKNA full length insert cDNA clone EUROIMAGE 19 


98H8 


371 


618 


AH 14652 


Hs.33757 


3.00E-93 


1 


HA1247 cDNA /gb=AI114552 /gi=6359997 /ug=Hs. 


594E7 


2134 


2320 


NM_012123 


Hs.33979 


5.00E-93 


1 


CGl-02 protein (CGI-02), mRNA /cds=(268,2124) 


110D1 


1158 


1349 


NM_018579 


Hs.34401 


1.00E-105 


1 


hypothetical protein PR01278 (PR01278), mRNA 


596A6 


1950 


2144 


NMJJ22766 


Hs.34516 


1.00E-102 


2 


hypothetical protein FLJ23239 (FLJ23239), mR 


37B10 


237 


563 


AH 23826 


Hs.34549 


1.00E-145 


1 


ow61c10.x1 cDNA, 3' end /ctone=lMAGE:1651314 


458H4 


3656 


4415 


AB040929 


Hs.35089 


0 


1 


mRNA for KIAA1496 protein, partial cds /cds=(0 


100D1 


3563 


3777 


D25215 


Hs.35804 


1.00E-105 


1 


KIAA0032 gene, complete cds /cds=(1 66,331 8) 


519A12 


402 


623 


AW960004 


Hs.36475 


3.00E-48 


1 


EST372075 cDNA /gb=AW960004 /gi=8149688 /ug= 


498H2 


11143 11490 


NM_000081 


Hs.36508 


0 


1 


Chediak-Higashi syndrome 1 (CHS1), mRNA /cds=( 


521 D6 


304 


791 


NM_002712 


Hs.36587 


0 


2 


protein phosphatase 1, regulatory subunit 7 ( 


460E1 


1200 


1542 


AF319476 


Hs. 36752 


0 


2 


GKAP42 (FKSG21) mRNA, complete cds /cds=(174,1 


184G9 


498 


1191 


AF082569 


Hs.36794 


0 


2 


D-type cyclin-interacting protein 1 (DIP1) mR 


462D3 


493 


1517 


NM_012142 


Hs.36794 


0 


3 


D-type cyclin-interacting protein 1 (DIP1), m 


74E12 


659 


3054 


D86956 


Hs.36927 


0 


23 


KIAA0201 gene, complete cds /cds=(347,2923) 


58G5 


1268 


2888 


NM_005644 


Hs.36927 


0 


12 


heat shock 105kD (HSP105B), mRNA /cds=(31 3,275 


OZU1U 


1479 


2588 


Ai\022o4o 


Hs. 37747 


0 


2 


FLJ12484 fis, clone NT2RM1001102, weakty 


A7QCQ 


2066 


2322 


All "ICCJO 

AL idoyo2 


Uj. 07QQ0 

MS. of oy2 


J .uUt- J 1 9 


1 


mRNA, cDNA DKFZp586H1322 (from clone 
















DKFZp5S6H 


483C2 


2222 


2723 


NMJJ03173 


Hs.37936 


0 


1 


suppressor of variegation 3-9 (Drosophila) ho 




673 


1213 


mm r\r\A a*. e\ 
NIVMJD4510 


HS.38125 


0 


1 


interferon-induced protein 75, 52kD (IFI75), 




118 


436 


No9230 


HS.38218 


1 .00E-1 73 


1 


yy50c03.s1 cDNA, 3* end /clone=IMAGE:276964 / 


107E5 


238 


525 


A \ A 1 A net A tr 

AW188135 


Ll_ **} n r+ a 

ns.38664 


1.00E-158 


1 


Xj92g04.x1 cDNA, 3' end /clone=l MAGE: 26 64726 


596F2 


9 


504 


BF892532 


Hs,38664 


0 


9 


IL0-MT01 52-061 100-501-e04 cDNA /gb=BF892532 


469D7 


47 


474 


NMJ)14343 


Hs.38738 


0 


1 


claudin 15 (CLDN15), mRNA /cds=(254, 940) /gb= 


166H8 


1 


81 


BF1 03848 


Hs.39457 


9.00E-34 


1 


601647352F1 cDNA, 5' end /c!one=IMAGE:3931452 


465F3 


157 


296 


NM_017859 


Hs.39850 


2.G0E-47 


1 


hypothetical protein FLJ20517 (FU20517), mR 


195C12 


2684 


2944 


NMJ)00885 


Hs.40034 


1.00E-146 


1 


integrin, alpha 4 (antigen CD49D, alpha 4 subu 


151F11 


1393 


1661 


AL031427 


Hs.40094 


6.00E-81 


1 


DMA sequence from clone 167A19 on chromosome 
















1p32.t-33 




4532 


4802 


NI\fl_0u4yY 6 


MS. 401 54 


1.0UE-1 14 


1 


jumonji (mouse) homolog (JMJ), mRNA /cds=(244, 


115C9 


5279 


5614 


AB033085 


Hs.40193 


1.00E-157 


1 


mRNA for KIAA1259 protein, partial cds /cds=(1 


119A8 


862 


2087 


NMJJ06152 


Hs.40202 


0 


3 


lymphoid-restricted membrane protein (LRMP), 


104D4 


924 


1398 


U 10485 


Hs.40202 


0 


2 


lymphoid-restricted membrane protein (Jaw1) mRNA, 
c 


IODo«J 


226 


530 


ArU4/4/2 


nS.4Uo2o 


4 f*\r^*T~ AAA 

1.00E-114 


1 


spleen mitotic checkpoint BUB3 (BUB3) mRNA, c 


521 C2 


233 


710 


NMJ)04725 


Hs.40323 


0 


1 


BUB3 (budding uninhibited by benzimidazoles 3 


107B8 


187 


545 


AI927454 


Hs.40328 


0 


1 


wo90a02.x1 cDNA, 3' end /clone= I MAGE: 2462570 


458F10 


1 


436 


BE782824 


Hs.40334 


0 


1 


601472323F1 cDNA, 5 r end /clone=IMAGE:3875501 




16 


496 


Al2o625o 


HS.40411 


0 


1 


qx69f01.x1 cDNA t 3' end /cione=IMAGE:2006617 


162F1 


2711 


2895 


D87468 


Hs.40888 


4.00E-96 


1 


KIAA0278 gene, partial cds /cds=(0,1383) /gb 


463E1 


70 


272 


AL137067 


Hs.40919 


1.00E-109 


1 


DNA sequence from clone RP11-13B9 on 
















chromosome 9q22. 


458E7 


107 


774 


AK024474 


Hs.41045 


0 


1 


mRNA for FLJ00O87 protein, partial cds /cds=(1 


185G12 


1051 


2315 


AL050141 


Hs.41569 


1.00E-140 


11 


mRNA; cDNA DKFZp586O031 (from clone 
















DKFZp586O0 


593F5 


2106 


2490 


NM_006190 


HS.41694 


0 


1 


origin recognition complex, subunit 2 (yeast h 
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513H4 


739 


1249 


NMJ302190 


Hs.41724 


0 


6 


interleukin 17 (cytotoxic T-lymphocyte-assoc 


155F4 


739 


1247 


U32659 


HS.41724 


0 


1 


IU 7 mRNA, complete cds /cds=(53>520) /gb=U32659 

/g 


108H12 


892 


1227 


L40377 


Hs.41726 


1.00E-170 


1 


cytoplasmic antiproteinase 2 (CAP2) mRNA, com 


477E7 


249 


404 


BG033294 


Hs.41989 


6.00E-75 


1 


602298548F1 cDNA, 5' end /clone=IMAGE:4393186 


143E2 


5775 


6018 


AB033112 


Hs.42179 


1.00E-136 


2 


for KIAA1286 protein, partial cds /cds=(1 


586B10 


720 


1225 


NM_001952 


Hs.42287 


0 


1 


E2F transcription factor 6 (E2F6), mRNA /cds=( 


533A10 


346 


883 


NMJ312097 


Hs.42500 


0 


1 


ADP-ribosylation factor-like 5 (ARL5), mRNA 


459A7 


152 


251 


BC003525 


Hs.42712 


2.00E-50 


1 


Similar to IVlax, done MGC:10775, mRNA, compfe 


37B7 


43 


2687 


AF006O82 


Hs.42915 


1.00E-130 


2 


actin-refated protein Arp2 (ARP2) mRNA, compl 


4 one's 




OA OR 


KIIWI C\t\*\700 
IMIVl_UUOf £.£. 


Me AOQi*\ 


u 


r> 
0 


ADD? /or* tin rolnf'oH nrntaln O v^acfb hnmnlnn 


99D1 


3298 


3761 


NM_014939 


Hs.42959 


0 


1 


KIAA1 01 2 protein (KlAA1012) f mRNA /cds={57,43 


473B2 


3025 


3425 


AK023647 


Hs.43047 


1.00E-164 


1 


cDNA FLJ13585 fis, clone PLACE10091 50 /cds=UNK 


460E6 


2988 


3184 


AB033093 


Hs.43141 


1.00E-105 


1 


mRNA for K1AA1267 protein, partial cds /cds=(9 


471 FT 


232 


575 


AW993524 


Hs.43148 


0 


1 


RC3-BN0034-1 20200-01 1-h06 cDNA /cb=AW993524 


460B10 


402 


706 


BE781009 


Hs.43273 


1.00E-78 


1 


601469768F1 cDNA, 5' end fclone=IM AGE: 3872704 


36F6 


2815 


3403 


AK024439 


Hs.43616 


0 


1 


for FLJ00029 protein, partial cds /cds=(0 


471 G3 


43 


454 


NMJ306021 


Hs.43628 


1.00E-165 


1 


deleted in lymphocytic leukemia, 2 (DLEU2), mR 


134H3 


1819 


2128 


D14043 


Hs.43910 


1.00E-168 


2 


MGC-24, complete cds /cds=(79,648) /gb=D1404 


195F4 


511 


2370 


NM_0Q6016 


HS.43910 


0 


7 


CD164 antigen, sialomucin (CD164), mRNA/cds= 


188H9 


1573 


2277 


NM_006346 


Hs.43913 


0 


3 


PIBF1 gene product (PIBF1), mRNA/cds=(0,2276) 


177H5 


1575 


2272 


Y09631 


Hs.43913 


0 


2 


PIBF1 protein, complete /cds=(0.2276) / 


481 E6 


2529 


2873 


A3032952 


Hs.44087 


100E-159 


1 


mRNA for KIAA1 126 protein, partial cds /cds=(0 


112F5 


1105 


1701 


AF 197569 


Hs.44143 


0 


1 


BAF180 (BAF180) mRNA, complete cds /cds=(96,48 


146F5 


2620 


3147 


AL1 17452 


Hs.44155 


0 


1 


DKFZp586G1517 (from clone DKFZp586G 


514C5 


166 


431 


NMJ318838 


Hs.44163 


1.00E-149 


3 


13kDa differentiation-associated protein (L 


71D9 


1117 


1800 


AF263613 


Hs.44198 


0 


2 


membrane-associated calcium-independent ph 


68E1 


289 


527 


AA576946 


Hs.44242 


4.00E-83 


1 


nm82b03.s1 cDNA, 3' end /clone=IMAGE: 1074 701 


53H12 


1925 


2112 


X75042 


Hs.44313 


4.00E-84 


1 


rel proto-oncogene mRNA /cds=(1 77,2036) /gb=X75 


595D4 


21 


402 


NM_017867 


Hs.44344 


0 


1 


hypothetical protein FLJ20534 (FLJ20534), mR 


165B10 


250 


658 


BC000758 


Hs.44468 


0 


1 


clone MGC:2698, mRNA, complete cds /cds=(168, 


592E9 


37 


2422 


NM_00268? 


Hs.44499 


0 


5 


pinin, desmosome associated protein (PNN), mR 


RQC1 n 

oyr iu 


1 A 


1 1 ^0 




u c AAAQQ 


n 




ftfitiviH protein /cos— ^*hjo,z 1 00; /go— t uj? / \jo 


458H6 


1 


352 


NM.015697 


Hs.44563 


0 


1 


hypothetical protein (CL640), mRNA /cds=(0,39 


182Ct1 


690 


1324 


AB0468S1 


Hs.44566 


0 


4 


mRNA for KIAA1641 protein, partial cds /cds=(6 


115G3 


318 


731 


BG288837 


Hs.44577 


0 


1 


602388170F1 cDNA, 5' end /done=!MAGE:4517l29 


70B11 


1879 


4363 


U58334 


Hs.44585 


0 


3 


BcI2, p53 binding protein Bbp/53BP2 (BBP/53BP2) 
















mRNA 


165F10 


265 


496 


AV726117 


Hs.44656 


6.00E-66 


1 


AV7261 17 cDNA, 5' end /clone=HTCAXB05 /clone_ 


36F1 


444 


1176 


AK001332 


Hs.44672 


0 


1 


FLJ 10470 fis, clone NT2RP2000032, weakly 


596H1 


1073 


2711 


AF288571 


Hs.44865 


0 


14 


lymphoid enhancer facior-1 (LEF1) mRNA, compl 












n 

\j 


i 
j 


















/cds=(75 


CQ0A7 






Al iY*1 RR7 






1 


















chromosome 20q1 


183G6 


3967 


4942 


AB020630 


Hs.45719 


0 


5 


mRNA for KfAA0823 protein, partial cds /cds=(0 


465C9 


700 


1325 


BC002796 


Hs.46446 


0 


1 


lymphoblastic leukemia derived sequence 1, 


464B1 


1519 


1997 


NM_006019 


Hs.46465 


0 


1 


T-cell, immune regulator 1 (TCIRG1), mRNA /cds 


466F10 


455 


518 


AW974756 


Hs,46476 


6.00E-2S 


1 


EST386846 cDNA /gb=AW974756 /gi=81 65944 /ug= 


110E7 


620 


1153 


AF223469 


Hs.46847 


0 


1 


AD022 protein (AD022) mRNA, complete cds /cds= 


112D5 


618 


1197 


NM_016614 


Hs.46847 


0 


4 


TRAF and TNF receptor : associated protein (ADO 
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172G6 


4157 


4527 


NM_003954 


Hs.47007 


0 


1 


mitogen-actlvated protein kinase kinase kina 


177C8 


4217 


4469 


Y10256 


Hs.47007 


1.00E-96 


1 


serine/threonine protein kinase, NIK /c 


458H9 


18 


457 


AW291458 


Hs.47325 


0 


1 


UI-H-BI2-agh-c-02-0-Ul.s1 cDNA, 3' end /clon 


62B6 


562 


697 


BE872760 


Hs.47334 


7.00E-54 


1 


601450902F1 cDNA, 5' end /clone=!MAGE:3854544 


178F12 


169 


2413 


AF307339 


Hs.47783 


0 


2 


B aggressive lymphoma short isoform (BAL) mRNA 




oyo 


IUO 1 


mm nncnoc 




n 
U 


A 
1 


snail 1 (drosophila homolog), zinc finger prot 




A 

1 




Ar\U2707U 


HS.4832Q 


0 


13 


FLJ23417 fis, clone HEP20868 /cds=(59,12 


*r 1 oO 


DOO/ 


f I tLO 


MM C\A. A*XACL 




u 


A 
1 


endoenne regulator (nKiHrb243o), mRNA/cds= 


c-i cuo 
D 1 DnZ 


A 
1 


OA o 


MM ni7Q/tQ 


11 r. S.Q~7A o 


o fine nn 


2 


hypothetical protein rLJ2U7o6 (FLJ20736), mR 


517G9 


665 


1649 


NM_004462 


Hs.48876 


0 


2 


farnesyl-dlphosphate famesyltransferase 1 


146A2 


88 


440 


X76770 


Hs.49007 


0 


1 


PAP /ods=UNKNOWN /gb=X76770 /gi=556782 /ug 


174H4 


2612 


3200 


AF1 89011 


Hs.49163 


0 


1 


ribonudease III {RN3) mRNA, complete cds /cds 


121G3 


463 


829 


NW1_017917 


Hs.49375 


0 


1 


hypothetical protein FLJ20644 (FLJ20644), mR 


170B9 


2260 


2948 


AK023825 


Hs.49391 


0 


1 


FLJ 13763 fis, clone PL^CE4000089 /cds=(56 


65E2 


629 


1798 


AF062075 


Hs 49587 


o 


4 




518B2 


26 


1798 


NMJD04811 


Hs.49587 


0 


12 


leupaxin (LPXN), mRNA /cds=(93, 1253) /gb=NM_0 


472E8 


1182 


1516 


AL390132 


Hs.49822 


0 


1 


mRNA; cDNA DKFZp547E107 (from clone 
















DKF2p547E1 


41B12 


57 


576 


AB000887 


Hs.50002 


0 


1 


for EBI1-ligand chemokine, complete cds 


41 D1 


1 


310 


U86358 


Hs.50404 


1.00E-135 


1 


chemokine (TECK) mRNA, complete cds /cds=(0,452) 
/gb 


107C9 


2861 


3541 


M64174 


Hs.50651 


0 


3 


protein-tyrosine kinase (JAK1) mRNA, complete cds/c 


599H12 


202 


3541 


NM_002227 


Hs.50651 


0 


11 


Janus kinase 1 (a protein tyrosine kinase) (JAK 


105E3 


621 


1101 


AF047442 


Hs.50785 


0 


1 


vesicle trafficking protein sec22b mRNA, comp 


129B5 


2489 


2919 


X16354 


Hs.50984 


0 


2 


transmembrane carcinoembryonic antigen BGPa 


587H2 


748 


1673 


NMJW0521 


Hs.51043 


0 


2 


hexosaminidase B (beta polypeptide) (HEXB), m 


458H12 


4043 


4561 


NM_000887 


Hs.51077 


0 


1 


integrin, alpha X (antigen CD11C (p150), alpha 


129C9 


4055 


4557 


Y00093 


Hs.51077 


0 


1 


leukocyte adhesion glycoprotein p1 50,95 


125D8 


2502 


3966 


AF016266 


Hs.51233 


0 


3 


TRAIL receptor 2 mRNA, complete cds /cds=(117,1 


179E1 


17 


343 


M22538 


Hs.51299 


1.00E-179 


1 


nuclear-encoded mitochondrial NADH-ubiquinone redu 


165D7 


35 


754 


NM_021074 


Hs,51299 


0 


4 


NADH dehydrogenase (ubiquinone) flavoprotein 


107F10 


2632 


2993 


Y11251 


Hs.51957 


0 


2 


novel member of serlne-arginine domain p 


195B12 


1344- 


1590 


NM_017903 


Hs.52184 


3.00E-96 


1 


hypothetical protein FLJ20618 (FLJ20618), mR 


69D7 


3046 


3568 


AB014569 


Hs.52526 


0 


4 


for KIAA0669 protein, complete cds /cds=( 


55D1 


2607 


2B47 


NMJ)14779 


Hs.52526 


1.00E-130 


1 


KIAA0669 gene product (KIAA0669), mRNA /cds=( 


480B8 


1943 


2062 


AL080213 


Hs.52792 


8.00E-44 


1 


mRNA; cDNA DKFZp58611823 (from clone 
















DKFZp586l 


72G7 


1236 


1348 


NM_018B07 


Hs.52891 


2.00E-55 


1 


hypothetical protein PR01853 (PR01853), mRNA 


52SD1 


' 1 


256 


NM_004597 


Hs.53125 


1.00E-114 


1 


small nuclear ribonucleoprotein D2 polypeptid 


458E8 


1 182 


1701 


NM_G02621 


Hs.53155 


0 


1 


properdin P factor, complement (PFC), mRNA /cd 


458G2 


2171 


2836 


NM_001 204 


Hs.53250 


0 


1 


bone morphogenetic protein receptor, type II 


458F7 


30 


650 


NM_002200 


Hs.54434 


0 


1 


interferon regulatory factor 5 (I RF5), mRNA/ 


459F12 


2023 


3325 


NM_006060 


Hs.54452 


0 


2 


zinc finger protein, subfamily 1A, 1 (Ikaras) ( 


41A6 


498 


755 


U46573 


Hs.54450 


1.00E-140 


1 


eotaxin precursor mRNA, complete cds /cds=(53,346) 
/ 


590A10 


243 


659 


NM_00468B 


Hs.54483 


0 


2 


N-myc (and STAT) interactor (NMi), mRNA /cds=( 


461 C11 


872 


1415 


NM_014291 


Hs.54509 


0 


1 


glycine C-acetyltransferase (2-amino-3-keto 


4 ~7CtUtt 

1 /uno 


412 


1630 


A 11 A *}~fiA 

AJ243721 


Hs.54642 


0 


3 


for dTDP-4-keto-6-deoxy-D-glucose 4-re 


521 F5 


270 


1491 


NM_013283 


Hs.54642 


0 


8 


methionine adenosyltransferase If, beta (MAT 


189H5 


737 


1049 


X76302 


Hs.54649 


1.0DE-131 


2 


H. sapiens RY-1 mRNA for putative nucleic acid 
















binding protei 


599D10 


2614 


3035 


AB029015 


Hs.54886 


0 


5 


mRNA for KIAA1092 protein, partial cds /cds=(0 


458D5 


1026 


1676 


AK027243 


Hs.54890 


0 


1 


cDNA: FLJ23590 fis, clone LNG14491 /cds=(709,1 


37A10 


1633 


2040 


AK026024 


Hs.55024 


0 


1 


FU22371 fis, clone HRC06680 /cds=(77,12 


121A8 


799 


1217 


NM_01B053 


Hs.55024 


1.00E-150 


1 


hypothetical protein FU10307 (FLJ10307), mR 
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460B1 


11195 11326 




nS.OO I f o 


■1 ftftC AC 
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proiocduuciiii ridiinngu i ^nvii i) rnr\iMM, curnpicie 


57F1 


•i A Eft 


orv7ft 


N[VI_JJlM44/ 


11 _ CC/IQ1 

nS.o34tSl 


U 


o 

I 


zinc linger protein ido ^z_iMr idd), mKiNA /cos— 


68U1U 


979 






nS.304o 1 


u 


A 

4 


zinc linger proiein %qd \£.p\ iodj mrciNrv compieie 


584G7 


oco 
dbo 


10/4 






0 


A 

4 


euKaryonc translation inittanon Tacior 




63 


394 


Mfi/1 n^7D07 

inivi^u 1 / oy / 


nS.aO/Ol 


a. r\r\c t77 
1 .UUL-l / / 


4 

1 


nypocneiicai protein rLJ^uou4 ^plj<cuou4}, itik 


588F5 


1 




NfvM) 16497 


Hs. 55847 


0 


4 
1 


nypotneticai protein (Luudi^oo), rikma /cds-( 


597E10 


334 


2073 


l\IVl_UU444o 




0 


c 
O 


giutamyi-proiyHKNM. syntnetase (crKo), mKiN 


13BH10 


3503 


4112 


X54326 


Hs.55921 


0 


1 


glutaminyl-lRNA synthetase /cds=(58,43 


121D5 


3959 


4192 


AB018348 


Hs. 55947 


1.00E-130 


1 


mRNA for KIA^0805 protein, partial cds /cds=(0 


473D12 


1428 


1866 


AJ245539 


Hs.55958 


0 


2 


partial mRNA for GalNAc-T5 (GALNT5 gene) /cds= 


71 E3 


843 


1724 


NMJ)05542 


Hs.56205 


0 


30 


insulin induced gene 1 (1NSIG1), mRNA/cds=(414 


73F4 


843 


2495 


U96876 


Hs. 56205 


0 


32 


insulin induced protein 1 (1NSIG1) gene, compl 


75C8 


180 


2439 


AJ277832 


Hs.56247 


0 


13 


for inducible T-cell co-stimulator (I COS 


187A6 


2073 


2255 


AF1 95530 


Hs.56542 


2.00E-99 


1 


soluble aminopeptidase P (XPNPEP1) mRNA, comp 


584H5 


1496 


1889 


NMJ)01494 


Hs.56845 


1.00E-151 


1 


GDP dissociation inhibitor 2 (GDI2), mRNA /cds 


460C5 


2395 


2860 


AK022935 


Hs.56847 


0 


1 


CDNA FU12874 fTs, clone rfT2RP2003769 /cds=UNK 


460B5 


• 164 


741 


BC003581 


Hs.56851 


0 


1 


Similar to RIKEN cDNA 2900073H19 gene, done 


54G4 


1359 


1761 


AK027232 


Hs,57209 


0 


2 


FLJ23579fi3, clone LNG13017 /cds=UNKNOW 


192D8 


1576 


2872 


AL1 36703 


Hs.57209 


0 


3 


mRNA; cDNA DKFZp566J091 (from clone 
















DKFZp566J0 


66F9 


618 


1056 


U41654 


Hs.57304 


0 


1 


adenovirus protein E3-14.7k interacting protein 1 ( 


183A1 


2093 


2334 


NMJ503751 


Hs.57783 


1.00E-132 


1 


eukaryotic translation initiation factor 3, 


117B3 


6933 


7225 


NMJ522898 


Hs.57987 


1.00E-154 


3 


B-cell lymphomaVleukaemla 11B (BCL11B), mRNA 


74C11 


273 


359 


BE7392B7 


Hs.58066 


7.00E-21 


1 


601555492F1 cDNA, 5* end /clone=lMAGE:3826247 


174H2 


5591 


5977 


AJ 131693 


Hs.58103 


0 


1 


mRNA for AKAP450 protein /cds=(222,11948) /gb 


599H8 


26 


993 


NMJJ03756 


Hs.58189 


0 


3 


eukaryotic translation initiation factor 3, 


168F12 


295 


593 


U54559 


Hs.58189 


1.00E-166 


1 


translation initiation factor eIF3 p40 subuni 


68B11 


1 


297 


BE867841 


Hs.58297 


1.00E-146 


1 


601443614F1 cDNA, 5' end /clone=IMAGE:3847827 


104A6 


376 


2578 


AF001862 


Hs.58435 


0 


3 


FYN binding protein mRNA r complete cds /cds=(67 


192E3 


230 


648 


NM_001465 


Hs.58435 


0 


4 


FYN-binding protein (FYB-120/130) (FYB), mRN 


73B4 


1287 


1763 


AK022834 


Hs.58488 


0 


1 


FLJ12772 fis, clone NT2RP2001634, highly 


100G3 


1568 


1786 


NM_004850 


Hs.58617 


1.00E-108 


1 


Rho-associated, coiled-coil containing prot 


116G9 


1997 


2464 


NMJJ13352 


Hs.58636 


0 


1 


squamous cell carcinoma antigen recognized by 


178C5 


5 


710 


AV760147 


Hs.58643 


1.00E-111 


5 


AV760147 cDNA, 5' end /clone=MDSEPB12 /clone_ 


519B1 


2203 


2320 


NMJH4207 


Hs.58635 


1.00E-56 


1 


CD5 antigen (p56-62) {CD5) t mRNA /cds=(72 t 1559 


40B6 


1655 


2283 


X04391 


Hs.58685 


0 


1 


lymphocyte glycoprotein T1/Leu-1 fcds=(72,1 


466B9 


262 


534 


AI684437 


Hs.58774 


1.00E-107 


1 


wa82a04.x1 cDNA, 3' end /clone=IMAGE:2302638 


430H7 


86 


234 


nmj)06568 


Hs.59106 


1.00E-54 


1 


cell grov/th regulatory with ring finger domain 


44A7 


2229 


2703 


X17094 


Hs.59242 


0 


1 


fur mRNA for furin /cds=(21 6,2600) /gb=X17094 


1Q6D12 


21 


380 


M96982 


HS.59Z/1 


u 


2 


/gi=314 

U2 snRNP auxiliary factor small subunit, compl 


39C5 


1821 


2653 


AB011098 


HS. 59403 


0 


1 


for KIAA0526 pTDt&in, complete cds /cds = { 


4 OCU? 

135H7 


4 OOP 

1826 


2352 


NM_004853 


Ll« XTft/lft*3 

HS. 59403 


U 


1 


serine palmitoyltransferase, long chain base 


459C5 


126 


443 


AA889552 


HS.59459 


A rtrtr ACQ 

I.OUc-158 


1 


aK20dl2.sl cDNA, 6 ena /cione-iiviAt3c.l4Uot>i 9 


108B8 


2760 


3079 


AJ 132592 


Hs.59757 


1.00E-138 


1 


for zinc finger protein, 31 15 /cas={1 07,27 


194F7 


2074 


2461 


NM_018227 


Hs.59838 


0 


1 


hypothetical protein FU10808 (FLJ 10808), mR 


465D4 


2 


132 


AI440512 


Hs.59844 


7.00E-67 


1 


tc83f09.x1 cDNA, y end /clone=IMAGE:2072777 


161H10 


1 


381 


AA004799 


Hs.SOOBS 


1.00E-169 


1 


zh96b05,s1 cDNA, 3' end/clone=iMAGE;429105/ 


465B6 


228 


383 


NMJ>18986 


Hs.61053 


1.00E-66 


1 


hypothetical protein (FLJ20356), mRNA /cds=( 


102G9 


359 


725 


D11094 


Hs.61153 


0 


1 


MSS1, complete cds /cds=(66,1367) /gb=D11094 


193C6 


359 


725 


NM_002803 


Hs.61153 


1.00E-174 


2 


proteasome (prosome, macropain) 26S subunit, 


99E7 


1768 


2339 


AL023653 


Hs.61469 


0 


10 


DNA sequence from clone 753P9 on chromosome 
















Xq25-26.1. 


462B9 


5 


411 


BE779284 


Hs.61472 


100E-152 


1 


601464557F1 cDNA, 5' end /clone=IMAGE:3867566 


594F11 


220 


569 


NM_003905 


Hs.61828 


1.00E-159 


2 


amyloid beta precursor protein-binding prote 
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102E7 


1216 


1921 


AF046001 


Hs.62112 


0 


3 


zinc finger transcription factor (ZNF207) mRN 


192B4 


754 


934 


NM__Q03457 


Hs.62112 


2.00E-98 


2 


zinc finger protein 207 (ZNF207), mRN A /cds=(2 


41 G9 


1664 


2D96 


J02931 


Hs.62192 


0 


1 


placenta! tissue factor (two forms) mRN A, complete cd 


2. 








Up C51 OO 


D.UUc.-or 


1 


coagulation factor HI (thromboplastin, tiss 


459010 


1548 


1845 


ABQ11 1 14 


Hs.62209 


LOGE-ioo 


A 
1 


mHNA tor f\lAAU542 protein, partial eels /cos=(39 




2251 


2712 


NM_0O2Q53 


rls.o2oo1 


0 


1 


guanylate binding protein 1, interferon-induc 


cnnnn 


83 


7o0 


NIVMJU2U32 


Hs.62954 


0 


A*y 


terntm, heavy polypeptide 1 (hi Hi), mRNA/c 


458C5 


1798 


2407 


AB033118 


Hs.63128 


0 


1 


mRNA for KIAA1292 protein, partial cds /cds=(0 


109E5 


4661 


5114 


AB002369 


Hs,63302 


0 


1 


KIAA0371 gene, complete cds /cds=(247,3843) 


589G9 


250 


5550 


NMJJ21090 


Hs.63302 


0 


6 


myotubularin related protein 3 (MTMR3), mRNA 


182E4 


1751 


2144 


NMJDD2831 


Hs.63489 


0 


1 


protein tyrosine phosphatase, non-receptor t 




1787 








n 


2 




45BD7 


1595 


1912 


NMJJ22727 


Hs.63609 


1.00E-180 


1 


Hpall tiny fragments locus 9C (HTF9C), mRNA/c 


193A2 


144 


2588 


NMJ)03254 


Hs.63668 


0 


5 


toll-like receptor 2 (TLR2), mRNA /cds=(1 29,24 


117C3 


1504 


2356 


AF131762 


Hs.64001 


0 


3 


clone 25218 mRNA sequence /cds=UNKNOWN 
















/gb=AF 


109F1 




2157 


AL031 602 




n 


3 


DNA ^pouenre from clonp RP5-1 174WQ on 
















chromosome 1p34 


40D5 


698 


1192 


U32324 


Hs.64310 


0 


1 


interleukin-11 receptor alpha chain mRNA, complete c 


522F4 


12 


504 


NMJ306356 


Hs.64593 


0 


1 


ATP synthase, H+ transporting, mitochondrial 


462E9 


215 


891 


NMJJ15423 


Hs.64595 


0 


1 


aminoadipate-semialdehyde dehydrogenase-ph 


164G10 


37 


889 


NMJ06B51 


Hs.64639 


0 


2 


glioma pathogenesis-related protein (RTVP1), 


155G10 


1 


601 


U16307 


Hs.64639 


0 


1 


glioma pathogenesis-related protein (GliPR) mRNA, c 


110D11 


341 


712 


S60099 


Hs.64797 


0 


1 


APPH=amyloid precursor protein homoiog [human, 
















placenta, 


513E8 


3411 


3986 


AF 148537 


Hs.65450 


0 


7 


reticulon 4a mRNA, complete cds /cds=<141,3719 


460F4 


1415 


1749 


NMJ318174 


Hs.66048 


1.00E-163 


1 


hypothetical protein FU10669 (FLJ10669), mR 


478H8 


486 


1037 


NMJ101775 


Hs.66052 


0 


1 


CD38 antigen {p45) (CD38), mRNA /cds=(69,971) 


461 A6 


2977 


3516 


AB051540 


Hs.66053 


0 


1 


mRNA for KIAA1753 protein, partial cds /cds=(0 


191E7 


1 


494 


AL1 57438 


Hs.66151 


0 


6 


mRNA; cDNA DKF2p434A1 1 5 (from clone 
















DKFZp434A1 


464B6 


76 


623 


NMJ0252B 


Hs.66196 


0 


1 


nth (E.coll endonuclease lll)-like 1 (NTHL1), 


473C6 


149 


517 


BE673759 


Hs.66357 


0 


1 


7d69d02.x1 cDNA, 3' end /cloned MAGE: 32782 11 


171G11 


1001 


1385 


Z98884 


Hs.66708 


0 


1 


DNA sequence from clone RP3-467L1 on 
















chromosome 1p36. 


169H3 


15 


1800 


X82200 


Hs.68054 


0 


4 


Staf50 /cds=(122,1450) /gb=X82200 /gi=8992 


167G9 


747 


1104 


NMJJ05932 


Hs.68583 


1.00E-101 


1 


mitochondrial intermediate peptidase (MIPEP) 


170H3 


747 


1104 


U80034 


Hs.68583 


6.00E-99 


1 


mitochondrial intermediate peptidase precurs 


69F9 


321 


1348 


U78027 


Hs. 69089 


0 


5 


Bruton's tyrosine kinase (BTK), atpha-D-galac 


586D6 


16 


676 


NMJ3063S0 


Hs.69469 


1.00E-173 


2 


dendritic cell protein (GA17), mRNA /cds=(51 , 1 


591 E3 


74 


189 


NM.002385 


Hs.69547 


2.00E-59 


1 


myelin basic protein (MBP), mRNA /cds=( 10,570) 


597H2 


482 


2702 


NM_007158 


Hs.69855 


0 


8 


NRAS-related gene (D1S155E), mRNA /cds=(420,2 


515C5 


3257 


3421 


NM_003169 


Hs.70186 


8.00E-45 


1 


suppressor of Ty (S.cerevisiae) 5 homoiog (SUP 


461 B9 


44 


425 


H06786 


Hs. 70258 


0 


1 


yl83g05.r1 cDNA, 5' end /clone=IMAGE:44737 /c 


525H4 


2834 


2978 


NMJ314933 


Hs.70266 


4.00E-77 


1 


yeast Sec31p homoiog (K1AA0905), mRNA /cds=(53 


521C3 


1 


1165 


NMJ16628 


Hs.70333 


1.00E-176 


2 


hypothetical protein (LOC51322), mRNA /cds=( 


460E5 


414 


994 


AF1 33903 


Hs.70337 


0 


1 


immunogiobuiin superfamily protein beta-like 


190C7 


1406 


1788 


D50926 


Hs.70359 


0 


1 


mRNA for KIAA0136 gene, partial cds /cds=(0,2854) 


497F10 


653 


1096 


NM_014210 


Hs.70499 


0 


3 


/gb 

ecotropic viral integration site 2A (EVI2A), m 


37C11 


820 


1523 


ABO02368 


Hs.70500 


0 


4 


KIAA0370 gene, partial cds /cds=(0,2406) /gb 


464B2 


496 


721 


BG283002 


Hs.71243 


3.Q0E-99 


1 


6024061 92F1 cDNA, 5' end /c!one=IMAGE:45l8214 


69G4 


1292 


2708 


AL161991 


Hs.71252 


0 


4 


cDNA DKFZp761C169 (from clone DKFZp761C1 


485E4 


176 


485 


AA131524 


Hs.71433 


1.00E-151 


1 


z!31h02.s1 cDNA, 3' end /clone=IMAGE:503571 / 


161G2 


1338 


1877 


NM_003129 


Hs.71465 


0 


1 


squalene epoxidase (SQLE), mRNA/cds=(2l4,193 
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I oouo 




507 
Ot7 r 


INIVMJ IDOOu 


Wc 71A75 


1 .UUfc-T^S 


1 


nypotneucai protein (ujus i oz4/, mKNA /cds—i 


483B5 


12 


384 


NMJ)21128 


Hs.71618 


0 


1 


polymerase (RNA) II (DNA directed) polypeptide 


161F6 


675 


1114 


U79277 


Hs.71848 


0 


1 


clone 23548 mRNA sequence /cds^UNKNOWN 
















/gb=U79277/g 


473F8 


377 


729 


BE389075 


Hs.71941 


1.00E-146 


1 


601513514F1 cDNA, 5' end /clone=lMAGE;3915003 


102A6 


1129 


1560 


' AK023183 


HS.72782 


0 


1 


FU13121 fis, clone NT2RP3002687 /cds=(39 


41E2 


56 


539 


M57506 


Hs. 72918 


0 


1 


secreted protein (I-309) gene, complete cds /cds=(72 t 


476E12 


1790 


2311 


S76638 


Hs.73090 


0 


2 


p50-NF-kappa B homolog [human, peripheral blood T 
















cells, mR 


41 G7 


3116 


3469 


U64198 


Hs.73165 


1.00E-173 


1 


11-12 receptor beta2 mRNA, complete cds 
















/cds=(640,322 


51C9 


1721 


2339 


NMJ505263 


Hs.73172 


0 


4 


growth factor independent 1 (GFI1), mRNA/cds= 


6/H6 


1723 


2342 


U67369 


Hs.73172 


0 


1 


growth factor lndependence-1 (Gfi-1) mRNA, complete 


179E7 


211 


610 


M92444 


Hs.73722 


0 


1 


apurinic/apyrimidinic endonuclease (HAP1) g 


585G3 


174 


589 


NMJ301641 


Hs.73722 


0 


8 


APEX nuclease (multifunctional DNA repair enz 


138A11 


1360 


1717 


M72709 


Hs.73737 


1.00E-151 


1 


alternative splicing factor mRNA, complete cds /cds= 


49C8 


1628 


2276 


AK001313 


Hs.73742 


0 


4 


cDNAFI_J10451 fis, clone NT2RP1000959, highly 


41 D7 


2760 


3563 


J03565 


Hs.73792 


0 


1 


Epstein-Barr virus complement receptor type U(cr2) 


121F8 


2470 


2815 


AL136131 


Hs.73793 


1.Q0E-123 


1 


DNA sequence from done RP1-261G23 on 
















chromosome 6p 12 


482C7 


2864 


3199 


NM_003005 


Hs.73800 


1.00E-165 


3 


selectjn P (granule membrane protein 140kD, an 


I DOC I 


I DU 


77R 
I/O 




Li c 7"IR17 

ns. / «3o 1 1 


U 




gene for LD78 alpha precursor, complete cds /c 


489E12 


161 


776 


NM_002983 


Hs.73817 


0 


6 


small inducible cytokine A3 (homologous to mo 


177D7 


112 


388 


BF673951 


Hs.73818 


1.00E-143 


1 


602137331 F1 cDNA, 5' end /clone=IMAGE:4274094 


587E10 


5 


387 


NM_006004 


Hs.73818 


1.00E-155 


6 


ubiquinol-cytochrome c reductase hinge prate 


142H11 


119 


436 


AL1 10183 


Hs.73851 


1.00E-148 


1 


cDNA DKFZp566A221 (from clone DKFZp566A2 


19QG11 


t 1 


375 


NMJW1685 


Hs.73851 


0 


6 


ATP synthase, H+ transporting, mitochondrial 


119D10 


675 


1700 


BC001267 


Hs.73957 


0 


4 


RAB5A, member RAS oncogene family, clone MGC: 


135H12 


1244 


1772 


NMJ303016 


Hs.73965 


0 


2 


splicing factor, arginine/serine-rich 2 (SFR 


16CE6 


1811 


2196 


X75755 


Hs. 73965 


0 


5 


PR264 gene /cds=(98,763) /gb=X75755 /gi=455418 


175F9 


791 


1446 


L29218 


Hs.73986 


0 


2 


cJk2 mRNA, complete cds /cds=(129,1628) /gb=L2 


516D9 


782 


1144 


NM_003992 


Hs.73987 


0 


1 


CDC-like kinase 3 (CLK3), transcript variant p 


469F3 


1778 


1956 


NMJ302286 


Hs.74011 


4.00E-78 


1 


lymphocyte-activation gene 3 (LAG3), mRNA ted 


481D6 


1323 


1805 


Z22970 


Hs.74076 


1.00E-173 


1 


H.sapiens mRNA for M130 antigen cytoplasmic variant 
















2/cds=( 


193H9 


813 


1569 


NM_007360 


Hs.74085 


1.00E-127 


3 


DNA segment on chromosome 12 (unique) 2489 expr 


39D9 


810 


994 




re. / tucw 


I .\j\lxZr I \J\J 


1 


INr\V3t-L/ y4?IIS /CU5— \ddO,%}uO) /gD~As3*+0/ U /yj— O 


71 F3 


3014 


3858 


NM_004430 


Hs.74088 


1.00E-114 


4 


early growth response 3 (EGR3), mRNA /cds=(357, 




ODD I 






He 7 A OAR 

ns. /Hijoo 


1 fin c 1 1 a 


*7 
I 


torw-tvjrw proiein mrxiNM, 


105E11 


2 


142 


AL050391 


Hs.74122 


6.00E-72 


2 


cDNA DKFZp586A181 (from clone DKFZp586A1 


174A12 


141 


1072 


NM_001225 


Hs.74122 


0 


9 


caspase 4, apoptosfs-related cysteine protea 


599E9 


351 


1864 


AF279903 


Hs.74267 


0 


6 


60S ribosomat protein L15 (EC45) mRNA, complet 


74F7 


126 


1867 


AF283772 


Hs.74267 


0 


8 


clone TCBAP0781 mRNA sequence /cds=(40,654) / 


156G12 


554 


831 


AF034607 


Hs.74273 


1.00E-156 


1 


chloride channel ABP mRNA, complete cds /cds=( 


118F4 


1 


148 ' 


BG1 12085 


Hs.74313 


7.00E-65 


2 


602283260F1 cDNA, 5' end /c!one=lMAGE:4370727 


70G10 


1 


2177 


M16660 


Hs.74335 


0 


26 


90-kDa heat-shock protein gene, cDNA, complete cds 


64D1 


330 


2219 


NM_007355 


Hs.74335 


0 


26 


/c 

heat shock 90kD protein 1 , beta (HSPCB), mRNA / 


121 E12 


700 


1033 


NM_006826 


Hs.74405 


0 


1 


tyrosine 3-monooxygenase/tryptophan 5-monoo 


177D3 


480 


1645 


X57347 


Hs.74405 


0 


2 


HS1 protein /cds=( 100,837) /gb=X57347 / 
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1 CCA C 


680 


1175 


U86602 


Hs,74407 


0 


1 


nucleolar protein p40 mRNA, complete cds 
















fCAJb— \ I t t£. ) I U 


181G10 


1802 


2302 


NM D1P^81 


He 74420 


0 

w 


2 


unyui recognition complex, suounii o ^yeast n 


66D8 


9?7 




Aoooy i 


He 74/1/11 




1 
i 


^ioku ruii-4: protein /CQS-voy,ooZO /yD-A 


iftqnio 


383 


1 m9 


inivmju i / 'ty 


He 7/4AC1 


n 
U 


7 


caipain 4, small suDunit (oUK; (OAPN4), mRNA / 


171A^ 

1 f 1 f\0 


79i 




AU41U0 




H nnc 4 v a 
1 .Uub-1 r4 


<i 
1 


calcium dependent protease (small subunit) / 


173F3 


1069 


1468 


NM.004559 


Hs.74497 


0 


1 


nuclease sensitive element binding protein 1 


176B7 


1592 


1990 


NM001173 


Hs.74515 


0 


1 


aryl hydrocarbon receptor nuclear translocate 


481A1 1 


2012 


2210 


NM__000947 


Hs.74519 


2.00E-61 


1 


primase, polypeptide 2A (58kD) (PRIM2A) t mRNA 


116G8 


689 


1417 


NM_002537 


Hs.74563 


0 


4 


ornithine decarboxylase antizyme 2 (OAZ2), mR 


526F6 


185 


1088 


NM_003145 


Hs.74564 


0 


3 


signal sequence receptor, beta (transiocon-as 


104D3 


713 


1127 


X79353 


Hs.74576 


0 


1 


XAP-4 mRNA for GDP-dissociation inhibitor /cds=( 


51 8G1 


2725 


2993 


NM_001357 


Hs.74578 


1.00E-134 


1 


DEAD/H (Asp-Giu-Ala-Asp/His) box polypeptide 


459H1 


3093 


3268 


NM_0 14757 


Hs.74583 


3.00E-67 


1 


K1AA0275 gene product (KIAA0275), mRNA/cds=( 


69C5 


2304 


2781 


M97287 


Hs.74592 


0 


3 


MAR/SAR DNA binding protein (SATB1) mRNA 


587F12 


930 


2777 


NMJ102971 


Hs. 74592 


0 


6 


special AT-rich sequence binding protein 1 (b 


124H10 


1240 


1812 


NMJ)02808 


Hs.74619 


0 


2 


proteasome (prosome, macropain) 26S subunit, 


57F10 


700 


2310 


NM_000311 


Hs.74621 


0 


60 


prion protein (p27-30) (C re utzfeid- Jakob dis 


74A10 


870 


2252 


U29185 


Hs.74621 


0 


34 


prion protein (PrP) gene, complete cds /cds=(24 


176H10 


465 


923 


NM_000108 


Hs.74635 


0 


1 


dihydrolipoamide dehydrogenase (E3 component 


98F4 


870 


2566 


NMJ303217 


Hs.74637 


0 


7 


testis enhanced gene transcript (TEGT), mRNA 


179H8 


1 


1210 


X75861 


Hs.74637 


0 


3 


TEGT gene /cds=(40,753) /gb=X75861 /gi=456258 / 


125C4 


417 


1425 


NM_014280 


Hs.7471 1 


0 


2 


splicing factor similar to dnaJ (SPF31), mRNA 


74C5 


21 


177 


BE549137 


Hs.74861 


4.00E-65 


1 


601076443F1 cDNA, 5' end /clone=IMAGE: 34621 54 


**y / D IZ 


i z*f 




NIVMJUd/ jo 


U o "7/1 QCH 

nS./4oo1 


1 .UUfc-123 


2 


activated RNA polymerase I! transcription cof 


191E10 


497 


859 


NM_022451 


Hs.74899 


0 


1 


hypothetical protein FLJ12820 (FLJ12820), mR 


114A3 


1032 


1446 


AY007131 


HS.75061 


0 


1 


clone CDABP0045 mRNA sequence 


117G3 


279 


799 


NM_004622 


Hs.75066 


0 


1 


translin (TSN), mRNA /cds=(81,767) /gb=NM_004 


483G2 


3293 


3639 


NM_006148 


Hs.75080 


1.00E-180 


1 


LIM and SH3 protein 1 (LASP1), /cds=(75,860) /g 


181E11 


8314 


8804 


NM_000038 


Hs.75081 


0 


1 


adenomatosis polyposis coli (APC), mRNA /cds 21 


597G6 


374 


2351 


NM_003406 


Hs.75103 


0 


6 


tyrosine 3-monooxygenase/tryptophan 5-monoo 


596F1 1 


684 


1088 


NMJ)02097 


Hs.75113 


0 


1 


general transcription factor II1A (GTF3A), mR 


69C9 


995 


1554 


AF1 13702 


Hs.75117 


0 


4 


clone FLC1353 PRO3063 mRNA, complete cds fcds= 


46E7 


128 


1519 


NMJX)4515 


Hs.75117 


1.00E-164 


2 


interleukin enhancer binding factor 2, 45kD ( 


481B10 


66 


515 


N!vH)03201 


Hs.75133 


0 


1 


transcription factor 6-like 1 (mitochondrial 


469C5 


368 


969 


NMJ)06708 


Hs. 75207 


0 


1 


glyoxalase I (GL01), mRNA /cds= (87,641) /gb=N 


71 B4 


939 


2049 


NM.002539 


Hs.75212 


0 


24 


ornithine decarboxylase 1 (ODC1) mRNA /cds=(33 


75E10 


173 


1991 


X16277 


Hs.75212 


0 


51 


ornithine decarboxylase ODC (EC 4.1.1.17) /c 


166G9 


2077 


2632 


L36870 


Hs.75217 


0 


1 


MAP kinase kinase 4 (MKK4) mRNA, complete cds / 




OfY7A 


9 £54 O 


NIVMJUjUiU 


MS. r D^l / 


U 


4 
1 


mitogen-activated protein kinase kinase 4 (M 


105B12 


ouou 


C.9f17 


uoi uzy 


He 7*^9^9 
rl5. f OiOt 


n 
u 


O 


oboi4L mKNA, complete cds 


125D1 


47P9 


C9nQ 

ozuy 




He 7R979 


n 
u 


1 


otoi4 (b. cerevisiaej-iike 1 (btC 14L1), mRNA 


184E4 


2075 


3174 


D42040 


Hs.75243 


0 


5 


KIAA9001 gene, complete cds /cds=(1701,4106) 


191E5 


2071 


3174 


NMJJ05104 


Hs.75243 


0 


2 


bromodomain-containing 2 (BRD2), mRNA /cds-(1 


186C12 


4159 


4866 


NM_001Q68 


Hs.75248 


0 


6 


topoisomerase (DNA) ll beta (180kD) (TOP2B), m 


177C9 


4473 


4866 


X68060 


Hs.75248 


0 


1 


topllb mRNA for topoisomerase lib /cds=(0,4865) 


39D8 


743 


1980 


D31885 


Hs.75249 


0 


6 


KIAA0069 gene, partial cds /cds=(0,680) /gb= 


127G2 


1363 


1769 


NMJ)1S166 


Hs.75251 


0 


1 


DEAD/H (Asp-Glu-Ala-Asp/His) box binding pro 


64E5 


4 


1214 


NM_002922 


Hs.75256 


0 


6 


regulator of G-protern signalling 1 (RGS1), mR 


69G5 


' 276 


914 


S59049 


Hs.75256 


0 


6 


BL34=B cell activation gene [human, mRNA, 1398 ntj 


101F6 


315 


758 


AF054174 


Hs.75258 


0 


1 


histone macroH2A1.2 mRNA, complete cds /cds=( 


596E10 


320 


1667 


NM_004893 


Hs.75258 


0 


5 


H2A histone family, member Y (H2AFY), mRNA /cds 


587G10 


639 


953 


NMJ)01628 


Hs.75313 


1.00E-147 


1 


aldo-keto reductase family 1, member B1 (aldo 
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128F7 


181 


933 


X06956 


Hs.75318 


0 


4 


HALPHA44 gene for alpha-tubulin, exons 1-3 


74A1 


321 


3290 


D21262 


Hs.75337 


0 


10 


K1M0035 gene, partial cds /cds=(0,2125) /gb 


50D8 


2 


667 


BF303895 


Hs.75344 


0 


4 


601886515F2 cDNA, 5' end /clone=IMAGE:4120514 


179F7 


379 


720 


L07633 


Hs.75348 


1.00E-179 


4 


(clone 1950.2) interferon-gamma IEF SSP 51 1 1 m 


191F3 


158 


872 


NM_006263 


Hs.75348 


0 


18 


proteasome (prosome. macropain) activator su 


463G4 


1849 


2394 


NM__001873 


Hs.75360 


0 


1 


carboxypeptidase E (CPE), mRNA /cds=(290,1720 


117D6 


224 


671 


AB023200 


Hs.75361 


0 


1 


mRNA for K1AA0983 protein, complete cds /cds=( 


73E8 


1 


2339 


D89077 


Hs.75367 


0 


8 


for Src-like adapter protein, complete cd 


49H5 


1 


2388 


NM_006748 


Hs.75367 


0 


4 


Src-like-adapter (SLA), mRNA /cds=(41,871) / 




550 


1126 




H<= 7577S 


n 


1 




462F2 


73 


361 


NMJ04172 


Hs.75379 


1.00E-158 


1 


solute carrier family 1 (glial high affinity gl 


477G6 


769 


2043 


NM_Q04300 


Hs.75393 


0 


3 


add phosphatase 1, soluble (ACP1), transcript 


62A10 


1028 


2528 


X87949 


Hs.75410 


0 


7 


BiK protein /cas=(222 T 2l83/ /gb=A87949 


125H4 


510 


807 


NM_006010 


Hs.75412 


1.0QE-130 


2 


Arginine-rich protein (ARP), mRNA/cds=(132,8 


70H1 


29 


2349 


AK026463 


Hs.75415 


0 


30 


FLJ22810 fis, clone KAIA2933, highly sim 


60D3 


160 


1666 


D31767 


Hs.75416 


0 


6 


KIAA0058 gene, complete cds /cds=(69,575) /g 


98D5 


103 


1233 


NM_014764 


Hs.75416 


0 


10 


DAZ associated protein 2 (DAZAP2), mRNA /cds=( 


55H1 


1183 


1390 


NMJM6525 


Hs.75425 


2.00E-81 


1 


ubiquitin associated protein (UBAP), mRNA /cd 


44B12 


51 


480 


BF131654 


Hs.75428 


0 


3 


601820480F1 cDNA, 5' end /clone=!MAGE:4052586 


64E11 


1 


177 


NMJ)00454 


Hs.75428 


7.00E-94 


1 


superoxide dismutase 1 , soluble (amyotrophic 


65D3 


387 


969 


L33842 


Hs.75432 


0 


4 


(clone FFE-7) type II inosine monophosphate de 


58F9 


379 


672 


NM_000884 


Hs.75432 


1.0QE-149 


1 


IMP (inosine monophosphate) dehydrogenase 2 


73B1 


87 


291 


BE790474 


Hs.75458 


5.00E-71 


2 


601476059F1 cDNA, 5' end /clone=IMAGE:3878799 


585G5 


1 


302 • 


NM 000979 


Hs.75458 


1.00E-170 


8 


ribosomal protein L18 (RPL18), mRNA /cds=(15,5 


173A1 


1893 


2653 


NM_006763 


Hs.75462 


0 


2 


BTG family, member 2 (BTG2), mRNA /cds=(71,547) 


166A10 


601 


1147 


AB000115 


Hs. 75470 


0 


1 


mRNA expressed in osteoblast, complete cds /cd 


180D10 


601 


1045 


NMJ)06820 


Hs.75470 


0 


1 


hypothetical protein, expressed in osteoblast 


122D9 


3322 


5191 


AB023173 


Hs.75478 


0 


2 


mRNA for KIAA0956 protein, partial cds /cds=(0 


461 E5 


2484 


2304 


AL1 33074 


Hs.75497 


1.00E-144 


1 


mRNA; cDNA DKFZp434M1317 (from clone 
















DKFZp434M 


512D6 


. 69 


799 


NMJ304591 


Hs.75498 


0 


12 


small inducible cytokine subfamily A (Cys-Cys 


146B12 


54 


783 


U64197 


Hs.75498 


0 


4 


chemokine exodus-1 mRNA, complete cds /cds=(4 


596H5 


CDC 

685 


1952 


NM_UU1 157 


Hs.75510 


0 


n 
O 


annexin An (anxaii), mRNA/cas- (178, 1595) /g 


179D6 


215 


603 


D23662 


Hs.75512 


1.00E-168 


2 


ubiqurtin-Iike protein, complete cds 


522G12 


52 


603 


NM_006156 


Hs.75512 


0 


2 


neural precursor cell expressed, developmenta 


46B6 


1108 


1418 


NMJ)00270 


Hs.75514 


1.00E-166 


1 


nucleoside pnosphorylase (NP), mRNA /cds={109 


73H11 


83 


1418 


X00737 


Hs.75514 


1.00E-104 


3 


purine nucleoside pnosphorylase (PNP; EC 2. 


154F7 


1279 


2056 


L05425 


Hs.75528 


0 


3 


nucleolar GTPase mRNA, complete cds /cds=(79,2 


164C10 


1268 


1910 


NMJJ13285 


Hs.75528 


0 


2 


nucleolar GTPase (HUMAUANTIG), mRNA /cds=(79, 


106C8 


76 


322 


Z25749 


Hs.75538 


1.00E-130 


3 


gene for ribosomal protein S7 /cds=(81 ,665) /gb= 


98E5 


474 


1188 


NMJJ03405 


Hs.75544 


0 


1 


tyrosine 3-monooxygenase/tryptophan 5-monoo 


459G10 


2160 


2717 


NMJDQ0418 


Hs.75545 


0 


1 


interieukin 4 receptor (IL4R), mRNA /cds=(175, 


44B2 


71 


692 


U03851 


Hs.75546 


0 


1 


capping protein alpha mRNA, partial cds 
















/cds=<1 6,870) 


483F2 


1207 


1392 


NM_004357 


Hs.75564 


1.00E-80 


1 


CD151 antigen (CD151), mRNA /cds=(84, 845) /gb 


596D6 


1968 


2392 


NM_021975 


Hs.75569 


0 


1 


v-rel avian reticuloendotheliosis viral onco 


466G10 


679 


896 


NM_014763 


Hs.75574 


1.00E-120 


2 


mitochondrial ribosomal protein L19 (MRPL19), 


524B3 


6194 


6477 


NMJD01759 


Hs.75586 


1.00E-147 


1 


cyclin D2 (CCND2), mRNA /cds=(269,1138) /gb=N 


481 B4 


3423 


3804 


NM_000878 


Hs.75596 


1.00E-160 


2 


interieukin 2 receptor, beta (IL2RB), mRNA /cd 


162B5 


753 


1694 


M29064 


Hs.75598 


0 


6 


hnRNP B1 protein mRNA /cds=(1 49, 1210) 
















/gb=M29064/gi 


176F5 


730 


922 


NM_002137 


Hs.75598 


1.00E-10B 


1 


heterogeneous nuclear ribonucleoprotein A2/ 


106C2 


1654 


2589 


D10522 


Hs.75607 


0 


8 


for B0K-L protein, complete cds /cds=(369, 


98C5 


1538 


2589 


NMJJ02356 


Hs.75607 


0 


20 


myristoylated alanine-rich protein kinase C 
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192E5 


1007 


1416 


NM_006819 


Hs.75612 


0 


1 


stress-induced-phosphoprotein 1 (Hsp70/Hsp9 


40E12 


836 


1765 


M98399 


Hs.75613 


0 


2 


antigen CD36 (clone 21) mRNA, complete cds 
















/cds=(254,1 


107C6 


1491 


1595 


AF1 13576 


Hs.75621 


3.00E-51 


1 


done FLB2803 PRO0684 mRNA, complete cds /cds= 


117E9 


149 


1033 


NMJ)01779 


Hs.75626 


0 


2 


CD58 antigen, (lymphocyte function-associate 


482H10 


740 


1367 


NMJ)00591 


Hs.75627 


0 


1 


C D1 4 antigen (CD 1 4), mRNA /cds=( 119,1 246) /gb 


482D4 


1342 




NM flflfilfi^ 

INlVI_UUO IQO 


nb,/ 004*5 


O.UUC-02 


i 
1 


nuciear factor (eryinroia-aenvea £), 4dku \N 


73F8 


2854 


3657 


L49169 


Hs.75678 


0 


20 


G0S3 mRNA, complete cds /cds=(593,1609) 
















/gb=L49169/ 


58G3 


3222 


3657 


NMJ306732 


Hs.75678 


0 


6 


FBJ murine osteosarcoma viral oncogene homolo 


53A7 


30 


836 


J04130 


Hs.75703 


0 


138 


activation (Act-2) mRNA, complete cds /cds=(1 08,386) 


500E11 


41 


688 


NMJJ02984 


Hs. 75703 


0 


128 


small inducible cytokine A4 (homologous to mo 


170E9 


415 


2376 


M16985 


Hs.75709 


0 


6 


cation-dependent mannose 6-phosphate-specific rece 


591 E8 


1759 


2401 


NM_002355 


Hs.75709 


0 


3 


manncse-6-phosphate receptor (cation depend© 


191A11 


20 


1900 


NM_002575 


Hs.75716 


0 


13 


serine (or cysteine) proteinase inhibitor, cl 


184F5 


18 


1900 


Y00630 


Hs.75716 


0 


8 


Arg-Serpin (plasminogen activator-inhibito 


593G8 


238 


747 


NMJJ05022 


Hs.75721 


1.00E-110 


2 


profilin 1 (PFN1), mRNA /cds=( 127,549) /gb=NM 


17ftGQ 


OU4- 


<L I U I 


mm nnoom 

INIVI__UU2yO 1 


ns./o722 


0 


2 


riDopnonn li (KPN2), mRNA/cds= : (288,2183)/g 


138F12 


2341 


2488 


Y00282 


Hs.75722 


4.00E-60 


1 


ribophorin If /cds=(288,2183) /gb=Y00282 /g 


37F7 


1328 


1863 


AK023290 


Hs.75748 


0 


3 


FLJ13228 fis. clone OVARC1000085, highly 


119C7 


3736 


4103 


NMJ)03137 


Hs.75761 


1.00E-172 


1 


SFRS protein kinase 1 (SRPK1), mRNA /cds=(1 08,2 


52E8 


574 


1106 


M36820 


Hs.75765 


0 


2 


cytokine (GRObeta) mRNA, complete cds 
















/cds=(74,397) 


74C8 


2055 


3026 


M 10901 


Hs.75772 


o 


4 


fill IfV^fVirf Jrvilrl raronJftr *afr»H«a mDMA r^nmnlafa /">rl» /aJ 

^lULrULfUiiiwuiu iccvpior aipiia mr\iNr\, complete cqs/cq 


196C5 


2600 


4591 


NM_000176 


Hs.75772 


0 


5 


nuclear receptor subfamily 3, group C 7 member 


68E7 


2194 


2597 


D87953 


Hs.75789 


0 


1 


RTP, complete cds /ods={1 22,1 306) /gb=D87953 


116E3 


289 


621 


NM 01 6470 


Hs 757QS 


n 
yj 


i 


nypouieucai protein ^norozu/;, mr\iN/\ /cos— [y 


107C10 


650 


1165 


AK025732 


Hs.7581 1 


0 


1 


FLJ22079 fis, clone HEP1 31 80, highly sim 


123C12 


459 


969 


NM_004315 


Hs.75811 


0 


1 


N-acylsphingosine amidohydrolase (acid cera 


99E11 


1007 


2346 


NMJ)14761 


Hs.75824 


0 


2 


KIAA0174 gene product (KIAA0174), mRNA/cds=( 


120011 


377 


905 


NIvMJUool 7 


Hs.75841 


0 


2 


endoplasmic reticulum lumenal protein (ERP28 


175F5 


455 


843 


X94910 


Hs.75841 


1.00E-173 


1 


ERp28 protein /cds=(1 1 ,796) /gb=X9491 


182F12 


4263 


4842 


D86550 


Hs.75842 


0 


1 


mRNA for serine/threonine protein kinase, complete c 


175E3 


3255 


3787 


AL110132 


Hs.75875 


0 


1 


mRNA; cDNA DKFZp564H192 (from clone 
















DKFZp564H1 


195G3 


1435 


2132 


NM_003349 


Hs.75875 


0 


2 


ubiquitin-conjugating enzyme E2 variant 1 (U 




17 






rIS./boY y 


a Ann «f*ao 


g 
0 


602126495F1 cDNA, 5 end /c!one=IMAGE:4283350 


67G6 


1218 


1605 


AK000639 


Hs.75884 


1.00E-173 


1 


FLJ20632 fis, clone KAT03756, highly simi 


515A11 


721 


1109 


NM_015415 


Hs.75384 


0 


2 


DKFZP586A011 protein (DKFZP586A01 1 ), mRNA/c 


44B1 


* 1066 


4914 


NM_004371 


Hs.75887 


0 


4 


coatomer protein complex, subunit alpha (COPA 






41 oo 


iNivi_uuo / yi 


MS.75890 


1 .OOE-73 


1 


site-1 protease (subtilisin-like, sterol-reg 


459H8 


5291 


5688 


D87446 


Hs.75912 


1.00E-160 


1 


mRNA for KIAA0257 gene, partial cds /cds=(0,54l8) 


113F6 


2281 


2807 


NM_006842 


Hs.75916 


0 


1 


/gb 

splicing factor 3b, subunit 2, 145kD (SF3B2), m 


104F9 


2334 


2804 


U41371 


Hs.75916 


0 


1 


spliceosome associated protein (SAP 145) mRNA, 
















compl 


100F12 


656 


825 


AK024890 


Hs.75932 


6.00E-83 


1 


FLJ21237 fis, clone COL01 1 14 /cds=UNKNOW 


39E1 


40 


526 


BF217687 


Hs.75968 


1.00E-124 


2 


601 88251 0F1 cDNA, 5' end /clone=IMAGE:4094907 


111G8 


41 


547 


NM.021109 


Hs.75968 


1.00E-166 


19 


thymosin, beta 4, X chromosome (TMSB4X), mRNA 


478A7 


1335 


1653 


NM_00S813 


Hs.75969 


1.00E-119 


1 


proline-rich protein with nuclear targeting s 
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70E9 


652 


1065 


U03105 


Hs.75969 


0 


1 


B4-2 protein mRNA, complete cds /cds=(113,1096) 


596B9 


508 


1461 


NM_003133 


Hs.75975 


0 


2 


/gb=U 

signal recognition particle 9kD (SRP9), mRNA 


513F12 


1359 


2169 


NMJ305151 


Hs.75981 


0 


3 


ubiquitin specific protease 14 (tRNA-guanine 


74B3 


1361 


2166 


U30888 


Hs.75981 


0 


2 


tRNA-guanine transglycosylase mRNA, complete cds 
/c 


67B6 


81 


1457 


X17025 


Hs.76038 


0 


4 


homo log of yeast IPP isomerase /cds=(50,736) 
















/gb=X170 


586F2 


1471 


2197 


NM_004396 


Hs.76053 


0 


13 


DEAD/n (Asp-Glu-Afa-Asp/His) box polypeptide 


70B3 


762 


2211 


X52104 


Hs.76053 


0 


12 


p68 protein /cds=(175,2019) /gb=X52104 /gi=3 


73B2 


32 


494 


BF214146 


Hs.76064 


0 


1 


601847752F1 cDNA, 5 end /c]one-IMAGE:40fo522 


523E6 


10 


441 


NM_0QQ990 


Hs.76064 


0 


2 


nbosomal protein L27a (RPL27A), mRNA /cds=(1 


38F7 


6 


372 


223090 


Hs.76067 


0 


2 


28 kDa heat shock protein /cds=(491,1 108) 


59B6 


916 


1274 


AF071596 


Hs.76095 


1.Q0E-174 


1 


apoptosls inhibitor (IEX-1L) gene, complete c 


493B3 


540 


1206 


NM_003897 


Hs.76095 


0 


3 


immediate early response 3 (IER3), mRNA /cds=( 


483D7 


1399 


2063 


NM_005626 


Hs.76122 


0 


1 


splicing factor, arginine/serine-rich 4 (SFR 


591C12 


13412 13873 


NM_003922 


Hs.76127 


0 


3 


nect (homologous to the E6-AP (UBE3A) carboxyl 


65H7 


12209 12580 


U50078 


Hs.76127 


0 


1 


guanine nucleotide exchange factor p532 mRNA, 
















compiet 


Idudd 


79 


535 


Af f Oo4 


ns. /OIod 


1 .UUE-14U 


A 

1 


m I L-uBnveu racior/inireauxin /cub-^ou 


CQCAQ 


1 


124 


mm nrnnncj 
inivi_juu t uuy 


rib. rtj 1 5*f 




A 
1 




olno 


2834 


3174 


Mr\UZOoD»3 


ns. / ozou 


a nnp ion 


i 
1 


r nMA' Fl l?17finfic rlnn» POl nOfl/lQ h'rnhlv cim 
L.UINM- rLJZ I /UU lib, uUllc ^V^LU»0<f3, I Uglily all 1 1 


A A CPQ 


1589 


2005 


INlvi_UU I l HO 




u 


I 


Cdipdin \nvii) large ouuunii ^or\r rt£j t iiir\.ivr\ 




4 


336 


I\lVl_UU44yZ 


Wc 7ft^R9 

ns. /ooo^ 


n 
u 


9 


ycllcidl lldribCi ipillJI I IdCLUI IIM, ^ \ liMJ oUOU 


AAA r\c\ 

n iuy 


732 


1077 


i>jivi_uo4you 


We 7R^Rfl 

ns. / OoOo 


I .uuc-io I 


o 


capping prciein ^acun Tiiameny muscie ^-im 




1589 


1995 


IN IVl_U UZ*tDZ 


We 7ft^Q1 


u 


•2 

o 


niyAUviiucj iiiiiiut2ii£d/ icdisianoc i, Muiiiuiuy u 


39po 


8481 


8730 


Y UUZoO 


We 7017*3 
ns. / 04 / 0 


1 nnp 1 h i 

1 .UUfc-1 1 1 


1 

1 


tnsuiinB-iiKfc growin Tacior n receptor /cas 




4B7 


3719 


mm nn^9QH 
i\ivi — uuzzyo 


We 7fi^flfi 

ns. /oouo 


u 


oo 


lympnocyie cyiosotic protein i ^L-piasunj \l. 




611 


1747 


kiwi nnAftftO 


We 7Rf^n7 

ns. /oouf 


u 


c 

o 




37A6 


920 


1524 


U77396 


Hs.76507 


1.00E-162 


2 


LPS-lnduced TNF-Alpha Factor (UTAF) mRNA, co 


71E9 


759 


3362 


D00099 


Hs.76549 


0 


4 


mRNA for Na.K-ATPase alpha-subunit, complete 


73F5 


951 


1277 


AK001361 


Hs.76556 


1.00E-168 


1 


FLJ10499 fis, clone NT2RP2000346, weakly 


48H6 


1097 


1603 


NM_014330 


Hs.76556 


0 


2 


growth arrest and DNA-damage-inducible 34 (G 


160C8 


74 


181 


BE730376 


Hs.76572 


2.00E-40 


1 


601563816F1 5' end /clone=JMAGE:3833690 


589D11 


86 


455 


NMJ301697 


Hs.76572 


0 


2 


ATP synthase, H+ transporting, mitochondrial 


38B1 


227 


886 


NM_0 14059 


Hs.76640 


0 


9 


RGC32 protein (RGC32). mRNA /cds=(1 46,499) /g 


174B12 


3024 


4628 


D80005 


Hs.76666 


1.00E-136 


4 


mRNA for KIAA0183 gene, partial cds /cds=(0,3190) 
/gb 


37A11 


1788 


3255 


AF070673 


Hs.76691 


0 


5 


stan n in mRNA, complete cds /cds=( 175,441) /gb 


58H11 


1706 


2088 


AL1 36807 


Hs.76698 


0 


2 


mRNA; cDNA DKFZp434L1621 (from clone 
















DKFZp434L 


477F9 


6930 


7298 


AB002299 


Hs.76730 


0 


2 


mRNA for KIAA0301 gene, partial cds /cds=(0,6144) 
/gb 


40G7 


293 


819 


NMJ)00118 


HS./6753 


0 


1 


endoglin (Osler-Rendu-Weber syndrome 1) (EN 


75C11 


10 


1113 


J00194 


Hs.76807 


0 


5 


human hla-dr antigen alpha-chain mrna & ivs 


















QQP/1 

yyrn 


10 


969 


inivi u iy f i i 


He 7RR07 


n 
u 


ct 

o 


iiidjui i iiaLuuun i[Jduuii]iy uoinpitJA, uiooo 11, 




1870 


2511 


ML i jjuyo 


Me 7R'A<VA 


U 




cutNM L/r\r£.pHv>*Tr>i i / zo ^ironi nunc ur\rt.p t *«J 4 TiN 


cnnpn 


41 


346 




We 7AQ1'* 

ns. foy i o 






proiaabDiitc; \{jiui>ums, rnacrupaf[i^ suduhil, dip 


155C2 


508 


870 


X61970 


Hs.76913 


0 


! 


for macropain subunit zeta /cds=(21,746) /g 


70C5 


3398 


3754 


AF002Q20 


Hs.76918 


0 


1 


Niemann-Pick C disease protein (NPC1) mRNA, co 


57A11 


2173 


2764 


NIvM)00271 


Hs.76918 


0 




Niemann-Pick disease, type C1 (NPC1), mRNA/cd 


158C9 


314 


1233 


NMJ)01679 


Hs.76941 


0 


3 


ATPase, Na+/K+ transporting, beta 3 polypeptid 


520E1 


4175 


4502 


NM_014757 


Hs.76985 


1.00E-158 


1 


mastermind (Drosophila), homolog of (MAML1), 


587D8 


22 


869 


NM_001006 


Hs.77039 


0 


5 


ribosomal protein S3A (RPS3A), mRNA /cds=(36,8 


481 F2 


440 


1488 


NMJ301731 


Hs.77054 


0 


3 


B-cell translocation gene 1, anti-proliferati 


53G11 


340 


1490 


X61123 


Hs. 77054 


0 


3 


BTG1 mRNA /cds=(308,823) /gb=X61 123 /gi=29508 


521 A6 


147 


1325 


D55716 


Hs.77152 


0 


2 


/ug=Hs 

mRNA for P1cdc47, complete cds /cds=(1 16,2275) 



/gb=D 
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37H9 


2109 


2530 


X07109 


Hs.77202 


0 


1 


protein kinase C (PKC) type /cds=(1 36,21 57) / 


167H5 


3915 


4508 


NM.006437 


Hs.77225 


0 


1 


ADP-ribosyltransferase (NAD+; poly (ADP-ribo 


139G5 


2183 


2389 


U61145 


Hs.77256 


1.00E-111 


1 


enhancer of zeste homolog 2 (EZH2) mRNA, complete 
cds 


109H2 


2502 


2893 


D38549 


Hs.77257 


0 


1 


KIAA0068 gene, partial cds /cds=(0,3816) /gb 


184B7 


619 


1111 


L25080 


Hs.77273 


0 


1 


GTP-binding protein (rhoA) mRNA, complete cds 


587H1 


614 


1371 


NMJJ01664 


Hs.77273 


0 


9 


ras homolog gene family, member A (ARHA), mRNA 


99G10 


1387 


2219 


NM_002658 


Hs.77274 


0 


1 


plasminogen activator, urokinase (PLAU), mRN 


143C12 


2403 


2905 


AL049332 


Hs.77311 


0 


2 


cDNA DKFZp5S4L176 (from clone DKFZp564L1 


519B11 


5248 


5555 


NMJD00430 


Hs.77318 


1.00E-160 


1 


platelet-activating factor acetylhydrolase, 


52F10 


3249 


3459 


AF095901 


Hs.77324 


1.00E-114 


2 


eRF1 gene, complete cds /cds=(1 36,1 449) /gb=A 


494G1 


3255 


3453 


NMJXJ4730 


Hs.77324 


1.00E-109 


2 


eukaryotic translation termination factor 1 


517E4 


' 305 


973 


NM.014754 


Hs.77329 


0 


2 


phosphatidylserine synthase 1 (PTDSS1), mRNA 


72F9 


1934 


4605 


AF 187320 


Hs.77356 


0 


10 


transferrin receptor (TFRC) gene, complete cd 


46D6 


241 


4902 


NMJ303234 


Hs.77356 


0 


2 


transferrin receptor (p90, CD71) (TFRC), mRNA 


113A12 


1028 


1290 


NM_024033 


Hs.77365 


1.00E-145 


1 


hypothetical protein MGC5242 (MGC5242), mRNA 


173A7 


1142 


1649 


AK026164 


Hs 77385 


o 


2 


cDNA* FLJ2251 1 fis done HRC1 1337 hiahlvsim 


189E7 


466 


793 


NM_002004 


Hs.77393 


0 


1 


farnesyl diphosphate synthase (farnesyl pyro 


479B1 


306 


482 


N1W 000566 


Hs.77424 


8.00E-55 


1 


Fc fragment of lgG, high affinity la, receptor 


41E12 


351 


898 


X14356 


Hs.77424 


0 


1 


high affinity Fc receptor (FcRI) /cds=(36,115 


122D3 


562 


855 


NM.002664 


Hs.77436 


1.00E-145 


1 


pleckstrin (PLEK), mRNA/cds^O.H^) /gb=N 


59C11 


1 


2745 


X07743 


Hs.77436 


0 


5 


pleckstrin (P47) /cds={60,1112) /gb=X07743 


590B1 


5185 


5274 


NMJ)01379 


Hs.77462 


1.00E-44 


1 


DNA {cytosine-5-)-methy (transferase 1 (DNMT1 


522D1 


572 


956 


NM_001929 


Hs.77494 


0 


1 


deoxyguanosine kinase (DGUOK), mRNA /cds=(11, 


1 uy t > z 




OA7A 
*£4/4 


UO f OtJ4 


ns. t ( 4»0 


a nncr lei 


c 
O 


Tor r\iAMU^42, protein, partial cos /cos-^u, 


148E2 


61 


271 


BE737246 


Hs.77496 


1.00E-81 


1 


601305556F1 5' end /clone=lMAGE:3640165 


586D4 


1887 


2352 


NMJ303363 


Hs. 77500 


0 


1 


ubiquitin specific protease 4 {proto-oncogene 


57E8 


29 


2808 


BC001854 


Hs.77502 


0 


30 


methionine adenosyltransf erase II, alpha, c 


70H9 


87 


1283 


X68836 


Hs.77502 


0 


14 


S-adenosylrnethlonine synthetase /cds=( 


69B2 


778 


3033 


M20867 


Hs.77508 


0 


2 


glutamate dehydrogenase (GDH) mRNA, complete 
















cds /cd 


513F9 


2694 


2929 


NMJ305271 


HSJ7508 


1.Q0E-1O5 


1 


glutamate dehydrogenase 1 (GLUD1), mRNA/cds= 


75A3 


190 


701 


X62744 


Hs.77522 


0 


1 


RING6 mRNA for HLA class II alpha product 
















/cds=(45,830 


105E10 


72 . 


597 


BE673364 


Hs.77542 


0 


3 


7d34a03.x1 cDNA, 3* end /cfone=IIVlAGE:3249100 


124B2 


85 


683 


BF508702 


Hs.77542 


0 


8 


UI-H-BI4-aop-g-05-0-Ul.s1 cDNA, 3* end/clon 


524C9 


829 


1233 


AK021563 


Hs.77558 


0 


3 


cDNA FU11501 fls, clone HEMBA1002100 /cds=UNK 


523B1 2 


7580 


81 53 


NM_004552 


Hs.77578 


0 


2 


ubiquitin specific protease 9. X chromosome (D 


166F3 


169 


340 


AL021546 


Hs.77608 


7.00E-63 


1 


DNA sequence from BAC 15E1 on chromosome 12. 
















Contains 


195A11 


164 


451 


NMJ303769 


Hs.77608 


1.00E-162 


1 


splicing factor, arginine/serine-rich 9 (SF 


595E1 


618 


1451 


AF056322 


Hs.77617 


0 


7 


SP100-HMG nuclear autoantigen (SP100) mRNA, c 


115A6 


2954 


3541 


AL1 37938 


Hs.77646 


0 


2 


mRNA; cDNA DKFZp761 M0223 (from clone 
















DKFZp761M 


592H6 


261 


951 


NMJ314752 


Hs.77665 


0 


3 


KIAA0102 gene product (KIAA0102), mRNA/cds=( 


461 F3 


4657 


4980 


NM_014749 


HsJ7724 


1.00E-174 


1 


KIAA0586 gene product (KIAA0586), mRNA /cds=( 


98C8 


27 


1951 


NM__002543 


Hs.77729 


0 


4 


oxidised low density lipoprotein (lectin-like 


598A12 


101 


1396 


NM_006759 


Hs.77837 


0 


4 


UDP-glucose pyrophosphorylase 2 <UGP2), mRNA 


594H8 


1 


872 


NMJ306802 


Hs.77897 


1.00E-144 


2 


splicing factor 3a, subunit 3, 60kD (SF3A3), mR 


171E4 


1140 


1394 


X81789 


Hs. 77897 


1.00E-110 


1 


for splicing factor SF3a60 /cds={565,2070) 


500F1 


2185 


2496 


AK025736 


Hs.77910 


1.00E-160 


1 


cDNA: FLJ22083 fis, clone HEP14459, highly sim 


525B10 


1696 


2050 


NMJ)00122 


Hs.77929 


0 


1 


excision repair cross-complementing rodent r 


53E1 


877 


1539 


AK026595 


Hs.77961 


0 


7 


FLJ22942 fls, clone KAT08170, highly sim 


521C6 


631 


1089 


NM_005514 


Hs.77961 


1.00E-115 


4 


major histocompatibility complex, class I, B 


588C3 


300 


653 


NM_004792 


Hs.77965 


0 


1 


Clk-associafa'ng RS-cyclophilin (CYP), mRNA 
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523C6 


277 


582 


NMJD01912 


Hs.78056 


1.00E-143 


1 


cathepsin L (CTSL), mRNA /cds=(288,1289) /gb= 










no. / ouuo 


n 
u 


'X 

o 


nrrur^ilhpnsin L fmaior ^yereted Droiein MEP^ 

yJi U'LvCIU ICJJJOII I 1— ^| i lalvi wAUl CICU yjivk^in tvii_i J 


463E5 


129 


552 


NMJJ05969 


Hs.78103 


0 


1 


nucleosome assembly protein 1-like 4 (NAP1L4) 


166H3 


540 


895 


U77456 


Hs.78103 


0 


1 


nucleosome assembly protein 2 mRNA, complete cds 
fed 


40B10 


2433 


2543 


M28526 


Hs.78146 


5.00E-29 


1 


platelet endothelial eel! adhesion molecule (PECAM-1 


114E5 


1671 


2029 


NM_000442 


Hs.78146 


1.00E-162 


1 


platelet/endothelial cell adhesion molecule 


513D11 


28 


1399 


NMJ000700 


Hs.78225 


0 


5 


armexin A1 (ANXA1), mRNA /cds=(74,11 14) /gb=N 


331 B3 


219 


1370 


X05908 


Hs. 78225 


0 


3 


lipocortin /cds=(74,1 1 14) /gb=X05908 /gi=34 


56A12 


1383 


2379 


X94232 


Hs.78335 


0 


4 


novel T-cefl activation protein /cds=(14 


465H1 


386 


904 


NM_002812 


Hs.78466 


0 


2 


proteasome (prosome, macropain) 26S subunit, 


108H7 


2067 


2486 


L42572 


Hs.78504 


0 


1 


p87/89 gene, complete cds /cds=(92,2368) /gb= 


187E9 


729 


1494 


NWL005839 


Hs.78504 


0 


2 


inner membrane protein, mitochondrial (mitofi 


102F2 


672 


2947 


L14561 


Hs.78546 


0 


2 


plasma membrane calcium ATPase isoform 1 (ATP 


591H12 


42 


1949 


NM_004D34 


Hs.78637 


0 


3 


annexin A7 (ANXA7), transcript variant 2, mRN 


595H3 


2775 


3030 


NMJD03470 


HS.78683 


3.00E-96 


1 


ubiquitin specific protease 7 {herpes virus-as 


62F5 


2775 


3938 


272499 


Hs.78683 


0 


2 


herpesvirus associated ubiquitin-speci 


46G4 


2632 


3238 


NMJ)03580 


Hs.78687 


0 


1 


neutral sphingomyelinase (N-SMase) activatio 


513A11 


342 


1258 


NMJ)02635 


Hs.78713 


0 


10 


solute carrier family 25 (mitochondrial cam 


A70AA 


oUlo 




Kill « fY?AOQft 


ns./o/oo 




A 
\ 


rndiignani ecu expression-^nnanocu ytjnc/iuinu 


177A3 


377 


1186 


AL049589 


Hs.78771 


0 


3 


DNA sequence from clone 570L12 on chromosome 


















71 E6 


303 


1767 


NMJJ00291 


Hs.78771 


0 


12 


phosphoglycerate kinase 1 (PGK1), mRNA/cds=( 


181D8 


2104 


3677 


NMJD18834 


Hs.78825 


0 


4 


matnn 3 (MATR3), mRNA /cds=(254,2800) /gb=NM 


126G6 


2498 


2959 


AL162049 


Hs.78829 


0 


1 


mRNA; cDNA DKFZp762E1712 (from clone 
















DKFZp762E 


41C3 


1743 


2340 


M31932 


Hs.78864 


0 


2 


IgG low affinity Fc fragment receptor (FcRlla) mRNA, 
c 


166D11 


1696 


2156 


M31601 


Hs.78869 


0 


1 


transcription elongation factor (SI I) mRNA, complete 


517B3 


565 


1392 


D42039 


Hs.78871 


0 


3 


mRNA for KIAA0081 gene, partial cds /cds=(0,702) 
/gb- 


1B0G11 


59 


517 


NMJJ20548 


Hs.78888 


0 


1 


diazepam binding inhibitor (GABA receptor mod 


99B7 


2356 


3329 


1)07802 


Hs.78909 


0 


45 


Tis11d gene, complete cds /cds=(291 ,1739) 
















/gb=U07802 


54C4 


557 


1101 


U13045 


Hs.78915 


0 


1 


nuclear respiratory factor-2 subunit beta 1 mRNA, com 


44A5 


634 


1128 


U29607 


Hs.78935 


0 


2 


methionine aminopeptidase mRNA, complete cds 
















/COS— \Z 


63A2 


964 


1050 


X92106 


Hs.78943 


7.00E-31 


1 


bleomycin hydrolase /cds-(78,1445) /gb 


163G9 


228 


877 


L13463 


HS.78944 


0 


3 


helix-loop-heiix basic phosphoprotein (G0S8) mRNA, 


119H6 


472 


877 


NMJ)02923 


Hs.78944 


0 


1 


regulator of G-protein signalling 2, 24kD (RG 


166E2 


5629 


5764 


U51903 


Hs.78993 


2.00E-69 


1 


RasGAP-related protein (IQGAP2) mRNA, complete 
cds 


40F9 


66 


603 


M15796 


Hs.78996 


0 


1 


cyclin protein gene, complete cds /cds=(1 18,903) /gb 


593E5 


156 


854 


NMJH2245 


Hs.79008 


0 


5 


SKI-INTERACTING PROTEIN (SNW1), mRNA 














/cds=(2 


485B7 


276 


599 


AF063591 


Hs.79015 


1.00E-136 


1 


brain my033 protein mRNA, complete cds /cds=(5 


61 B4 


125 


732 


X05323 


Hs.79015 


0 


2 


MRC OX-2 gene signal sequence /cds=(0,824) 
















/gb=X05323 


71C8 


330 


1958 


NM_005261 


Hs.79022 


0 


24 


GTP-binding protein overexpressed in skeletal 


75G8 


330 


1957 


U10550 


Hs.79022 


0 


63 


Gem GTPase (gem) mRNA, complete cds 
















/cds=(213,1103)/ 


584G1 


4424 


5153 


AF226044 


Hs.79025 


0 


2 


HSNFRK (HSNFRK) mRNA, complete cds 
















/cds=(641,2 


117C5 


358 


933 


NMJ)12413 


Hs.79033 


0 


1 


glutaminyl-peptide cyclotransferase (glutam 


72B2 


910 


2015 


AJ250915 


Hs.79037 


0 


9 


p10 gene for chaperonin 10 (Hsp1 0 protein) and 


71G11 


880 


1981 


NMJ)02156 


Hs.79037 


0 


5 


heat shock 60kD protein 1 (chaperonin) (HSPD1) 
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193H12 


1859 


2474 


NM__003243 


Hs.79059 


0 


5 


transforming growth factor, beta receptor II! 


460B4 


846 


1325 


NMJJ01930 


Hs.79064 


0 


1 


deoxyhypusine synthase (DHPS), transcript va 


75C4 


1166 


2087 


K02276 


Hs.79070 


0 


85 


(Daudl) translocated t(8;14) c-myc oncogene mRNA, 

CO 


71G10 


1274 


2121 


NM_0024S7 


Hs.79070 


0 


12 


v-myc avian myelocytomatosis viral oncogene h 


183D3 


385 


741 


NM.002710 


Hs.79081 


0 


1 


protein phosphatase 1 , catalytic subunit, gam 


•1 ~7n A A o 

\ t UAlz 


/41 




Al 4UUO 


ns./ yuo i 




I 




121D9 


2920 


3385 


NM_006378 


Hs.79089 


0 


1 


sema domain, immunoglobulin domain (Ig), tran 


40C12 


2933 


4108 


U60800 


Hs.79089 


0 


4 


semaphorin (CD100) mRNA, complete cds 
















;cds={87,2675) 


104E1 


1708 


1932 




HS.79107 


1.Q0b-1D1 


1 


Ubaids binding protein (uoori ) mKNA, complete cos 

;cd 


70B2 


913 


2497 


AKO00221 


Hs.79110 


0 


9 


FU20214 fis, clone COLF2014, highly simi 


123B12 


1929 


2644 


D42043 


Hs.79123 


0 


3 


mRNA for KIAA0084 gene, partial cds /cds=(0,1946) 
/gb 


193G7 


802 


1425 


NM_004379 


Hs.79194 


0 


2 


cAMP responsive element binding protein 1 (CR 


/ DUO 


i DO 


c. \ 05? 




He 7Q1Q7 


n 

V 


16 




74H2 


98 


1357 


NMJ)01154 


Hs.79274 


0 


2 


annexin A5 (ANXA5), mRNA /cds=(1 92,1 154) /gb= 


519G7 


5358 


5496 


D86985 


Hs.79276 


2.00E-69 


1 


mRNA for KIAA0232 protein, partial cds /cds=(0, 


462C2 


1477 


2031 


NM_003Q06 


Hs.79283 


D 


1 


selectin P iigand (SELPLG), mRNA /cds=(59,1 267 


65C6 


23 


1609 


M15353 


Hs.79306 


0 


6 


cap-binding protein mRNA, complete cds /cds=(1 


54H8 


326 


1610 


NM__001968 


Hs.79306 


0 


3 


eukaryotic translation initiation factor 4E 


52C3 


1333 


1904 


X64318 


Hs.79334 


0 


1 


E4BP4 gene /cds=<213,1601) /gb=X5431 8 /gi=30955 


39F7 


1179 


1740 


AF1 09733 


Hs.79335 


0 


1 


SWI/SNF-related, matrix-associated, actin-d 


194A7 


1512 


1803 


NM_003076 


Hs.79335 


1.00E-118 


1 


SWI/SNF related, matrix associated, actin dep 


4S3E12 


4326 


4831 


NM_015148 


Hs.79337 


0 


1 


KIAA0135 protein (KIAA0135), mRNA /cds=(1803, 


525B5 


1420 


1867 


NM„002958 


Hs.79350 


0 


2 


RYK receptor-like tyrosine kinase (RYK), mRNA 


450F3 


1755 


2242 


NM_006285 


Hs.79353 


0 


2 


testis-specific kinase 1 (TESK1), mRNA/cds==( 


98B11 


2076 


4834 


X76061 


Hs.79352 


0 


11 


H.sapiens p130 mRNA for 130K protein 
















/cds=(69,3488) /gh=X76 


45F3 


2286 


2566 


NM_001423 


Hs.79368 


0 


1 


epithelial membrane protein 1 (EMP1), mRNA led 


50C10 


2016 


2556 


Y07909 


Hs.79358 


0 


2 


Progression Associated Protein /cds=(21 


118E3 


549 


1078 


NMJ312198 


Hs.79381 


0 


1 


grancalcin (GCL), mRNA /cds=(1 19,772} /gb=NM_ 


181F4 


657 


1271 


NM_002805 


Hs.79337 


0 


2 


proteasome (prosome, macropain) 26S subunit, 


105H3 


1114 


1538 


D83018 


Hs.79389 


0 


1 


for nel-related protein 2 7 complete cds / 


173B2 


429 


3009 


NM_006159 


Hs.79389 


0 


5 


ne! (chicken)-like 2 (NELL2), mRNA /cds=(96,25 


177B3 


662 


991 


ACQ04382 


Hs.79402 


0 


1 


Chromosome 16 BAG clone CtT9o7ot\-A-l5Zcio feels 


590H3 


663 


1002 


NMJ302694 


Hs.79402 


0 


1 


polymerase (RNA) II (DNA directed) polypeptide 


523B7 


223 


582 


NM_002946 


Hs.79411 


0 


1 


replication protein A2 (32kD) (RPA2), mRNA /c 


4 ft 


472 




i mom a 


HS.7bb^o 


I.LMJfc-1^1 




Au-ricn element Ki>JA-Dinaing protein AUri mKNM, 
















comple 


479F3 


100 


301 


NM_001783 


Hs.79630 


2.00E-86 


1 


CD79A antigen (immunoglobulin-associated al 


40H9 


582 


1107 


U05259 


Hs.79630 


0 


1 


W1B-1 gene, complete cds /cds=(36J16)/gb=U05259 


116A2 


1003 


1363 


NMJ306224 


Hs.79709 


1.00E-176 


1 


/gi 

phosphotidylinositol transfer protein (PITPN 


74G8 


252 


1297 


D21853 


Hs.79768 


0 


5 


KIAA01 1 1 gene, complete cds /cds=(214 t 1449) 


525G2 


830 


1297 


NM_014740 


Hs.79768 


0 


2 


KIAA01 1 1 gene product (KIAA01 11), mRNA /cds=( 


125G3 


2757 


3339 


AF072928 


Hs.79877 


0 


1 


myotubularin related protein 6 mRNA, partial c 


184A2 


532 


1102 


AF135162' 


Hs.79933 


0 


1 


cyclin I (CYC1) mRNA, complete cds/cds=(199,13 


514C6 


329 


1256 


NM_006835 


Hs.79933 


0 


6 


cyclin I (CCNI), mRNA/cds=(0,1133) /gb=NM_O0S 


116G5 


824 


1058 


NM_006875 


Hs.80205 


1.00E-121 


1 


pim-2 oncogene (PIM2) ; mRNA /cds=(1 85,1 1 89) / 


106C11 


1700 


1995 


U77735 


Hs.80205 


1.00E-125 


1 


pim-2 protooncogene homolog pim-2h mRNA, 
















complete cd 


110E3 


276 


653 


AL136139 


Hs.80261 


0 


1 


DNA sequence from clone RP4-761 12 on chromosome 
6 Con 


478D1 


1057 


2761 


NMJD06403 


Hs.80261 


2.00E-70 


2 


enhancer of fomentation 1 (cas-like docking; 
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178C8 


880 


1226 


AL050192 


Hs.80285 


0 


1 


mRNA; cDNA DKFZp536C1 723 (from clone 
















DKFZp586C 


494F11 


477 


5535 


NM_014739 


Hs.80338 


0 


8 


K1AA0164 gene product (KIAA0164), mRNA/cds=( 


190A1 


1165 


1540 


NM_004156 


HS.80350 


1.00E-166 


2 


protein phosphatase 2 (formerly 2 A), catalytic 


461A1 


4639 


4913 


NM.004653 


Hs.80358 


1.00E-140 


1 


SMC (mouse) homolog, Y chromosome (SMCY), 
















mRNA 


158A8 


2656 


3229 


L24498 


Hs.80409 


0 


1 


gadd45 gene, complete cds /cds=(2327,2824) 
















/gb=L2449 


41 E6 


2385 


2992 


U84487 


Hs.80420 


0 


2 


CX3C chemokine precursor, mRNA, alternatively 
















splice 


40H4 


2830 


3505 


NMJ)00129 


Hs.80424 


0 


1 


coagulation factor XIII, A1 polypeptide (F13A 


464D3 


214 


835 


NM_004899 


Hs.80426 


0 


2 


brain and reproductive organ-expressed (TNFR 


75H8 


1180 


4930 


U 12767 


Hs.80561 


0 


60 


mitogen induced nuclear orphan receptor (MINOR) 
















mRNA 


593E10 


1 


510 


NM_004552 


Hs.80595 


1.00E-158 


5 


NADH dehydrogenase (ubiquinone) Fe-S protein 


113C5 


1182 


1583 


NM_003336 


Hs.80612 


0 


1 


ublqultin-conjugating enzyme E2A (RAD6 homol 


515B7 


268 


533 . 


NM 001020 


Hs.80617 


2.00E-91 


3 


ribosomal protein S16 (RPS16), mRNA /cds=(37,4 


477F12 


460 


606 


NM_018996 


Hs.80618 


1.00E-47 


1 


hypothetical protein (FLJ20015), mRNA/cds=( 


41A8 


1331 


1788 


L78440 


Hs. 80642 


0 


1 


STAT4 mRNA, complete cds /cds=(81,2327) /gb=L 


594C1 


1594 


2586 


NMJ)03151 


Hs.80642 


0 


4 


signal transducer and activator of transcripti 


112C8 


1802 


1932 


NMJ)02198 


Hs.80645 


2.00E-35 


1 


interferon regulatory factor 1 (IRF1), mRNA / 


522H8 


1130 


1533 


NM_003355 


Hs.80658 


1.00E-135 


4 


uncoupling protein 2 (mitochondrial, proton c 


123E4 


259 


757 


NMJD02129 


Hs.80684 


0 


4 


high-mobility group (nonhistone chromosomal) 


109H1 


263 


754 


X62534 


Hs.80684 


0 


1 


HMG-2 mRNA /cds=(2 14,843) /gb=X62534 /gi=32332 


149G9 


1020 


1607 


J05032 


Hs.80758 


0 


2 


aspartyl-tRNA synthetase atpha-2 subunit mRNA, 
















compl 


461 F1 2 


1702 


2246 


AL031600 


Hs.80768 


0 


1 


DNA sequence from clone 390E6 on chromosome 16. 
















Contai 


102B2 


1486 


2008 


M16038 


Hs.80887 


0 


1 


lyn mRNA encoding a tyrosine kinase /cds=(297 r 1835) 
/ 


125B11 


1260 


2013 


NMJJ02350 


Hs.80887 


0 


5 


v-yes-1 Yamaguchi sarcoma viral related oncog 


37C9 


2901 


5260 


D79990 


Hs.80905 


0 


8 


KIAA0168 gene, complete cds /cds=(196,1176) 












f\ 
u 


Q 

y 


rcas association ^r\aioL/o//\r-D^ aomain lamny £. 


584H1 


4072 


4296 


NMJXJ2693 


Hs.80961 


3.00E-91 


1 


polymerase (DNA directed), gamma (POLG), nucl 


584F9 


31 


568 


AF1 74605 


Hs.81001 


0 


5 


F-box protein Fbx25 (FBX25) mRNA, partial cds 


102D11 


1037 


1632 


J03459 


Hs.81118 


0 


1 


leukotriene A-4 hydrolase mRNA, complete cds 
















/cds=(68 


193F8 


1037 


1643 


NMJ300895 


Hs.81118 


0 


2 


leukotriene A4 hydrolase (LTA4H), mRNA/cds=( 


118H7 


354 


.1148 


U65590 


Hs.81134 


0 


5 


IL-1 receptor antagonist IL-1Ra (IL-1 RN) gene 


41H1 


2549 


2936 


X60992 


Hs.81226 


0 


1 


CD6 mRNA for T cell glycoprotein CD6 /cds=(120,152 


171B9 


2070 


2479 


AF248648 


Hs.81248 


0 


1 


RNA-binding protein BRUNOL2 (BRUNOL2) mRNA, c 


590A6 


291 


512 


NMJ)02961 


Hs.81256 


3.00E-65 


1 


S100 calcium-binding protein A4 (calcium prot 


73H2 


389 


1481 


M69043 


Hs.81328 


0 


14 


MAD-3 mRNA encoding I kB-like activity, complet 


513G1 


637 


1481 


NMJ320529 


Hs.81328 


0 


13 


nuclear factor of kappa light polypeptide gene 


488F2 


1065 


1417 


NMJ)04499 


Hs.81361 


1.00E-180 


4 


heterogeneous nuclear ribonucleoprotein A/B 


151C8 


1260 


1423 


U76713 


Hs.81361 


1.00E-61 


1 


apobec-1 binding protein 1 mRNA, complete cds 


















593B9 


41 


954 


NMJ301688 


Hs.81634 


0 


3 


ATP synthase, H+ transporting, mitochondrial 


104H12 


. 352 


912 


X60221 


Hs.81634 


0 


1 


H+-ATP synthase subunit b /cds=(32,802) 


141G8 


1132 


1642 


AK001883 


Hs.81648 


□ 


1 


FLJ11021 fis, clone PLACE1003704, weakly 


41A1 


4214 


4395 


X06182 


Hs.81665 


5.00E-67 


1 


c-kit proto-oncogene mRNA /cds=(21 ,2951 ) 
















/gb=XD6182 


102F5 


3037 


3646 


D38551 


Hs.81848 


0 


1 


KIAA0078 gene, complete cds /cds=(1 84,2079) 


111E11 


1375 


1752 


NM_006265 


Hs.81848 


0 


1 


RAD21 (S. pombe) homolog (RAD21), mRNA/cds=(1 


592F8 


38 


720 


NM_014736 


Hs.81892 


0 


1 


KIAA0101 gene product (KIAA0101), mRNA /cds=( 
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194F1 


6886 


7115 


AF241785 


Hs.81897 


1.00E-117 


1 


NPD012 (NPD012) mRNA, complete cds /cds=(552,2 


525C6 


1 


615 


NMJ)05563 


Hs.81915 


0 


4 


leukemia-associated phosphoprotein p18 (sta 


101 D12 


3249 


3508 


D38555 


Hs.81964 


1.00E-143 


1 


KIAA0079 gene, complete cds /cds=(1 14,3491) 


176D11 


2996 


3168 


NM_0O4922 


Hs.81964 


9.00E-94 


2 


SEC24 (S. cerevisiae} related gene family, mem 


129B7 


5068 


5759 


D50683 


Hs.82028 


0 


4 


for TGF-betaliR alpha, complete cds /cds= 


195H6 


946 


1208 


NM_Q06023 


Hs.82043 


6.00E-74 


1 


D123 gene product (D123), mRNA /cds=(280,1290) 


481 D9 


2709 


3085 


NMJX)2184 


Hs.82065 


1.00E-134 


1 


interleukin 6 signal transducer (gp130, oncos 






I OUZ 


IVJ l*+UO«5 


nS.oZUoO 


u 


i 


Dcia-rnig rating plasminogen acuvaior mnioitor i mK 


57G9 


500 


1561 


AF220656 


Hs.82101 


1.0QE-145 


3 


apoptosis-associated nuclear protein PHLDA1 


40C11 


3748 


4497 


M27492 


Hs.82112 


0 


1 


interleukin 1 receptor mRNA, complete cds 
















/cds=(82,17 


481 B6 


'3164 


3609 


NMJX)0877 


Hs.82112 


0 


1 


interleukin 1 receptor, type I (IL1 R1 ), mRNA / 


40H6 


161 


557 


AB049113 


Hs.82113 


0 


1 


DUT mRNA for dUTP pyrophosphatase, complete cd 


592B7 


184 


568 


NM_001948 


Hs.82113 


1.00E-111 


2 


dUTP pyrophosphatase (DUT), mRNA /cds=(29,523 


114F1 


465 


720 


U70451 


Hs.82116 


1.00E-135 


1 


myleoid differentiation primary response protein My 


71 H5 


194 


3415 


NMJJQS186 


Hs.82120 


0 


36 


nuclear receptor subfamily 4, group A, member 


75C1 


1264 


3422 


X75918 


Hs.82120 


0 


84 


NOT /cds=(317,21 1 3) /gb=X75918 /gi=41 58 


40D1 


1621 


2080 


M90391 


Hs.82127 


0 


1 


putative IL-16 protein precursor, mRNA : comple 


71 C4 


678 


5065 


NM_002460 


Hs.82132 


0 


88 


interferon regulatory factor 4 (IRF4), mRNA / 


75G12 


3219 


5316 


U52682 


Hs.82132 


0 


27 


lymphocyte specific interferon regulatory factor/in 


193G6 


1118 


2682 


NMJ30S874 


Hs.82143 


1.00E-178 


3 


E74-like factor 2 (ets domain transcription fa 


147F6 


1484 


1951 


AK025643 


Hs.82148 


0 


1 


FU21990 lis, clone HEP06386 /cds=(22,49 


155E4 


853 


1264 


M64992 


Hs.82159 


0 


1 


prosomal protein P30-33K (pros-30) mRNA, complete 
cd 


595F1 


30 


614 


NM_002786 


Hs.82159 


0 


3 


proteasome (prosome, macropaln) subunit, alp 


58A4 


473 


1715 


NM_005655 


Hs.82173 


0 


3 


TGFB inducible early growth response (TIEG), m 


67E6 


784 


2109 


S81439 


Hs.82173 


0 


7 


EGR alpha=early growth response gene alpha 
















[human, prostate 


593H2 


132 


722 


NMJ)00985 


Hs.82202 


0 


2 


ribosomal protein L17 (RPL17), mRNA /cds=(138, 


40H5 


283 


1442 


M37033 


Hs.82212 


0 


12 


CD53 glycoprotein mRNA, complete cds 
















/cds=(93,752)/ 


592C4 


1 


1442 


NMJ)00560 


Hs.82212 


0 


11 


CD53 antigen (CD53), mRNA/cds=(93,752) /gb=N 


460D4 


1519 


1845 


NMJ)02510 


Hs.82226 


1.0QE-160 


1 


glycoprotein (transmembrane) nmb (GPNMB), mR 


61A8 


507 


736 


AF045229 


Hs 82280 


1 GOE-116 


1 




45F7 


418 


651 


NM_002925 


Hs.82280 


1.00E-119 


1 


regulator of G-protein signalling 10 (RGS10), 


49C2 


" 416 


1323 


NM_005417 


Hs.82316 


0 


7 


interferon-induced, hepatitis C-assoclated 


41C11 


847 


1716 


X63717 


Hs. 82359 


0 


2 


APO-1 cell surface antigen /cds=(220,122 




I D 


lOZ/ 


IMM_UU1 rol 


He ROAM 


u 


i\ 


CD59 antigen (p60, early T-cell activation ant 


75B10 


9 


1627 


Z22576 


Hs.82401 


0 


33 


CD69 gene /cds=(81,680) /gb=Z22576 /gi=397938 / 


117B7 


1441 


1515 


NM_022059 


Hs.82407 


7.00E-28 


1 


CXC chemokine ligand 16 (CXCL16), mRNA/cds=(4 


110D6 


1219 


1721 


AF006088 


Hs.82425 


0 


1 


Arp2/3 protein complex subunit p16-Arc (ARC 16) 


598F10 


39 


1497 


NMJJ05717 


Hs.82425 


0 


5 


actin related protein 2/3 complex, subunit 5 ( 


99A9 


621 


1214 


D26018 


Hs.82502 


0 


1 


mRNA for KIAA0039 gene, partial cds /cds=(0 t 1475> 


183F6 


222 


2235 


NMJ)01637 


Hs.82542 


0 


2 


/gb 

acyloxyacyl hydrolase (neutrophil) (AOAH), m 


459G4 


5196 


5801 


NMJ)03682 


Hs.82548 


0 


1 


MAP-kinase activating death domain (MADD), mR 


75A6 


301 


2231 


D85429 


Hs.82646 


0 


44 


heat shock protein 40, complete cds /c 


64A5 


300 


2008 


NM_005145 


Hs.82646 


0 


17 


heat shock 40kD protein 1 (HSPF1), mRNA /cds=(4 • 


50E5 


628 


2399 


AK025459 


Hs.82689 


0 


2 


FLJ21806 fis t clone HEP00829, highly sim 


115C6 


23 


589 


NMJ)05087 


Hs.82712 


0 


1 


fragile X mental retardation, autosomal homol 


105H10 


1017 


1429 


M61199 


Hs.82767 


0 


1 


cleavage signal 1 protein mRNA, complete cds 
















;cds=(97, 


461 A11 


204 


748 


NMJ)06296 


Hs.82771 


0 


1 


vaccinia related kinase 2 (VRK2), mRNA /cds=(1 
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39B4 


1049 


1203 


M25393 


Hs.82829 


8.00E-83 


1 


protein tyrosine phosphatase (PTPase) mRNA, 
















complete 


590F5 


123 


436 


NMJ)02828 


Hs.32829 


1.00E-17B 


1 


protein tyrosine phosphatase, non-receptor t 


517F10 


1038 


2618. 


AK025583 


Hs.82845 


0 


9 


cDNA: FU21930 fis, clone HEP04301, highly sim 


40B7 


972 


1933 


M25280 


Hs.82848 


0 


6 


lymph node homing receptor mRNA, complete cds 
















/cds=(11 


515B1 


1 


2322 


NMJ)0Q655 


Hs.82848 


0 


12 


sefectin L (lymphocyte adhesion molecule 1) ( 


587A10 


190 


685 


NM_001344 


Hs.82890 


0 


1 


defender against cell death 1 (DAD1), mRNA /cd 


113G9 


1 


2812 


AF208850 


Hs.82911 


0 


7 


BM-008 mRNA, complete cds /cds=(341 ,844) /gb= 


127H6 


1828 


2501 


NMJ03591 


Hs.82919 


0 


2 


culiin 2 (CUL2), mRNA /cds=(1 46,2383) /gb=NM_0 


477E3 


931 


1777 


NM_006416 


Hs.82921 


0 


2 


solute carrier family 35 (CMP-siaHc add tran 


184D2 


1355 


1773 


AL049795 


Hs.83004 


1.00E-164 


1 


DNA sequence from clone RP4-522L5 on 
















chromosome 1p34. 


41F10 


507 


774 ' 


D49950 


Hs.83077 


1.00E-150 


1 


for interferon-gamma inducing factor(IGl 


482E7 


499 


774 


NMJJ01562 


Hs.83077 


5.00E-97 


1 


interieukin 1 8 (irrterferon-gamma-inducing f 


515C6 


111 


1162 


L38935 


Hs.83086 


1.00E-107 


2 


GT21 2 mRNA /cds=UNKNOWN /gb=L38935 
















/gi=100884 


479D3 


1775 


2028 


NMJ>01760 


Hs.83173 


1.00E-122 


1 


cyclin D3 (CCND3), mRNA /cds={1 65, 1 043} /gb=N 


583H12 


945 


1655 


NM_012151 


Hs.83363 


o 


9 


coaaulation factor Vlll-associated fintronic 


47B3 


2140 


3625 


M58603 


Hs.83428 


o 


13 


nuclear factor kappa-B DNA binding subunit (NF- 
















kappa- 


58G1 


2538 


3625 


NM_003998 


Hs.83428 


0 


4 


nuclear factor of kappa light polypeptide gene 


477C6 


1628 


2131 


Z49995 


Hs.83465 


0 


1 


H.sapiens mRNA (non-coding; clone h2A) 
















/cds=UNKNOWN /gb=Z4 


587D10 


1576 


1900 


AF064839 


Hs.83530 


0 


2 


map 3p21; 3.15 cR from WI-9324 region, complete 


516B9 


1662 


3296 


X59405 


Hs.83532 


0 


4 


H.sapiens, gene for Membrane cofactor protein 
















/cds=UNKNOWN 


459A5 


120 


298 


NMJJ17459 


Hs.83551 


7.00E-42 


1 


microfibrillar-associated protein 2 (MFAP2), 


591 A1 2 


321 


1116 


NM_Q05731 


Hs.83583 


0 


17 


actin related protein 2/3 complex, subunit 2 ( 


102C1 


554 


1127 


AK025198 


Hs.83623 


0 


1 


FLJ21545fis, done COL06195 /cds=UNKNOW 


458C8 


1022 


1831 


NM_001619 


Hs.83636 


0 


1 


adrenergic, beta, receptor kinase 1 (ADRBK1), 


107G1 


303 


1008 


L20688 


Hs.83656 


0 


4 


GDP-dissociation inhibitor protein (Ly-GDI) mRNA, c 


597F8 


293 


1180 


NMJ)01175 


Hs.83656 


0 


55 


Rho GDP dissociation inhibitor (GDI) beta (AR 


591G5 


1 


216 


NM_003142 


Hs.83715 


1.00E-108 


3 


Sjogren syndrome antigen B (autoantigen La) ( 


184H9 


240 


392 


X69804 


Hs. 83715 


4.00E-77 


2 


for La/SS-B protein /cds=UNKNOWN /gb=X69604 


193C10 


1 


1605 


BC000957 


Hs.83724 


1.00E-154 


4 


Similar to hypothetical protein MNCb-2146, c 


40A2 


1101 


1294" 


U90904 


Hs.83724 


1.00E-72 


1 


clone 23773 mRNA sequence /cds=UNKNOWN 
















/gb=U90904 /g 


57H2 


191 


422 


NM_001627 


Hs.83758 


1.00E-126 


1 


CDC28 protein kinase 2 (CKS2), mRNA /cds=(95,33 


60E1O 


191 


422 


X54942 


Hs.83758 


1.00E-129 


1 


ckshs2 mRNA for Cks1 protein homologue /cds=(95,3 


164F5 


1896 


2293 


NM_016325 


Hs.83761 


0 


1 


zinc finger protein 274 (ZNF274), mRNA /cds=(4 




DO 0 


•i loft 


iNiv« — uuu/yi 


nS.oo/DO 


U 


A 
1 


amyaroTOiate reductase (uHFR), mRNA /cds=(47 


194F8 


1806 


2223 


NMJJ02199 


Hs.83795 


1.00E-161 


1 


interferon regulatory factor 2 (IRF2), mRNA / 


520D11 


180 


1229 


NM_000365 


Hs.83848 


0 


5 


triose phosphate isomerase 1 (TPM), mRNA /cds 


168B6 


530 


891 ' 


U47924 


Hs.83848 


0 


1 


chromosome 12p13 sequence /cds=(373,1122) 
















/gb=U4792 


331E11 


2591 


3485 


NM_000480 


Hs.83918 


0 


8 


adenosine monophosphate deaminase (isoform E 


458A11 


125 


409 


NM_000396 


Hs.83942 


1.00E-108 


1 


cathepsin K (pycnodysostosis) (CTSK), mRNA / 


185H2 


2501 


2690 


NM_000195 


Hs.83951 


3.00E-85 


1 


Hermansky-Pudiak syndrome (HPS), mRNA /cds=(2 


99D2 


977 


1191 


NM_019006 


Hs.83954 


1.00E-97 


1 


protein associated with PRK1 (AWP1), mRNA /cds 


167D5 


2275 


2755 


NMJJ00211 


Hs.83968 


0 


4 


integrin, beta 2 (antigen CD18 (p95), lymph ocyt 


524B2 


262 


575 


BF028896 


Hs.83992 


1.00E-155 


1 


601765270F1 cDNA, 5* end /clone= IMAGE; 3997576 


523B2 


688 


1065 


NM_015937 


Hs.84038 


0 


1 


CGI-06 protein (LOC51604), mRNA /cds=(6, 1 730) 


102F1 


951 


1416 


M63180 


Hs.84131 


0 


1 


threonyl-tRNA synthetase mRNA, complete cds 
















/cds=(13 


589D5 


863 


1700 


NMJJ06400 


Hs.84153 


0 


3 


dynactln 2 (p50) (DCTN2), mRNA /cds=(1 36, 1356) 



238 



WO 02/057414 



PCT/USO 1/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



1G8F6 


448 


704 


U70439 


Hs.84264 


1.00E-117 


1 


silver-stainable protein SSP29 mRNA, complete cds / 


146D6 


1022 


1253 


K01144 


Hs.84298 


6.00E-95 


2 


major histocompatibility class li antigen gamma chain 


188B10 


823 


1302 


NM.004355 


Hs.84298 


0 


1 


CD74 antigen (invariant polypeptide of major 


175D2 


1060 


1479 


M63488 


Hs.84318 


1.00E-158 


1 


replication protein A 70kDa subunit mRNA complete 
cds 


115F4 


2305 


2393 


NMJ302945 


Hs.84318 


2.00E-43 


1 


replication protein A1 (70kD) (RPA1), mRNA /cd 


595H4 


5400 


5649 


NMJ504239 


Hs.85092 


1.00E-131 


1 


thyroid hormone receptor interactor 1 1 (TRIP1 


106F1 


493 


1371 


NMJ317491 


Hs.85100 


0 


3 


WD repeat domain 1 (WDR1), transcript variant 1 


40C10 


438 


880 




Hs 85112 


o 


1 


IRP-I mRKIA frtr inciilin lilro nrnuuth faninr 1 /rric^MCG 
1 1 ir\)M/n iui lllsUlll l-llttc ylU/VtH IdOlUI I /WJa~| IDD, 


44C5 


2247 


2430 


AF017257 


Hs.85146 


5.00E-89 


1 


chromosome 21 derived BAC containing erythrobt 


45D4 


1962 


3324 


X79067 


Hs.85155 


0 


6 


H.sapiens ERF-1 mRNA 3' end /cds=UNKNOWN 
















/gb=X79067/gi=483 


591 B9 


2378 


2603 


NMJ302880 


Hs.85181 


1.00E-109 


1 


v-raf-1 murine leukemia viral oncogene homolo 


39E2 


67 


2493 


X76488 


Hs.85226 


0 


3 


lysosomal acid lipase /cds=(1 45,1 344) / 


62H12 


1249 


1975 


M12824 


Hs.85258 


0 


3 


T-cell differentiation antigen Leu-2fT8 mRNA, partia 


40C3 


4505 


4856 


X535B7 


Hs.85266 


0 


1 


integrin beta 4 /cds=UNKNOWN /gb=X53587 /gi= 


40E11 


1983 


2633 


S53911 


Hs.85289 


0 


1 


CD34-glycoprotein expressed in lymphohematopoietic 
















prcge 


135A2 


121 


695 


BC001646 


Hs.85301 


0 


2 


clone MGC2392, mRNA, complete cds /cds={964, 


459H4 


33 


244 


AK027067 


Hs.85567 


2.00E-90 


1 


cDNA: FLJ23414 fis, clone HEP20704 /cds=(37,10 


479A4 


5556 


5974 


AB040974 


Hs.85752 


1.00E-171 


1 


mRNA for KIAA1 541 protein, partial cds/cds=(9 


146C3 


1610 


2062 


AL049796 


Hs.85769 


0 


1 


DNA sequence from clone RP4-561L24 on 
















chromosome 1p22 


463H11 


871 


1153 


NM_C06545 


Hs.86088 


5.00E-83 


1 


IGF-I1 mRNA-binding protein 1 (IMP-1), mRNA / 


480A12 


2 


165 


NMJ304876 


Hs.85371 


7.00E-84 


1 


zinc finger protein 254 (ZNF254), mRNA/cds=(1 


192F7 


2854 


3462 


AF198614 


1 lO.UUJOU 


o 


3 


MH-1 (MICA -A \ anrf Mrl-1 Holta ^fTM (\fiC\ -1^ nanp 


459G3 


12 


577 


AL049340 


Hs.85405 


0 


1 


mRNA; cDNA DKFZp554P056 (from clone 
















DKFZp564P0 




£00 1 


97R7 
£>( Of 




He ftn7?A 


n 




o i r cyuioiiyuiuiase i luupa-responsive aysioni 


62F9 


834 


1282 


MS0724 


Hs.85858 


0 


1 


p70 ribosomal S6 kinase alpha-l mRNA, complete cds 
/cd 


187E7 


84 


766 


NM_001695 


Hs.85905 


0 


1 


ATPase, H+ transporting, lysosomal (vacuolar 


159D4 


315 


559 


J03798 


Hq 86948 




1 


3i itnanf in&n email nnr*fp?5r nhnntirlonnrnhain Cm.n mD 


459F9 


1557 


1619 


NM_006938 


Hs.85948 


2.00E-25 


1 


small nuclear ribonucleoprotein D1 polypeptid 


480G11 


87 


603 


BG168139 


Hs.87113 


0 


1 


602341 526F1 cDNA, 5' end /clone=IMAGE:4449343 


41 D6 


2208 


2320 


M35999 


Hs.87149 


4.00E-39 


1 


platelet glycoprotein Ilia (GPllla) mRNA, complete c 


462H11 


387 


648 


NM 003806 


Hs.87247 


1 00E-133 


1 


harakiri BOI ?-intf*rsrfina nrnfpin ^rnntainQ 

iiwiarJiij WV/I — <l. 1 1 1 ici a L»Ll 1 1 y piuicjii ii_iUi flail jo 


99D7 


614 


5517 


NMJX)3246 


Hs.87409 


0 


62 


thrombospondin 1 (THBS1), mRNA /cds=(11 1,3623 


39B8 


2130 


5517 


X14787 


Hs.87409 


0 


33 


thrombospondin /cds=(1 1 1 ,3623) /gb=X14787 


COCA*? 




ODU 






A f\t\C -too 


2 


Dutyropnilin, suDtamiiy 3, member A2 (dTN3A2) 


583F2 


3303 


3622 


D63876 


Hs.87726 


1.00E-155 


1 


mRNA for KIAA0154 gene, partial cds /cds=(0,2080) 


184D7 


2211 


2556 


M34181 


Hs.87773 


1.00E-165 


1 


/gb 

testis-spec'ific cAMP-dependent protein kinase catal 


460A4 


499 


1074 


AL117637 


Hs.87794 


0 


1 


mRNA; cDNA DKFZp434!225 (from clone 
















DKF2p434l2 


459G2 


258 


452 


AW967701 


Hs.87912 


8.00E-88 


1 


EST379776 cDNA /gb=AW967701 /gi=81 57540 /ug= 


74H7 


1660 


2397 


AK026960 


Hs.88044 


0 


9 


FLJ23307 fis, clone HEP11549, highly sim 


463D12 


351 


568 


AI1 84553 


Hs.88130 


1.00E-118 


1 


qd60a05.x1 cDNA, 3' end /clone=!MAGE: 1733840 


595B1 


309 


986 


NM_003454 


Hs.88219 


0 


1 


zinc finger protein 200 (ZNF200), mRNA/cds=:(2 


458D3 


1018 


1285 


NMJ)00487 


Hs.88251 


S.00E-74 


1 


arylsulfatase A (ARSA), mRNA /cds=(375, 1898) 


462F4 


4272 


4845 


AJ271878 


Hs.88414 


0 


1 


mRNA for putative transcription factor (BACH2 


460B12 


1267 


2022 


NMJ)06800 


Hs.88764 


0 


3 


male-specific lethal-3 (Drosophila)-like 1 
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461 A4 


2039 


2421 


AL161559 


Hs.88820 


0 


1 


DNA sequence from clone RP1 1-526K24 on 
chromosome 20 


460F9 


3413 


3654 


NMJ)00397 


Hs.88974 


1.Q0E-133 


1 


cytochrome b-245, beta polypeptide (chronic g 


459G9 


790 


1160 


NM_006228 


Hs.89040 


1.D0E-145 


1 


prepronociceptin (PNOC), rnRNA /cds==(21 1,741) 


70H12 


1 


661 


AV7 16500 


Hs.89104 


0 


274 


AV716500 cDNA, 5' end /clone=DCBAKA08 /clone_ 



469H5 


1620 


2142 


AB040961 


Hs.89135 


0 


175G6 


2069 


2501 


D83243 


Hs,89385 


0 


592B10 


3703 


3936 


NMJ302519 


Hs.89385 


1.00E-13Q 


120B7 


337 


630 


NM_005176 


Hs.89399 


1.00E-114 


39D2 


370 


1892 


AF147204 


Hs.89414 


0 


yyH4 


7 
f 


lozo 




U<= ft OA 4 A 


n 
u 


106D2 


2 


266 


U03644 


Hs.89421 


1.00E-143 


41 F5 


1203 


1522 


M16336 


Hs.89476 


1.00E-17G 


463A3 


876 


1025 


NMJ>00698 


Hs.89499 


1.00E-79 


47D12 


1198 


4887 


AB028969 


Hs.89519 


0 


498G2 


4420 


5265 


NM_014928 


Hs.89519 


0 


589G3 


598 


689 


NM_002796 


Hs.89545 


4.00E-45 


no* CH 
ID4 


oyy 


too 


o / I OO I 




1 nnF-di 

I .UUC-*t I 


110A2 


1403 


1739 


AK026432 


Hs.89555 


1.00E-177 


118E4 


780 


1672 


NMJ)02110 


Hs.89555 


0 


41 B6 


570 


1166 


M89957 


HS.89575 


0 


44A11 


2567 


2808 


L20814 


Hs.89582 


1.00E-115 


191G11 


309 


596 


NM_006284 


Hs. 89657 


1.00E-162 


72G5 


1172 


1575 


AX023367 


Hs. 89679 


0 


71B12 


40 


559 


NM_000586 


HS.89679 


0 


179G12 


158 


737 


M36821 


Hs.89690 


0 


193B5 


680 


1146 


NM_002994 


Hs.89714 


0 


182G10 


681 


1146 


X78SB6 


Hs.89714 


0 


191C6 


617 


1597 


NM_021950 


Hs.69751 


0 


40H3 


1347 


1597 


X07203 


HS.89751 


3.00E-71 


458H2 


3524 


4331 


NM 002024 


Hs.89764 


o 


40F6 


1665 


2210 


D38081 


Hs.89887 


0 


473E1 


578 


956 


AL515381 


Hs.89986 


1.00E-172 


126A12 


770 


982 


AL558028 


Hs.90035 


1.00E-102 


183E12 


2203 


2814 


NM_001316 


Hs.90073 


0 


145H12 


1602 


1811 


AK026765 


Hs. 90077 


1.00E-113 


62C2 


1472 


2610 


AB023420 


Hs.90093 


0 


46H6 


3172 


3411 


D26488 


Hs.90315 


6.00E-86 


116E2 


1637 


2016 


AK025800 


Hs.90421 


1.00E-118 


525H3 


6 


1231 


NM_004261 


Hs.90606 


0 


184D8 


287 


387 


BE888304 


Hs.90654 


1.00E-46 


99D4 


1948 


4309 


D50918 


Hs.90998 


0 


72B9 


571 


1312 


AK026954 


Hs.91065 


0 


586H8 


189 


478 


NM_000987 


Hs.91379 


2.00E-83 


160A12 


1 


132 


X69392 


Hs.91379 


4.00E-69 


331 H4 


1632 


2166 


AK027210 


Hs.91448 


0 


473E6 


915 


1390 


NM_004556 


Hs.91640 


0 


69E4 


673 


1328 


AB007956 


Hs-92381 


1.00E-122 


182F10 


117 


781 


AF070523 


Hs.92384 


0 


585F10 


77 


1890 


NM_006407 


Hs.92384 


0 



1 mRNA for KIAA1528 protein, partial cds /cds=(4 

1 NPAT mRNA, complete cds /cds={66,4349) 

/gb=D83243 /g 

1 nuclear protein, ataxia-telangiectasia locu 

1 ATP synthase, H+ transporting, mitochondrial 

68 chemokine receptor CXCR4-Lo (CXCR4) mRNA, alt 

1 37 chemokine (C-X-C motif), receptor 4 (fusin) (C 

1 recepin mRNA, complete cds /cds=(32,1 387) 

/gb=U03644 

1 T-cell surface antigen CD2 (T11) mRNA, complete 
cds, c 

1 arachidonate 5-lipoxygenase (ALOX5), mRNA /c 

2 for KIAA1 046 protein, complete cds /cds=( 

2 KIAA1046 protein (KIAA1046), mRNA /cds=(577,1 

2 proteasome (prosome, macropain) subunit, bet 

1 prosome beta-subunit=multicatalytic proteinase 
complex 

1 FLJ22779 fis, clone KAIA1 741 /cds=(234, 1 

5 hemopoietic cell kinase (HCK), mRNA /cds=(1 68, 

1 immunoglobulin superfamily member B cell receptor 
co 

I glutamate receptor 2 (HBGR2) mRNA, complete cds 
/cds=( 

I I TATA box binding protein (TBP)-associated fac 
38 Sequence 38 from Patent WO0006605 

13 interleukin 2 (IL2), mRNA /cds=(47,517) /gb=N 

1 cytokine (GRO-gamma) mRNA, complete cds 

1 7 small inducible cytokine subfamily B <Cys-X-Cy 

7 ENA-78 mRNA /cds={1 06,450) /gb=X78686 /gi=471 24 

2 membrane-spanning 4-domains, subfamily A, m 

1 CD20 receptor (S7) /cds=(90 J 983) /gb=X07203 

2 fragile X mental retardation 1 (FMR1), mRNA /c 
1 thromboxane A2 receptor, complete cds /cds=(9 

1 AL51 5381 cDNA /clone=CL0BB01 7ZH0S-(3-prime) 

1 AL558028 cDNA /clone=CS0DJ002YF02-(5-prime) 

1 chromosome segregation 1 (yeast homolog)-!ike 

2 FLJ231 1 3 fis, clone LNG07875, highly sim 
2 for heat shock, protein apg-2, complete cds 

1 mRNA for KIAA0007 gene, partial cds /cds=(0,2062) 
/gb 

1 cDNA: FLJ22147 fis, clone HEP22153, highly sim 

2 15 kDa selenoprotein (SEP15), mRNA /cds=(4,492 
2 601 51 4033F1 cDNA, 5' end /clone=lMAGE:391 51 77 

5 mRNA for KIAA0128 gene, partial cds /cds=(0,1276) 
/gb 

1 FLJ23301 fis, clone HEP1 1 120 fcds=(2,1 88 

1 ribosomal protein L26 (RPL26), mRNA /cds={6,44 

5 ribosomal protein L26 /cds=(6,443) /gb= 

1 FLJ23557 fis, clone LNG09686, highly sim 

2 nuclear factor of kappa light polypeptide gene 

2 mRNA, chromosome 1 specific transcript K1AA04 

1 JWA protein mRNA, complete cds /cds=(1 1 5,681) 

13 vitamin A responsive; cytoskeleton related (J 
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469G3 


2061 


2293 


AK025683 


Hs.92414 


1.00E-110 


1 


CDNA: FLJ22030 fis, clone HEP08669 /cds=UNKNOW 


472H4 


247 


671 


AW978555 


Hs.92448 


0 


1 


EST390664 cDNA /gb=AW978555 /gi=8l69822 /ug= 


193F11 


2051 


4721 


NMJ)03103 


Hs.92909 


0 


3 


SON DNA binding protein (SON), mRNA /cds=(414,4 


37E7 


1287 


1805 


AK002059 


Hs.92918 


0 


1 


FLJ11197 fis, dons PLACE1 007690 /cds=(37 


111D7 


244 


596 


NMJH6623 


Hs.92918 


1.00E-16B 


1 


hypothetical protein (BM-009), mRNA /cds={385 


41B10 


1216 


1530 


U24577 


Hs.93304 


1.00E-173 


1 


LDL-phospholipase A2 mRNA, complete cds 
















/COS— \£ I 0, JO 


43B4 


76 


723 


NM_001417 


Hs.93379 


0 


5 


eukaryotic translation initiation factor 4B 


39F8 


76 


876 


X55733 


Hs.93379 


0 


1 


initiation factor 4B cDNA /cds=(0,1835) /gb=X557 


471 B10 


660 


886 


NMJ307020 


Hs.93502 


1.00E-125 


1 


U1-snRNP binding protein homotog (70kD) (U1SN 


467A3 


1189 


1284 


X91348 


Hs.93522 


3.00E-36 


1 


H.sapiens predicted non coding cDNA (DGCR5) 
















/COS*-UiNI\NVJVVN / 


461 B5 


652 


874 


NM_003367 


Hs.93649 


1.00E-104 


1 


upstream transcription factor 2, c-fos intera 


62B8 


1386 


1739 


J05016 


Hs.93659 


1.00E-170 


1 


(clone pA3) protein disulfide isomerase related prote 


461 E7 


1931 


2086 


NMJ304911 


Hs.93659 


1.00E-65 


1 


protein disulfide isomerase related protein ( 


458G11 


2423 


3161 


AB040959 


Hs.93836 


0 


1 


mRNA for KIAA1 526 protein, partial cds /cds=(0 


104E3 


516 


981 


. AK000967 


Hs.93872 


0 


1 


FU10105 fis, clone HEMBA1002542 /cds=UN 


41 B5 


87 


846 


XO4430 


Hs.93913 


0 


2 


IFN-beta 2a mRNA for interferon-beta-2 /cds=(86,724) 


179H7 


1610 


1682 


AF009746 


Hs 94395 


9 00E-34 


1 
i 


p@roAi5urneM rnernorane protein oy \r n/iroyj rnrxTNM, 


470G3 


74 


493 


NM_007221 


Hs.94446 


0 


1 


polyarnine-modulated factor 1 (PMF1), mRNA /c 


XT') A C 
4f2A5 




2429 


AK022267 


Hs. 94576 


2.00E-48 


1 


cDNA FLJ12205 fis, clone MAMMA1 000931 
















/cds=UNK 




0000 


0120 


Nivl__005421 


HS.94531 


0 


3 


brefeldin A-inhibited guanine nucleotide-exc 


465F8 


3580 


4049 


NM_015125 


Hs.94970 


0 


1 


KIAA0306 protein (KIAA0306), mRNA /cds=(0,436 


57B9 


4145 


4379 


NMJJ05109 


Hs.95220 


1.00E-126 


1 


oxidative-stress responsive 1 (OSR1), mRNA /c 


160D6 


30 


480 


X01451 


Hs. 95327 


0 


2 


aene for 20K T3 alvcoDrotein i , T3-delta-rh??inj nf T-r 

yvi # w ivi *»vi> 1 v y i y uvpi v i i i i i u uwim vi loiiii vt I 


512G1 


1 


415 


BF1 07010 


Hs.95338 


1.00E-175 


2 


601824367F1 ^DNA 5 1 end /rlonp=IMAf5F-AOA^Q9n 


593E11 


24 


273 


BG291649 


Hs.95835 


1.00E-79 


10 


602385778F1 cDNA, 5' end /done=lMAGE:451 4827 


41 H2 


1011. 


1306 


M28170 


Hs.96023 


1.00E-114 


1 


cell surface protein CD19 (CD19>gene, complete cds 
/c 


149G8 


213 


435 


BF222826 


Hs.96487 


1.00E-119 


2 


7q23f06.x1 /c!one=JMAGE /gb=*BF222826 7g 


101G7 


2266 


3173 


AL133227 


Hs.96560 


0 


2 


DNA sequence from clone RP1 1-39402 on 
















cnrurnosoiTie zv o 


103E6 


2840 


3451 


BC000143 


Hs.96560 


0 


1 


Similar to hypothetical protein FLJ11656, cl 


107G5 


226 


2349 


BF673956 


Hs.96566 


7.00E-24 


1 


602137338F1 cDNA, 5' end /clone=IMAGE:4274048 


461A12 


3602 


4135 


AB014555 


Hs.96731 


0 


2 


mRNA for KIAA0655 protein, partial cds /cds=(0 


595A8 


82 


1571 


NMJ300734 


Hs.97087 


1.00E-147 


10 


CD32 antigen, zeta polypeptide (T1T3 complex) 


479H8 


883 


1378 


NM_014373 


Hs.97101 


0 


3 


putative G protein-coupled receptor (GPCR1 50) 


466D12 


2001 


5732 


NMJJ12072 


Hs.97199 


0 


2 


complement component C1q receptor (C1QR), mRN 


194B3 


1835 


2898 


NM_002990 


Hs.97203 


0 


2 


small inducible cytokine subfamily A (Cys-Cys) 


109E9 


2880 


3536 


AF033322 


Hs.97437 


0 


1 


centriole associated protein CEP1 10 mRNA, com 


459H5 


9 


230 


BF438062 


Hs.97896 


1.00E-116 


1 


7q66e08.x1 cDNA /cbne=IMAGE /gb=BF438062 Jg 


473A4 


871 


1327 


NMJJ07015 


Hs.97932 


0 


1 


chondromodulin 1 precursor (CHM-I), mRNA /cds 


466E9 


1408 


1803 


AL442083 


Hs.98026 


1.00E-172 


2 


mRNA; cDNA DKFZp547D144 (from clone 
















DKFZp547D1 


460E3 


1290 


1687 


AF038564 


Hs.98074 


0 


1 


atrophin-1 interading protein 4 (AIP4) mRNA, 


462E6 


103 


642 


NWL016440 


Hs.98289 


0 


1 


VRK3 for vaccinia related kinase 3 (LOC51231), 


460B8 


114 


545 


AA418743 


Hs.98306 


1.00E-178 


1 


zv98fDS.s1 cDNA, 3 1 end /clone=!MAGE:767843 / 


124A8 


1 


157 


NM_019044 


Hs.98324 


2.00E-69 


1 


hypothetical protein (FLJ10S96), mRNA /cds=( 


71B10 


79 


520 


AI761058 


Hs.98531 


1.00E-112 


34 


wi69b03.x1 cDNA, 3' end /clone=1MAGE:2398541 


49F1 


36 


435 


AA913840 


Hs.98903 


0 


1 


0l39d11.s1 cDNA, 3* end /clone=IMAGE: 1525845 
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462F6 


61 


201 


AC006275 


Hs.99093 2.00E-74 


1 


chromosome 19, cosmid R28379 /cds=(0,633) /gb 




4( 


4r o 




ns.yy<dc>r u 


i 


hrfi^hOfi Vt nflNA V enH /rlnno-IIVAAf^P*'*-! 77401 

nrDonuo.A i cuinm, o ena /cione— irvir\oco I oohuo 


599D8 


1468 


1748 


NM_005825 


Hs.99491 1.00E-132 


1 


RAS guanyl releasing protein 2 (calcium and DA 


459F8 


300 


541 


AW444899 


Hs.99665 1.00E-123 


1 


UI-H-BI3-ajz-d-07-0-Ui.s1 cDNA, 3 l end /clon 


163H9 


8 


141 


AL049319 


Hs.99821 2.00E-58 


1 


cDNA DKFZp564C046 (from clone DKFZp564C0 


165H8 


1176 


1930 


NM_015400 


Hs.99843 0 


2 


DKFZP586N0721 protein (DKFZP586N0721), mRNA 


188C9 


543 


998 


NM_001436 


Hs.99853 0 


2 


ffbrillarin (FBL), mRNA /cds=(59,1024) /gb=N 


37H2 


759 


2017 


AC0 18755 


Hs.99855 0 


4 


chromosome 19, BAG BC3307B3 (CIT-HSPC_470E3), 


127H3 


758 


2183 


NMJ301462 


Hs.99855 0 


5 


formyl peptide receptor-like 1 (FPRL1), mRNA 


62F2 


1 


642 


BF315159 


Hs.99858 0 


6 


601899519F1 cDNA r 5 end /clone=IMAGE:4128749 


599A7 


26 


838 


NM_000972 


Hs.99858 0 


11 


ribosomal protein L7a (RPL7A), mRNA/cds=(31,8 


1B7B3 


1994 


2101 


AB032251 


Hs.99872 2.00E-37 


1 


BPTF mRNA for bromodomain PHD finger transcript 


41 G8 


461 


751 


L08096 


Hs.99899 1.00E-161 


1 


CD27 ligand mRNA, complete cds /cds=(1 50,731) 














/gb=L08 


479C10 


327 


738 


NMJ>01252 


Hs.99899 0 


1 


tumor necrosis factor (ligand) superfamiiy, m 


36D8 


1180 


2315 


AL1 62047 


Hs.99908 0 


7 


cDNA DKFZp762E1112 (from clone DKFZp762E 


593E2 


62 


435 


NM_000983 


Hs.99914 1.00E-145 


1 


ribosomal protein L22 (RPL22), mRNA/cds=(51,4 


478C8 


48 


311 


NM_000023 


Hs.99931 1.00E-112 


1 


sarcoglycan, alpha (50kD dystrophin-associat 


61A1 


627 


1053 


S62140 


Hs.99969 1.00E-126 


1 


TLS=transiocated in liposarcoma [human. mRNA, 














1824nt]/cd 


40C7 


971 


1724 


X69819 


Hs.99995 0 


1 


ICAM-3 mRNA /cds=(8,1651) /gb=X69819 /gi=32627 


116F8 


109 


376 


NNL002964 


Hs.1 00000 1.00E-123 


5 


S100 calcium-binding protein A8 (calgranulin 


121 F4 


30 


540 • 


NM_001629 


Hs.100194 1.00E-118 


7 


arachidonate 5-iipoxygenase-activating pro 


/4ftf2H n 


01 / 0 




l\ivl_UUoOUO 


rlS. lUUZaO u 


o 
c. 


^J-ilIlRtJU JN-dvCiyi^lUvUaall Mile U alibi 


49E4 


1279 


2585 


NM_006773 


Hs.100555 0 


4 


DEAD/H (Asp-Glu^Ala-Asp/His) box polypeptide 


61E1 


1279 


1767 


X93743 


Hs.1 00555 0 


2 


RNA helicase (Myc-regulated dead box pro 


460A10 


824 


1321 


NMJ518099 


Hs.100895 0 


1 


hypothetical protein FU10462 (FLJ10462), mR 


458F1 


'1 


303 


R18757 


Hs.100396 1.00E-157 


1 


yg17e04.r1 cDNA, 5' end /clone= IMAGE: 32522 fc 


64B8 


2062 


2711 . 


AB007859 


Hs.1 00955 0 


1 


mRNA for KIAA0399 protein, partial cds /cds=(0, 


515H6 


131 


201 


NM_001207 


Hs.101025 6.00E-33 


1 


basic transcription factor 3 (BTF3), mRNA /cd 


472H12 


10 


358 


AW968686 


Hs.101340 0 


1 


EST380762 cDNA /gb=AW968685 /gi=81 58527 /ug= 


99G6 


2427 


4860 


AB002384 


Hs.101359 0 


9 


mRNA for KIAA0386 gene, complete cds 














/cds=( 177,3383) 


62E12 


193 


573 ' 


AI936516 


Hs.101370 1.00E-10Q 


6 


wd28h07.x1 cDNA, 3* end /cIone=IMAGE:2329501 


493B9 


3 


638 


AL533391 


Hs.101370 0 


8 


AL583391 cDNA /clone=CS0DL012YA12-(3-prime) 


117D4 


2812 


2966 


NMJ306291 


Hs.1 01 382 7.00E-79 


1 


tumor necrosis factor, alpha-induced protein 


462A9 


382 


620 


BC000764 


Hs.101514 1.00E-133 


1 


hypothetical protein FU10342, clone MGC:27 


193G3 


3368 


3659 


AL1 39349 


Hs.102178 3.00E-88 


1 


DNA sequence from clone RP1 1-261 P9 on 














chromosome 20. 


82H6 


3035 


4257 


AF1 93339 


Hs.1 02506 0 


5 


eukaryotic translation initiation factor 2 a 


46E2 


3223 


4023 


NM_004836 


Hs.1 02506 0 


2 


eukaryotic translation initiation factor 2-a 


460C4 


151 


635 


AW978361 


Hs.1 02630 0 


2 


EST390470 cDNA /gb=AW9783S1 /gi=81 69626 /ug= 


58E4 


1 


321 


BF970875 


Hs.1026471.00E-177 


2 


602271 536F1 cDNA, 5' end /clone=IMAGE:4359609 


189G9 


5473 


6137 


NMJ)18489 


Hs.1 02652 0 


2 


hypothetical protein ASH1 (ASM), mRNA /cds=< 


111H5 


3043 


3331 


AK000354 


Hs.102669 1.00E-125 


1 


cDNA FU20347 fis, clone HEP13790 /cds=(708,14 


465B8 


27 


348 


AI707589 


Hs.102793 1.00E-164 


1 


as30b05.x1 cDNA, 3' end /clone=JMAGE:2318673 


126G11 


1069 


1431 


NMJ>16128 


Hs.102950 0 


2 


coat protein gamma-cop (LOC51137), mRNA /cds= 


165H5 


326 


554 


BF698884 


Hs.103180 4.00E-71 


1 


602126455F1 cDNA, 5' end /clone=lMAGE:4283340 


108H6 


2135 


2505 


AB023187 


Hs.1 03329 1.0QE-59 


1 


for KIAA0970 protein, complete cds /cds=( 


521C9 


1440 


1962 


AL1 36885 


Hs.1 03378 0 


2 


mRNA; cDNA DKFZp434P116 (from clone 



DKFZp434P1 
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458C9 


3876 


4415 


AF25441 1 


Hs. 103521 D 


1 


ser/arg-rich pre-mRNA splicing factor SR-A1 ( 


99F6 


349 


767 


NM_018623 


Hs. 103657 0 


5 


hypothetical protein PR02219 (PR02219), mRNA 


162G11 


1745 


2161 


AF1 17829 


Hs. 103755 1.00E-151 


1 


8q21 .3: RICK gene /cds=(224,1846) /gb=AF1 1782 


188G1 


1757 


2566 


NMJ)04501 


Hs. 103804 0 


2 


heterogeneous nuclear ribonucleoprotein U ( 


470F7 


56 


302 


NM_024056 


Hs. 103834 1.00E-137 


1 


hypothetical protein MGC5576 (MGC5576), mRNA 


460A1 1 


225 


288 


BG033732 


Hs. 103902 3.00E-29 


1 


602301 101F1 cDNA, 5' end /clone=1MAGE:4402465 


522H7 


2157 


2397 


• 

NMJ506342 


Hs. 10401 9 1.00E^132 


1 


transforming, acidic coifed-coil containing 


39E5 


1007 


2535 


L12168 


Hs.104125 0 


10 


adenylyl cyclase-associated protein (CAP) mRN 


98C11 


1023 


2558 


NM_006357 


Hs.104125 0 


29 


adenylyi cyclase-associated protein (CAP), m 


4S1B2 


88 


221 


AW968823 


Hs.104157 1.00E-38 


1 


EST380899 cDNA /gb=AW968823 /gi=S1 58664 /ug= 


110A4 


4010 


4308 


AB023143 


Hs-104305 1.00E-125 


1 


forKIAA0925 protein, complete cds /cds=( 


122H5 


4634 


5232 


NMJD14922 


Hs. 104305 0 


2 


KIAA0926 protein (KIAA0926), mRNA /cds=(522,4 


105C2 


1817 


2174 


AB020669 


Hs. 10431 5 0 


1 


for KIAA0862 protein, complete cds /cds=( 


37G4 


1321 


2386 


AF016495 


Hs. 104624 0 


46 


small solute channel 1 (SSC1) mRNA, complete cd 


98D4 


1578 


2946 


NM_020980 


Hs. 104624 0 


71 


aquaporin 9 (AQP9), mRNA /cds={286.1173) /gb= 


458E6 


1007 


1399 


NMJ015893 


Hs. 104640 0 


1 


HIV-1 inducer of short transcripts binding pro 


462C11 


1037 


1532 


NMJJ18492 


Hs.104741 0 


1 


PDZ-binding kinase; T-ce!l originated protein 


118G4 


1940 


2513 


BCD02538 


Hs-1 04879 0 


2 


serine (or cysteine) proteinase inhibitor, c 


496A7 


1 


618 


BG0351 20 


Hs 104893 0 

M PO- 1 W^Www \J 


4 


S02324815F1 cDNA 5' end fclone=IMAfig i il41'3nQq 


112G4 


3421 


3933 


NWL003633 


Hs. 104925 0 


2 


ectodermal-neural cortex (v/ith BTB-Iike doma 


4S0E2 


16 


460 


AJ479075 


Hs.1 04985 0 


1 


tm30h01.x1 cDNA, 3' end/clone=IMAGE:2158129 


461 H4 


1500 


1781 


NM 020979 


Hs 105052 1 00E-148 






469C7 


231 


380 


NM.018331 


Hs.105216 1.00E-77 


1 


hypothetical protein FLJ1 1 125 (FLJ1 1 1 25), mR 


461 B6 


84 


489 


AA489227 


Hs.1 05230 0 


1 


aa57f07.s1 cDNA, 3 1 end /clone=IMAGE:825061 / 


462D5 


1735 


2129 


NWI_015393 


Hs.1 05460 0 


1 


DKFZP564O0823 protein (DKFZP564O0823), mRNA 


465H7 


1 


624 


NMJ)177B0 


Hs.105461 0 




hypothetical protein FLJ20357 (FLJ20357), mR 


471 F3 


819 


1126 


AYQ07243 


Hs.1 05484 1.00E-160 




regenerating gene type IV mRNA, complete cds / 


473C1 


42 


479 


AW970759 


Hs.1 05621 0 


1 


EST382842 cDNA /gb=AW970759 /gi=81 60604 /ug= 


102A9 


1 


331 


AK025947 


Hs.1 05664 0 


1 


FLJ22294 fls, clone HRC04426 /cds=(240,6 


465G9 


193 


524 


A1475680 


Hs, 105676 0 


1 


tc93d12.x1 cDNA, 3' end /done=IMAGE:207371 9 


469G2 


1528 


1625 


AK022481 


Hs.1 05779 8.00E-33 


1 


cDNA FLJ12419 fis, done MAMMA1003047, highly 


482A9 


289 


839 


NM_012483 


Hs.1 05806 0 




granulysin (GNLY), transcript variant 519, m 


595B11 


918 


1300 


NM_002343 


Hs.1 05938 0 




iactotransferrin (LTF), mRNA /cds=(294,2429) 


69B3 


3649 


4226 


Y13247 


Hs.1 0601 9 0 


1 


fb19 mRNA /cds=(539, 336 1 ) /gb=Y1 3247 /gi=21 17 


459E8 


106 


563 


NMJJ13322 


Hs.1 06260 0 


1 


sorting nexin 10 (SNX10), mRNA /cds==(1 28,733) 


459E2 


1939 


2361 


NWL003171 


Hs.1 06469 0 


1 


suppressor of varl (S.cerevisiae) 3-like 1 (S 


98H12 


658 


1040 


BC002748 


Hs.1 06650 0 




Similar to hypothetical protein FU20533, cl 


594H5 


1418 


1501 


NMJ501553 


Hs.1 06673 5.00E-36 


1 


eufcaryotic translation initiation factor 3, 


194H12 


751 


1233 


NMJD21626 


Hs.1 06747 0 


1 


serine carboxypeptidase 1 precursor protein ( 


138G6 


2749 


3214 


AF1 89723 


Hs.1 06778 0 




calcium transport ATPase ATP2C1 (ATP2C1A) mRN 


56A5 


1 


1089 


AL355722 


Hs.1 06875 0 




EST from clone 35214, full insert /cds=UNKNOWN 


67HB 


844 


1102 


X71490 


Hs.1 06876 1.00E-103 




vacuolar proton ATPase, subunit D /cds=(2 


463G10 


538 


725 


AF035306 


Hs.1 06890 1.00E-102 


1 


clone 23771 mRNA sequence /cds=UNKNOWN 














/gb=AF 


121H2 


14 


394 


NM_016619 


Hs.1 071 39 0 


1 


hypothetical protein (LOC51316), mRNA/cds=( 


185D12 


118 


884 


NM_001564 


Hs.1 07 153 0 




inhibitor of growth family, member Mike (ING 


186D6 


1140 


1507 


NM_017892 


Hs.1 0721 3 0 




hypothetical protein FLJ20585 (FU20585), mR 


462B10 


192 


541 


AI707896 


Hs.1 07369 1.00E-168 




as34a10.x1 cDNA, 3' end /clone=IMAGE:2319066 


59A10 


1694 


2335 


AJ270952 


Hs.1 07393 0 




for putative membrane protein (GENX-3745 


499G1 


2987 


4266 


AL035683 


Hs.107526 1.00E-104 




DNA sequence from clone RP5-1063B2 on 














chromosome 20q1 


466F1 1 


327 


493 


AI391443 


Hs.1 07622 9.00E-90 




tf96e06.x1 cDNA, 3 1 end/clone=lMAGE:2107138 


182F9 


153 


649 


AF265439 


Hs.1 07707 0 




DC37 mRNA, complete cds /cds=(5,856>/gb=AF26 


481 F9 


1216 


1609 


NM_016270 


Hs.1 07740 0 


2 


Kruppel-like factor (LOC51713), mRNA /cds=(84 
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184H4 


189 


576 


AF081262 


HS.107979 0 


1 


smad membrane protein 1 (SMP1) mRNA, complete 


103E11 


1006 


2137 


NM_014313 


Hs.107979 0 


4 


small membrane protein 1 (SMP1), mRNA/cds=(99, 


595H7 


1265 


1771 


NM_004078 


Hs. 108080 0 


3 


cysteine and glycine-rich protein 1 (CSRP1), m 


46H8 


777 


914 


AF070640 


Hs.108112 2.00E-47 


1 


clone 24781 mRNA sequence /cds=UN KNOWN 
/gb=AF 


53B4 


1552 


1967 


U32986 


HS. 108327 0 


2 


xeroderma pigmentosum group E UV-damaged DNA 














binding 


124A10 


1089 


1733 


AK001428 


Hs.108332 0 


3 


cDNA FU10566 fis, clone NT2RP2002959, highly 


127F8 


428 


746 


AL1 35941 


Hs. 108338 0 


1 


mRNA; cDNA DKFZp586C1924 (from clone 














DKFZp586 


191G10 


518 


883 


AL1 38640 


Hs. 108548 0 


2 


mRNA; cDNA DKF2p564F163 (from done 














DKFZp564F1 


453G8 


2374 


5101 


NM_016227 


Hs.108636 0 


2 


membrane protein CHI (CH1), mRNA /cds=( 124,434 



58F11 


735 


798 


NM_006963 


Hs.108642 2.00E-28 


1 


zinc finger protein 22 (KOX 15) (ZNF22), mRNA/ 


11835 


2715 


2797 


AK022874 


Hs.1 08779 2.00E-38 


1 


cDNA FU12812 fis, clone NT2RP2002498 /cds={3, 


110H2 


18 


661 


AF026292 


Hs.1 08809 0 


1 


chaperon in containing t-complex polypeptide 


181G4 


1008 


1142 


NM_0Q6429 


Hs.1 08809 2.00E-71 


1 


chaperonin containing TCP1, subunit 7 (eta) (C 


189F11 


415 


615 


AK024569 


Hs.1 08854 2.00E-79 


1 


cDNA: FLJ20916fis l clone ADSE00738, highly s 


596F8 


5958 


6097 


AB011087 


Hs.1 08945 8.00E-48 


1 


mRNA for KIAA0515 protein, partial cds /cds-(0, 


157D8 


399 


830 


NMJ316145 


Hs.1 08969 0 


1 


PTD008 protein (PTD008), /cds=K233,553) 


175E7 


712 


1849 


AL133111 


Hs.1 091 50 0 


2 


mRNA; cDNA DKFZp434H068 (from clone 














DKFZp434H0 


514E1 


66 


613 


NM__012417 


Hs.1 0921 9 0 


4 


retinal degeneration B beta (RDGBB), mRNA /cd 


106A4 


1864 


2220 


' AJ011895 


Hs.1 09281 1.00E-111 


1 


for HIV-1 , Nef-associated factor 1 alpha 


169E1 


938 


1331 


AK024297 


Hs.1 09441 0 


2 


FLJ14235 fis, clone NT2RP4000167 /cds=(82 


100B8 


1 


191 


NM_01245S 


Hs.1 09571 3.00E-85 


1 


translocase of inner mitochondrial membrane 1 


115B7 


983 


1193 


NM_Q07Q74 


Hs.109606 1.00E-116 


1 


coronin, actin-binding protein, 1A (COROIA), 


62H11 


1 


626 


BF245392 


Hs.109641 1.00E-154 


10 


601864070F1 cDNA, 5' end /c!one=IMAGE:4082465 



595B2 


4976 


5286 


' AB040384 


Hs.1 09694 1.00E-142 


1 


mRNA for K1AA1451 protein, partial cds /cds=(0 


75H11 


227 


482 


BF244S03 


Hs.1 09697 1.00E-129 


1 


601862620F1 cDNA, 5' end /done=IMAGE:4030412 


118G3 


219 


392 


NM_024292 


Hs.109701 2.00E-66 


1 


ubiquitin-like 5 (UBL5), mRNA /cds=(65,283) / 


105A5 


3271 


3532 


ALU 7407 


Hs.109727 1.00E-147 


2 


cDNA DKFZp434D2050 (from clone DKFZp434D 


481 B7 


1101 


1201 ' 


NM_006026 


Hs.1 09804 9.00E-42 


1 


H1 histone family, member X (H1 FX), mRNA /cds=( 


476H12 


1018 


1429 


NM_00431Q 


Hs.109918 0 


3 


ras homolog gene family, member H (ARHH), mRNA 


144C8 


1252 


1429 


Z35227 


Hs.1 0991 8 7.00E-92 


1 


TTF for small G protein /cds=(579,1 154) /gb= 


141E10 


630 


1269 


AK001779 


Hs.1 10445 0 


4 


FU10917 fis, clone OVARC1000321 /cds=(18 


494D8 


4102 


4476 


NM_014918 


Hs.1 10488 0 


1 


KIAA0990 protein (KIAA0990), mRNA /cds=(494,2 


47C3 


2298 


2431 


D85974 


Hs.1 10613 1.00E-60 


1 


KIAA0220 gene, partial cds f"cds=(0,1661) /gb 


194C10 


1210 


1704 ' 


AL1 57477 


Hs.1 10702 0 


1 


mRNA; cDNA DKFZp761E212 (from clona 














DKFZp761E2 


192F1 


3254 


3685 


NM_01572S 


Hs.110707 1.00E-150 


2 


H326 (H326), mRNA /cds=(1 76,1 969) /gb=NM_0157 


595B8 


1148 


1414 


NM 003472 


Hs.1 10713 1.00E-147 


1 


DEK oncogene (DNA binding) (DEK), mRNA /cds=(3 


459F3 


3337 


3915 


NM_001045 


Hs.1 10736 0 


1 


solute carrier family 12 (sodlum/potassium/ch 


195F5 


1051 


1482 


AKD25557 


Hs.1 10771 0 


2 


cDNA: FLJ21904fis, clone HEP03585/cds=UNKNOW 


53B10 


163 


742 


NM_020150 


Hs.1 10796 0 


1 


SAR1 protein (SARI), mRNA /cds=( 100,696) /gb= . 


164B11 


122 


932 


NMJJ16039 


Hs.1 10803 0 


5 


CGI-99 protein (LOC51637), mRNA/cds=(161,895 


594H4 


982 


1454 


AK026528 


Hs.1 11222 6.00E-95 


3 


cDNA: FLJ22875 fis, clone KAT02879 /cds=(30,51 


50A10 


1688 


2095 


AF 11 9897 


Hs.1 11334 0 


2 


PRO2760 mRNA, complete cds /cds= UN KNOWN 














/gb=A 


102H11 


175 


498 


AI436587 


Hs.1 11377 1.00E-148 


1 


ti03d11.x1 cDNA, 3' end /clone=l MAG E:2 129397 


109G11 


1324 


1388 


AB016811 


HS.1 11 554 2.00E-29 


1 


for ADP nbosylation factor-like protein, 


144E10 


77 


304 


BF219474 


Hs.1 11611 1.00E-122 


2 


601884269F1 5* end /clone=l MAG E:4 102769 
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583C9 


4 


272 


NM_000988 


Hs.1 11611 1.00E-148 


10 


ribosomal protein L27 (RPL27), mRNA /cds=(17,4 


111F4 


31 


330 


NMJ>14463 


Hs.1 11632 0 


1 


Lsm3 protein (LSM3), mRNA/cds=(29,337) /gb=N 


106E6 


2646 


2892 


AL096723 


Hs.111801 1.00E-135 


1 


cDNA DKFZp564H2023 (from clone DKFZp564H 


169A2 


773 


1015 


D14698 


Hs.111894 1.00E-135 


2 


KIAA0108 gene, complete cds /cds=(1 46,847) / 


182D6 


264 


748 


NM_014713 


Hs.111894 0 


1 


lysosomal-associated protein transmembrane 


460D11 


205 


452 


AI557431 


Hs.1 11973 4.00E-60 


1 


PT2,1_7_C05.r cDNA, 3' end /clone_end=3' /gb= 


121A7 


355 


5S9 


NMJ)20382 


Hs.111988 1.00E-128 


1 


PR/SET domain containing protein 07 (SET07), m 


476C12 


254 


463 


AA442585 


Hs. 11 2071 1.00E-111 


1 


zv57fD9.r1 cDNA, 5* end /clone=IMAGE:7577S9 / 


172E7 


469 


736 


AF223422 


Hs.112242 1.00E-143 


1 


normal mucosa of esophagus specific 1 (NMES1) 


108E10 


4800 


4901 


AF071076 


Hs.1 12255 6.00E^8 


1 


ceO-fine HeLa Nup98-Nup96 precursor, mRNA, c 


47G12 


1 


301 


BF237710 


Hs. 11 231 8 1.00E-165 


5 


601 84221 0F1 cDNA, 5' end /clone=lMAGE:4079930 


599G7 


38 


455 


NWL019059 


Hs.112318 0 


32 


6.2 kd protein (LOC54543), mRNA /cds=(93,260) 


469F9 


226 


546 


NM_002638 


Hs.112341 1.00E-107 


1 


protease inhibitor 3, skin-derived (SKALP) (P 


589G11 


482 


1336 


AK026396 


Hs.1 12497 0 


2 


cDNA; FLJ22743 fis, done HUV00901 














/cds=UNKNOW 


464F10 


1685 


1917 


NM.002978 


Hs.1 12842 1.00E-119 


1 


sodium channel, nonvoltage-gated 1, delta (SC 


54B11 


1 


423 


BF025727 


Hs.1 13029 0 


26 


601670406F1 cDNA, 5' end /clone=IMAGE:3953425 


591 C5 


31 


469 


NM_0G102B 


Hs.113029 0 


10 


ribosomal protein S25 (RPS25), mRNA /cds=(71,4 


585F4 


1882 


3918 


AK027136 


Hs.1 13205 1.00E-130 


3 


cDNA: FU23483 fis, clone KAIA04052 /cds=UNKNO 


61B12 


1168 


2386 


AF1 05253 


Hs.1 13368 0 


5 


neuroendocrine secretory protein 55 mRNA, com 




04/U 


41 U9 


YUOo90 


HS. 1 1350*5 D 


1 


mRNA for Ran_GTP binding protein 5 


466C4 


276 


946 


AL359916 


Hs. 11 3872 0 


1 


DNA sequence from cfone RP1 1-550O8 on 














chromosome 20 C 


592C12 


2506 


2396 


AF323540 


Hs.1 14309 2.00E-80 


1 


apolipoprotein L-l mRNA, splice variant B, co 


476A1 1 


121 


528 


AA702108 


Hs.1 14931 0 


1 


Zl85e01.s1 cDNA, 3' end /clone=IMAGE:447576 / 


A C\dCA 

lUar4 








t_i_ H «i cneo n 

Hs. 11 5263 0 


1 


for epiregulin, complete cds /cds=(1 66,67 


123D1 


3123 


3525 


NM.001432 


Hs. 11 5263 0 


1 


epiregulin (EREG), mRNA /cds=(1 66,675) /gb=N 


465D7 


1 


175 


BG288391 


Hs.1 15467 1.00E-94 


1 


602388053F1 cDNA, 5' end /clone=lMAGE:451 7076 


74H9 


346 


602 


AK027114 


Hs.115659 1.00E-108 


1 


FU23461 fis, clone HS107757 /cds=UNKNOW 


585E4 


384 


1146 


NM_024061 


Hs.1 15659 0 


3 


hypothetical protein MGC5521 (MGC5521), mRNA 


462C1 


945 


1222 


NMJ324035 


Hs.1 15960 1.00E-152 


1 


hypothetical protein MGC3103 (MGC3103), mRNA 


464E4 


1276 


1635 


AK023533 


Hs.1 16278 1.00E-138 


1 


cDNA FLJ13571 fis, clone PLACE 1 008405 /cds=UNK 


43B10 


1601 


1798 


AF283777 


Hs.1 16481 9.00E-47 


1 


clone TCBAP0702 mRNA sequence /cds=UNKNOWN 

tg 


465G1 


374 


654 


NMJ301782 


Hs.1 16481 5.00E-85 


2 


CD72 antigen (CD72), mRNA /cds=( 108,1 187) /gb 


51 G8 


29 


203 


BF341330 


Hs.1 16567 6.00E-26 


1 


60201 3274F1 cDNA, 5' end /done=IMAGE:41 49066 


40D10 


2694 


3430 


X58742 


Hs.1 16774 0 


1 


integrin, alpha subunit /cds=UNKNOWN /g 


107D1 


1778 


1943 


U71383 


Hs.1 17005 1.00E-84 


1 


OB binding protein-2 (OB-BP2) mRNA, complete cds 
/cds 


459D4 


2882 


3522 


AK025364 


Hs.117268 0 


1 


cDNA: FLJ21711 fis, clone COL10156 /cds=UNKNOW 


Hi Otzo 






MDUcyu I O 


ns. I i r 4oJ <£.uut-bo 


3 


mKNAtor KiAAiuya protein, partial cds/cas^O 


458E2 


88 


627 


AI825645 


Hs.1 17906 0 


2 


wb75b09.x1 cDNA, 3* end /cloned MAGE: 23 11481 


163A7 


1160 


1420 


X53793 


Hs.117950 1.00E-109 


1 


ADE2H1 mRNA showing homologies to SAI CAR 














syntheta 


UoDO 


I 0 


7A(\ 
( 


iNivMJU^/yy 


Hs. 115000 U 


1 


proteasome (prosome, macropain) subunit, bet 


5BSG3 


924 


1199 


AB011182 


Hs.1 18087 1.G0E-155 


4 


mRNA for KIAA0610 protein, partial cds /cds=(0, 


127A1 


263 


557 


NMJJ06441 


Hs.1 181 31 100E-141 


1 


5,10-methenyltetrahydrofolate synthetase ( 


459A10 


188 


817 


AL522477 


Hs.1 18142 0 


1 


AL522477 cDNA /clone=CS0DB00BYKl4-(3-prime) 


5B4A10 


8464 


8875 


NM__003316 


Hs.1 18174 0 


1 


tetratricopeptide repeat domain 3 (TTC3), mRN 


52D4 


1287 


1752 


AK026486 


Hs.1 18183 0 


1 


FLJ22833 fis, clone KAIA4266 /cds~(479,8 


470B6 


68 


532 


BF030930 


Hs.1 18303 0 


1 


601558648F1 cDNA, 5" end /done=IMAGE:3828706 


41 B3 


5041 


5559 


M14648 


Hs.1 18512 0 


1 


ceil adhesion protein (vitronectin) receptor alpha s 
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IZODO 


yyy 


1 ^7^ 


mm nn?7^ 

l>IIVI_UUJ / o<j 


Wc; 118S33 0 




^■-^'nffanadenvlatp ^vnthetase-iike fOASLl 


459D3 


3 


427 


AI052447 


Hs.1 18659 0 


1 


oz07gG4.x1 cDNA, 3* end /clone=l MAGE: 1674678 


112F11 


191 


387 


NMJ)06923 


Hs.1 18684 1.00E-103 


1 


stromal cell-derived factor 2 (SDF2), mRNA/c 


129E4 


1727 


1891 


AL050404 


Hs.1 18595 2.00E-86 


1 


DNA sequence from clone 955M13 on chromosome 














20. Conta 


126H2 


1512 


2209 


NM_O0D358 


Hs.1 18787 0 




transforming growth factor, beta-induced, 68 


598D9 


817 


1106 


NM_001155 


Hs. 118/96 1.00E-108 


] 


annexin A6 (ANXA6), transcript variant 1 , mRN 


331 E6 


.89 


475 


BE311727 


HS.118B57 0 




601143334F1 cDNA, 5' end /clone=IMAGE:3507009 


521 C1 


700 


1180 


NM_006292 


Hs. 118910 0 




tumor susceptibility gene 101 (TSG101), mRNA 


139E6 


463 


1198 


AJ012506 


Hs.1 18958 0 


t 


activated in tumor suppression, done TSA 


69H2 


578 


1117 


U05040 


Hs.1 18962 0 


1 


FUSE binding protein mRNA, complete cds 














/cds=(26,1950 


461 F1 


1241 


1715 


AK024119 


Hs.1 18990 0 


1 


cDNA FLJ14057 fts, clone HEMBB10Q0337 /cds=UNK 


481 E1 


1682 


1969 


NM_0 17544 


Hs.1 19018 1.00E-129 


1 


transcription factor NRF (NRF), mRNA /cds=(653 


479B4 


45 


203 


AL1 09806 


Hs.1 19057 5.0QE-43 


1 


DNA sequence from clone RP5-1 1 53D9 on 














chromosome 20 C 


52QF1 


177 


672 


NMJ)12423 


Hs.1 19122 1.00E-148 


8 


ribosomaJ protein L13a (RPL13A), mRNA/cds=(1 


477E4 


46 


1565 


AL1 09786 


Hs.1 191 55 0 


3 


mRNA full length insert cDNA clone EUROIMAGE 81 


166F10 


304 


814 


M37583 


Hs.119192 0 


3 


histone (H2AZ) mRNA, complete cds /cds=(1 06,492) 

/g 


592E5 


302 


814 


NMJ302106 


Hs.1 191 92 0 


7 


H2A histone famify, member Z (H2AFZ), mRNA fed 


54B1 


47 


1144 


AJ400717 


Hs.1 19252 0 


9 


TPT1 gene for translationally controlled tumo 


594H9 


609 


1013 


NM_000520 


Hs.1 19403 0 


1 


hexosaminidase A (alpha polypeptide) (HEXA), 


492D9 


30 


272 


NM_001004 


Hs.119500 1.00E-135 


2 


ribosomal protein, large P2 (RPLP2), mRNA /cd 


59H8 


14 


1890 


NM_016091 


Hs.1 19503 0 


12 


HSPC025 (HSPC025), mRNA /cds={33, 1727) /gb=N 


525E3 


12 


446 


NM_006432 


Hs.1 19529 0 


2 


epididymal secretory protein (19.5kD) (HE1), 


166G7 


1323 


2293 


M88108 


Hs.1 19537 0 


3 


p62 mRNA, complete cds /cds={106,1437) 














/gb=M88108/g 


112D10 


1054 


1722 


NM_006559 


Hs.1 19537 0 




GAP-associated tyrosine phosphoprotein p62 


158E9 


847 


1273 


AL022326 


Hs.1 19598 0 


1 


DNA sequence from clone 333H23 on chromosome 














22q1 2.1-1 


161 H7 


738 


1272 


NMJ)00967 


Hs.1 19598 0 


1 


ribosomal protein L3 (RPL3), mRNA/cds=<6,1217 


168F8 


284 


778 


M34671 


Hs.1 19663 0 


1 


lymphocytic antigen CD59/MEM43 mRNA, complete 














cds /c 


585C9 


285 


783 


NMJ)00611 


Hs, 119563 0 


1 


CD59 antigen p 18-20 (antigen identified by mo 


143G12 


753 


1329 


AK023975 


Hs.1 19908 0 




FU13913fis, clone Y79AA1 000231 . highly 


55D12 


1107 


1365 


NMJ>15934 


Hs.119908 1.00E-119 


1 


nucleolar protein NOP5/NOP58 (NOP5/NOP58), m 


467E7 


37 


419 


AI492066 


Hs.1 19923 0 


1 


tg12b03,x1 CDNA, 3' end /clone=IMAGE:21 08525 


462C10 


2669 


3025 


NMJ)12318 


Hs.120165 0 


1 


leucine zipper-EF-hand containing transmembr 


4/ or 11 




lUUD 








UUIN/A. "LJi i*f I <J lid, UUI lc vvLU'+U Ju / UUa*-\ 1 JO, f 


98E11 


211 


458 


AW081455 


Hs.120219 1.00E-114 




xc31c07.x1 cDNA, 3' end /clone=lMAGE:2585868 


471 C8 


60 


301 


NMJH4487 


Hs.120766 1.00E-120 


1 


nucleolar cysteine-rich protein (HSA8591), m 


134C4 


284 


529 


AK000470 


Hs.1 20769 9.00E-98 




CUNA FLJ20463 TIS, Clone KAT06143 














/cds=UNKNOWN 


469C10 


1 


441 


AA677952 


Hs. 120891 0 




2i14a06.s1 cDNA, 3 end /cloneHMAtj»t.4o07oo / 


60C9 


1022 


1615 


AB011421 


Hs.120996 0 


! 


for DRAK2, complete cds /cds=(261,1379) / 


4S1A7 


738 


1274 


NMJ)14205 


Hs. 121 025 0 


1 


chromosome 11 open reading frame 5 (C110RF5), m 


104A4 


557 


1942 


D89974 


Hs.121102 0 


4 


for glycosylphosphatidyl inositol-ancho 


196C9 


557 


1463 


NMJD04665 


Hs.121102 0 


9 


vanin 2 (VNN2), mRNA /cds=(11 ,1573) /gb=NM_004 


467F4 


4 


328 


AW972196 


Hs.121210 1.00E-162 


1 


EST384285 CDNA /gb=AW972196 /gi=8162042 /ug= 


537A12 


224 


367 


AW975541 


Hs.121572 1.00E-62 


1 


EST387650 cDNA /gb=AW975541 /gi=81 66755 /ug* 


36G5 


13 


604 


AL008729 


Hs.121591 0 


1 


DNA sequence from PAC 257A7 on chromosome 














6p24. Contai 


454C1 


120 


413 


AA772692 


Hs.121709 1.00E-120 


1 


ai35b09.s1 cDNA, 3* end /clone=1 358969 /clone 
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35EZ 


411 


821 


AK025556 


Hs.121849 0 


1 


FU21903 fis, clone HEP03579 /cds={84,46 


196A6 


411 


1113 


NM_022818 


Hs.121849 0 


1 


Microtubule-associated proteins 1A and 1B, I 


471 G2 


176 


333 


AW469546 


Hs.122116 2.00E-64 


1 


hd19e09.x1 cDNA, 3* end /clone=IMAGE:2909992 


462F5 


218 


611 


BF677944 


Hs.122406 1.00E-166 


1 


602084766F1 cDNA, 5* end /clone=IMAGE:4248905 


465A6 


376 


478 


AV762642 


Hs.122431 2.00E-28 


1 


AV762642 cDNA, 5' end /clone=MDSEMB08 fclone_ 


467G10 


603 


803 


AL040371 


Hs.122487 9.00E-96 


1 


DKFZp434P0213_r1 cDNA, 5* end /ctone=DKFZp434 


4b0O12 


ec 
DO 


2cU 


flicn/iOQ 
AloU4b/y 


nS.122o4o o.UUt-oo 


1 


tcolgOo.xi CDNA, o end /clone^lMAGE .2072596 


98H6 


442 


691 


AI081246 


Hs.122983 5.00E-78 


1 


oy57b06.x1 cDNA, 3' end /clone=IMAGE:1 570867 


52B4 


123 


236 


BE676541 


Hs.123254 8.00E-46 


1 


7f31g03.x1 cDNA, 3' end /clone*! MAGE: 3296308 


128C7 


4875 


5186 


AB020631 


Hs.123654 1.00E-131 


1 


mRNA for KIAA0824 protein, partial cds /cds=(0 


184B5 


594 


1187 


AL1 09865 


Hs.124186 0 


1 


DNA sequence from clone GS1-120K12 on 














chromosome 1q25 


10SA6 


1135 


1456 


AK026776 


Hs. 124292 9.00E-99 


1 


FU23123 fis, clone LNG08039 /cds=UNKNOW 


525G12 


314 


503 


BF995704 


Hs. 124344 1.00E-72 


1 


MR1-GN01 73-071 100-C09-g1 0 cDNA /gb=BF995704 


466C3 


120 


496 


AA831838 


Hs. 124391 1.00E-172 


1 


oc85h06.s1 cDNA, 3' end /clone=!MAGE:1 356539 


48G4 




568 


AA203497 


Hs 124601 0 

14 3. 1 <C- ^V-/V 1 V/ 




7*58005 rl rDNA 5' f»nH /rlonp=IMAOF*44R744 / 


517G2 


577 


756 


AA858297 


Hs. 124675 3.00E-61 


1 


Ob13b08.s1 cDNA, 3' end /clone= IMAGE: 1323543 


107H3 


913 


1220 


AK023013 


Hs.124762 1.00E-174 


1 


FLJ12951 fis, clone NT2RP2005457, highly 


473A7 


729 


929 


NM_019062 


Hs. 124835 4.00E-82 


1 


hypothetical protein (FLJ20225), mRNA /cds=( 


108D12 


3225 


3531 


AF023142 


Hs.125134 1.00E-142 


2 


pre-mRNA splicing SR protein rA4 mRNA, partial 


463E11 


158 


519 


AI380443 


Hs. 125608 0 


1 


tg02f04.x1 cDNA, 3' end /clone=IMAGE:2107515 


104F6 


1581 


2028 


NM_019853 


Hs. 125682 0 


1 


protein phosphatase 4 regulatory subunit 2 (P 


462A5 


5 


282 


AW975851 


Hs.125815 1.00E-149 


1 


EST387960 cDNA /gb=AW975851 /gi=81 67072 /ug= 


462B1 


534 


702 


AI378032 


Hs.125892 1.00E-69 


1 


te67g08.x1 cDNA, 3 T end /clone=IMAGE:2091806 


A 04 AC 


3074 


o494 


AdU2897o 


HS. 126084 1.0DE-174 


1 


mRNA for KIAA1055 protein, partial cds /cds=(0 


171G12 


94 


1240 


M15330 


Hs.1 26256 0 


7 


interleukin 1-beta (IL1B) mRNA, complete cds 














/cds=(86 


183D12 


100 


1275 


NM_000576 


Hs. 126256 0 


9 


interleukin 1, beta (IL1B), mRNA /cds=(86,895) 


458B2 


6 


415 


AI393205 


Hs.126265 0 


1 


tg14b07.x1 CDNA, 3* end /clone=IMAGE:21 08725 


102G6 


885 


1906 


AJ271684 


Hs. 126355 1.00E-171 


2 


for myeloid DAP12-associating lectin (MD 


463E4 


847 


1015 


NM_013252 


Hs. 126355 2.00E-89 


1 


C-type (calcium dependent, carbohydrate-reco 


167B2 


2468 


2721 


AF1 95514 


Hs.126550 1.00E-142 


1 


VPS4-2 ATPase (VPS42) mRNA, complete cds /cds= 


473D8 


19 


397 


BF445163 


Hs.1 26594 0 


1 


nad21di2.x1 cDNA, 3' end /clone=IMAGE:3365191 


143C9 


333 


551 


BE250027 


Hs. 126701 1.0DE-121 


1 


600943030F1 cDNA, 5' end /clone=IMAGE:2959639 


A~7A CAf\ 


oUb 


BAG. 


Ar\U2i5iy 


HS. 120707 Z.ODE-71 


A 
1 


cDNA FLJ1 1457 fis, clone HEMBA1001522 /cds=(t 


462B4 


159 


572 


NM_017762 


HS. 126721 0 


1 


hypothetical protean FLJ20313 (FLJ20313), mR 


41 D8 


1 


2519 


AK023275 


Hs.126925 0 


5 


FU13213 fis, clone NT2RP4001126, weakly 


463F5 


2 


563 


NM.014464 


Hs.127011 0 


1 


tubulointerstitial nephritis antigen (TIN-A 




2662 


2905 


AdU4b/bb 


HS.1 27270 l.U0c-13o 


1 


mRNA for KIAA1 545 protein, partial cds /cds=(0 


458F11 


15 


212 


BF508731 


Hs.127311 8.0QE-81 


1 


Ul-H-BI4-aoq-b-08-0-Ul.s1 cDNA, 3'end/clon 


462B3 


76 


389 


AW978753 


HS.127327 1.00E-133 


1 


EST390862 cDNA /gb=AW978753 /gi=8170D27 /ug= 




176 


787 


Aiu2o<ibr 


HS.1 27514 0 


1 


ow01d0o.x1 cDNA, 3 end fclone=lMAGE:1645547 


465G5 


181 


372 


AA953396 


Hs. 127557 6.00E-78 


1 


on63h10.s1 cDNA, 3' end /clone=IMAGE:15Sl411 


463E10 


11190 11634 


NMJ316239 


Hs.127561 0 


1 


unconventional myosin-1 5 (LOC51 168). mRNA /c 


476A9 


27 


216 


AW384918 


HS.127574 1.00E-101 


1 


PM1-HT0422-291 299-002-d01 cDNA /gb=AW38491 8 


111B10 


1825 


2463 


NM_014007 


Hs.1 27649 0 


1 


KIAA0414 protein (KIAA0414), mRNA /cds={1 132, 


499A7 


2134 


5198 


AF070674 


Hs.1 27799 0 


8 


inhibitor of apoptosis protein-1 (MJHC) mRNA, 


331 F5 


4 


460 


BF342439 


Hs.1 27863 0 


1 


602013944F1 cDNA, 5' end /clone=!MAGE:4 149562 


176A12 


796 


1351 


NM_022900 


Hs.1 28003 0 


1 


hypothetical protein FLJ21213 (FLJ21213), mR 


462B5 


1766 


1949 


' NM_014406 


Hs.128342 5.00E-82 


1 


potassium large conductance calcium-activate 
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4S7D5 


157 


279 


AI222805 


Hs.128530 6.00E-62 


1 


qp39cG7.x1 cDNA, 3' end /clone=IMAGE:1 925388 


465G3 


1 


529 


BE222032 


Hs.128575 0 


1 


hr61g11.x1 cDNA, 3* end /clone=IMAGE:31 33028 


4S7C7 


1172 


1726 


AF 118274 


Hs. 128740 0 


1 


DNb-5 mRNA, partial cds /ods=(0,1601) /gb=AF1 1 


175G11 


358 


724 


AL110151 


Hs.128797 0 


1 


mRNA; cDNA DKF2p586D0824 (from clone 














DKFZp586 


472A12 


402 


782 


BE745S45 


Hs.129135 1.00E-153 


1 


601578727F1 cDNA, 5* end /clone=IMAGE:3927535 


473C7 


46 


217 


BE67D584 


Hs.129192 3.00E-37 


1 


7e36h08.x1 cDNA, 3' end /c)one=lMAGE:3284607 


4S3G11 


7 


397 


AA746320 


Hs.129572 0 


1 


ob08f01.s1 cDNA, 3' end /clone=l MAGE: 1323097 


63D8 


18 


1167 


D13748 


Hs.129573 0 


4 


eukaryotic Initiation factor 4AI /cds={16,12 


57F3 


19 


1279 


NMJ3Q1416 


Hs.129673 0 


4 


eukaryotic translation initiation factor 4A, 


144G5 


1071 


1192 


AF064090 


Hs.129708 3.00E-62 


3 


ligand for herpesvirus entry mediator (HVEM-L) 


118A9 


2684 


3198 


AB046805 


Hs.129750 0 


1 


mRNA for KIAA1585 protein, partial cds /cds=(2 


<J Joy 


Ilia 






Me -ilClfrVO i r»f1P 170 
ns. \£.vOf£. I.UUE-lr£ 




rLJi4iJiio us, cione t /yMAiuuzoyy, ntgmy 


459D6 


376 


603 


D43968 


Hs.129914 1.00E-126 


1 


AML1 mRNA for AML1b protein (alternatively spliced 


590G11 


823 


1571 


NMJD03563 


Hs. 129951 0 


3 


pr 

speckle-type POZ protein (SPOP), mRNA /cds=(15 


591 C7 


68 


571 


NMJJ05243 


Hs.1 29953 0 


1 


Ewing sarcoma breakpoint region 1 (EWSR1), tra 


459F5 


579 


768 


AI763262 


Hs. 130059 1.00E-35 


1 


wi66c04.x1 cDNA, 3' end /clone=IMAGE:2398278 


479A10 


259 


448 


AI089359 


Hs.130232 1.00E-103 


1 


qb05h03.x1 cDNA, 3* end /clone=IMAGE:1695413 


451 G5 


193 


347 


AW898615 


Hs 130729 2 00E-S8 


1 




465B1 


373 


569 • 


AI347054 


Hs.130879 1.00E-76 


1 


qp60a04.x1 cDNA, 3' end /clone=!MAGE;1 927374 


453G3 


3212 


5430 


AJ404611 


Hs.130881 0 


2 


mRNA for B-celi lymphoma/leukaemia 1 1 A extra 


452C3 


48 


468 


AI421805 


Hs.1 31 067 0 


1 


tf44h11.x1 cDNA, 3* end /clone=IMAGE:2D991D9 




39 


491 




no. to \j 


o 


uuiLjuif lui-cyiuoi jfui v lauuciaSc ujnainy pro 


4S9G10 


189 


361 


AI024984 


Hs.131580 1.00E-81 


1 


ov39d11.x1 cDNA, 3' end /clone=l MAGE: 1639701 


458B7 


169 


659 


AW978870 


Hs.131828 0 


1 


EST390979 cDNA /gb=AW978870 /gi=8170147 /ug= 




1 
1 


nnn 
ouu 


nr i / O/ uo 




1 


r-uox proxein rtsAn mr\rNrt, partial cas /cos— (V, 


58C10 


4188 


4313 


NM_014913 


Hs.1 31 91 5 2.00E-65 


1 


KIAA0863 protein (KIAA0863) t mRNA /cds=(185,3 


117H2 


282 


569 


NMJJ03608 


Hs.131924 1.00E-143 


1 


G protein-coupled receptor 65 (GPR65), mRNA / 


4S2D11 


441 


683 


AW976422 


Hs.132064 1.00E-118 


1 


EST388531 cDNA /gb=AW976422 /gi=8167649 /ug= 


586F11 


161 


1094 


NMJJ17B30 


Hs.1 32071 0 


2 


hypothetical protein FU20455 (FU20455), mR 


466A8 


118 


224 


AI042377 


Hs.132156 2.00E-44 


1 


ox62c03.x1 cDNA, 3' end /clone= IMAGE: 1660900 


472F6 


979 


1431 


AK022463 


Hs.1 32221 0 


1 


cDNA FU12401 fis, clone MAMMA1 002796 /cds=^(3, 


462E4 


19 


567 


AI031656 


Hs.1 32237 0 


1 


0w48e06jc1 cDNA, 3' end /clone=IMAGE:1 650082 


462E2 • 


4 


539 


AI829569 


Hs.1 32238 0 


1 


Wf28e02jc1 cDNA, 3' end /clone=lMAGE: 2356922 


4G1H9 


453 


618 


BG037042 


Hs.1 32555 4.00E-57 


1 


60228831 1F1 cDNA, 5* end /clone=IMAGE:4374122 


467D10 


4518 


4689 


AK024449 


Hs.1 32569 2.00E-55 


1 


mRNA for FLJ00041 protein, partial cds /cds=(0 


463H7 


162 


438 


AI346336 


Hs.132594 1.0QE-132 


1 


qp50b04.x1 cDNA, 3* end /clone=IMAGE:1926415 


592B8 


2415 


2957 


NM_005337 


Hs.1 32834 0 


1 


hematopoietic protein 1 (HEM1), mRNA/cds=(158 


70H2 


6370 


6718 


AF047033 


Hs.132904 1.00E-175 


1 


sodium bicarbonate cotransporter 3 (SLC4A7) m 




1 lot 




AL i^19oO 


nS.l3290o C 


4 


DNA sequence from clone RP11-404F10 on 














chromosome 1q2 


123C10 


1323 


A C7A 


tin* e\A cn^A 

NMJJ15071 


Hs.1 32942 1.00E-138 


1 


GTPase regulator associated with the focal adh 


121B10 


92 


503 


AA504269 


Hs. 133032 0 


1 


aa6lc09.s1 cDNA, 3* end /clone=IMAGE:825424 / 


171A12 


696 


909 


AL050035 


Hs.133130 6.00E-83 


1 


mRNA; cDNA DKFZp566H0124 (from clone 














DKFZp566 


463B5 


123 


449 


AI051673 


Hs.133175 1.00E-176 


1 


oy77g06.x1 cDNA, 3* end /clone=l MAGE: 167 1898 


463B? 


966 


1103 


AL044498 


Hs.1 33262 3.00E-46 


1 


DKF2p434l082_s1 cDNA, 3' end /clone=DKFZp434l 


463B8 ■ 


1 


322 


AV661783 


Hs.1 33333 1.00E-176 


1 


AV651783 cDNA, 3' end /cione=GLCGXE12 /c)one_ 


463A10 


431 


694 


AW966876 


Hs.133543 1.00E-110 


1 


EST378950 cDNA /gb=AW966876 /gi=81 5671 2 /ug= 


464B10 


63 


547 


BF965766 


Hs.1 33864 0 


1 


602276890F1 cDNA, 5' end /c!one=IMAGE:4364495 
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460C6 


454 


653 


AW009671 


Hs. 134272 8.00E-70 


1 


ws85g09.x1 cDNA, 3' end /clone=IMAGE:2504800 


459C12 


3337 


3745 


AJ278245 


Hs. 134342 1.00E-121 


1 


mRNA for LanC-like protein 2 (Iancl2 gene) /cds 


462G1 


33 


454 


AI074016 


Hs. 134473 0 


1 


oy66g02.x1 cDNA, 3' end /clone=l MAGE: 1670834 


462G6 


260 


597 


BE676210 


Hs. 134648 1.00E-156 


1 


7f25c05.x1 cDNA, 3' end /c!one=IMAGE:3295688 


toon i <c 


U\JsJ 


fiRO 
ODZ. 




ns. io4ozy o.uut-DO 


i 


av fVOHo \ cuw\, o end /cione-AUDDYruz 


148H11 


16 


474 


BE786820 


Hs. 135056 0 


1 


601477630F1 5' end /clone=IMAGE:3880471 


462E1 


139 


487 


BF1 09873 


Hs.1 35106 0 


1 


7l70e11.x1 cDNA, 3' end /c!one=IMAGE:3526772 


147E6 


11 


364 


AV712376 


Hs. 135167 0 


2 


AV712376 cDNA, 5' end /clone=DCAAND12 /clone_ 


465B4 


1993 


2237 


AJ271326 


Hs.135187 1.00E-92 


1 


mRNA for unc-93 related protein (UNC93 gene) / 


463B4 


185 


352 


AI051664 


Hs.135339 4.00E-48 


1 


oy77f06.x1 cDNA, 3' end /clone=IMAGE:1671B75 


478H4 


2126 


2458 


AK024921 


Hs. 135570 1.00E-170 


1 


cDNA: FLJ21268 fis, clone COL0171 8 /cds=UNKNOW 


148B6 


119 


444 


AI004582 


Hs. 135764 3.00E-82 


8 


ou04a11.x1 3' end /clone=IMAGE: 1625276 


598E9 


1948 


2184 


NMJ522117 


Hs. 1361 64 3.00E-93 


1 


cutaneous T-cell lymphoma-associated tumor a 


514C10 


398 


840 


AL049597 


Hs. 136309 0 


2 


DNA sequence from clone RP4-612B15 on 














chromosome 1p22 


461 C6 


18 


219 


BF513274 


Hs.136375 1.00E-101 


1 


UI-H-BW1-amo-d-11-0-Ul.s1 cDNA, 3' end /clon 


482E4 


291 


699 


BF526066 


Hs.136537 1.00E-142 


1 


602071 176F1 cDNA, 5' end /clone=l MAG E:42 14059 



461 G7 


43 


466 


NM.01 3378 


Hs.136713 0 


1 


pre-B lymphocyte gene 3 (VPREB3), mRNA /cds=(4 


119B10 


10 


677 


NM_013269 


Hs. 136748 0 


2 


tectin-like NK cell receptor (LLT1), mRNA /cd 


462A10 


1233 


1727 


AK024426 


Hs.1 37354 0 


1 


mRNA for FU00015 protein, partial cds /cds=(3 


A 1 CO 




OUUU 




HS.1o7o4o 1.U0E-156 


1 


for MAX.3 cell surface antigen /cds=(44,10 


74E8 


16 


2000 


D10923 


HS.137555 0 


15 


HM74 /cds=(60,1 223) /gb=D10923 /gi=21 9866 / 


58D10 


8 


2000 


NMJD05018 


Hs.1 37555 0 


9 


putative chemokine receptor; GTP-binding pro 


120E2 


210 


814 


NM_002027 


Hs. 138381 0 


1 


farnesyltransferase, CAAX box, alpha (FNTA), 


168E12 


1953 


2522 


D38524 


Hs.1 38593 0 


1 


5-nucieotidase /cds=(83,1768) /gb=D38524 


178F7 


573 


824 


NM_006413 


Hs.1 39120 1.00E-115 


1 


ribonuclease P (30kD) (RPP30), mRNA /cds=(27,8 


473D1 


1635 


1767 


AL049942 


Hs.1 39240 6.00E-50 


1 


mRNA; cDNA DKFZp564F1422 (from clone 














DKFZp564F 


188A8 


924 


1038 


NMJ>17523 


Hs.1 39262 1.C0E-56 


2 


X!AP associated factor-1 (HSX1APAF1), mRNA /c 


168F7 


933 


1038 


X99699 


Hs.1 39262 1.00E-53 


1 


for XIAP associated factor-1 /cds=(0 s 953) f 


181B10 


1556 


2517 


NMJJ05816 


Hs.142023 0 


3 


T cell activation, increased late expression ( 


514E7 


2052 


2339 


NMJ)03150 


Hs.1 42258 1.00E-114 


1 


signal transducer and activator of transcripti 


196C7 


355 


524 


NMJJ16123 


Hs.1 42295 9.00E-92 


1 


putative protein kinase NY-REN-64 antigen (LO 


585B10 


3261 


3465 


AK023129 


Hs. 142442 1.00E-100 


1 


cDNA FLJ13067 fis, clone NT2RP3001712, highly 


458F2 


283 


413 


BE293343 


Hs.142737 3.00E-68 


1 


601143756F1 cDNA, 5' end /clone=!MAGE:3051493 


134C6 


289 


572 


BE686127 


Hs.1 42838 1.00E-160 


1 


601 50991 2F1 cDNA, 5' end /clone=l MAG E:391 1451 


110A11 


345 


584 


AI1 25588 


Hs.1 43049 1.00E-102 


1 


qb94a06.x1 cDNA, 3' end /clone= IMAGE: 1707730 


472G7 


127 


452 


AW976331 


Hs.1 43254 0 


1 


EST383440 cDNA /gb=AW976331 /gi=81 67557 /ug= 


464G11 


425 


547 


AI357540 


Hs.143314 1.00E-56 


1 


qy15b06.x1 cDNA, 3 1 end /clone=)MAGE:2012051 


463F11 


257 


640 


BF446017 


Hs.1 43389 0 


1 


7p-18a11.x1 cDNA, 3' end /clone=IMAGE:3646004 


463H2 


107 


443 


AA825245 


Hs.143410 1.00E-151 


1 


oe59g09.s1 cDNA, 3' end /c!one=IMAGE: 141 5968 


48B7 


1 


3366 


NMJ)058t3 


Hs.1 43460 0 


2 


protein kinase C, nu (PRKCN), mRNA /cds=(555,32 


463C9 


290 


405 


AW173163 


Hs. 143525 5.00E-41 


1 


Xj84b08.x1 cDNA, 3' end /clone=IMAGE:2663895 


463C8 


330 


473 


AI095189 


Hs.143534 5.00E-57 


2 


oy83b06.s1 cDNA, 3' end /clone=IMAGE:1 672403 


464G5 


94 


189 


BG033028 


Hs.1 43554 1.00E-38 


1 


602300135F1 cDNA, 5' end /clone=IMAGE:4401776 


463D7 


120 


563 


NM_006777 


Hs.143604 0 


1 


Kaiso (ZNF-kaiso), mRNA /cds=(0,2018) /gb^NM 


471 A10 


132 


586 


AK026372 


Hs.143631 0 


1 


cDNA: FLJ22719 Hs, clone HSJ14307/cds=UNKNOW 


74G2 


5129 


5285 


AF073310 


Hs.143648 2.00E-79 


2 


insulin receptor substrate-2 (IRS2) mRNA, com 


471 G11 


7 


320 


AI568622 


Hs.1 43951 1.00E-154 


2 


tn41e10.x1 cDNA, 3' end /clone=IMAGE:2170218 


478H12 


963 


1532 


NM.018270 


Hs.1 43954 0 


1 


hypothetical protein FLJ10914 (FU10914), mR 


462G3 


100 


529 


AI074020 


Hs.144114 0 


1 


oy66g06.x1 cDNA, 3' end /clone=l MAGE: 1670842 


463C1 


52 


151 


AI090305 


Hs.144119 1.00E-42 


1 


oy81b01.s1 cDNA, 3' end /cione=l MAGE: 1672201 
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472H8 


157 


485 


BF509758 


Hs. 144265 1.00E-178 


1 


UI-H-BI4-apg-d-04-0-Ul.s1 cDNA, 3' end /clon 


166E1 


23 


443 


D63874 


Hs. 144321 0 


1 


HMG-1 , complete cds /cds=(76,723) /gb=D63874 


145G8 


125 


1606 


NM_018548 


Hs.144477 0 


2 


hypothetical protein PR02975 (PR02975), mRNA 


191H8 


46 


624 


BF036686 


Hs. 144559 0 


1 


601459771 F1 cDNA, 5' end /clone=IMAGE:3863248 


151B1 


1983 


2561 


M93651 


Hs.1 45279 0 


2 


set gene, complete cds /cds=(3,836) /gb=M93651 
/gl=33 


514B2 


115 


1583 


NM_00301 1 


Hs. 145279 0 


4 


SET translocation (myeloid leukemia-associat 


596D4 


89 


734 


AA631938 


Hs. 145668 0 


8 


frnfcS cDNA /clone=CR6-21 /gb=AA631938 /gi=25 


492B3 


512 


2226 


NMJ504902 


Hs. 145696 0 


2 


splicing factor (CC1.3) (CC1 .3), mRNA /cds-(14 


192E4 


1483 


1837 


AF246126 


Hs. 145956 0 


1 


zinc finger protein mRNA, complete cds /cds=(1 


480B9 


1094 


1426 


AL136874 


Hs. 1 46037 1.00E-1 11 


1 


mRNA; cDNA DKFZp434C1 35 (from clone 














DKFZp434C1 


49H1 


1761 


2182 


NM_022894 


Hs.146123 0 


1 


hypothetical protein FLJ12972 (FLJ12972), mR 


129C6 


517 


603 


BE220959 


Hs.146215 6.00E-21 


1 


hu02b06.x1 cDNA, 3' end /clone=lMAGE:31 65395 


583D9 


249 


646 


NMJXJ3641 


Hs. 146360 0 


1 


interferon induced transmembrane protein 1 ( 


5S9D9 


125 


1866 


NMJ)02139 


Hs. 146381 0 


5 


RNA binding motif protein, X chromosome (RBMX) 


68H11 


122 


1567 


Z23064 


Hs. 146381 0 


2 


mRNA gene for hnRNP G protein /cds=(1 1 ,1 1 86) Igb 


174A8 


461 


1008 


NrvH)04757 


■ 1 — A AC Ar\A P\ 

Hs. 146401 0 


1 


small inducible cytokine subfamily E, member 1 


171A6 


461 


686 


■ i<t n<t 4 *7 
U1U11 / 


nS.14o4Ul lAJUfc-iUU 


A 
\ 


endothelial-monocyte activating polypeptide H mRN 


465C4 


53 


342 


All 41 004 


HS. 146627 3.0UC-89 


1 


oyooiuZ.xi cuna, o end /cione-JMAuc:.io7iuQ3 


190H7 


1306 


3107 


AB033079 


HS. 146668 0 


3 


mRNA for KIAA120O protein, partial cds /cds~(Q 


102fc9 


412 


1022 


a erne a a o~7 

Ar 054 187 


HS. 146763 0 


3 


alpha nag mRNA, complete cds /cds-(o09,9oo) /g 


17SB1 


364 


843 


D16481 


[_!_ A ACQ*. O A 

nS.14oolZ 0 


A 
\ 


mitochondria! 3-ketoacyl-CoA thiolas 


126H12 


1 


358 


KIM aaaiI no 

NM_U0Q1o3 


II A AC04 O ft 

HS. 14681 2 0 


A 
1 


hydroxyacyl-Coenzyme A dehydrogenase/3-keto 


476C9 


20 


249 


Al 187423 


ns. 147040 1.00c-12o 


2 


aT3id04Jci cona, o ena /ClCne-IIVlAGc.17o 1623 


70H11 


47 


1593 


AF272148 


Hs.147644 0 


7 


KRAB zinc finger protein (RITA) mRNA, complete 


51F1 


635 


1039 


NM_018555 


Hs. 147644 0 


3 


C2H2-Iike zinc finger protein (ZNF361), mRNA 


72H1 


948 


5026 


AF000982 


Hs. 14791 5 0 


7 


dead box, X isoform (DBX) mRNA, alternative tra 


37F10 


3128 


3652 


X63563 


Hs. 148027 0 


1 


RNA polymerase I1 140 kDa /cds=(43,3567) 


64C11 


163 


279 


AA908367 


Hs.148288 6.00E-29 


1 


og76c11.s1 cDNA, 3' end /clone=IMAGE:1454228 


463G2 


52 


473 


AI335004 


Hs.148558 0 


1 


tb21e09.x1 cDNA, 3' end /clone=IMAGE:2055016 


471 F8 


17 


463 


A1471866 


Hs.149095 0 


1 


ti67d04.x1 cDNA, 3' end /clone=IMAGE:21 37063 


169C12 


449 


1711 


L06132 


Hs 149155 0 


2 


voltaop-dpnendent anion ehannal isoform 1 A/DAC^ 
mRN 


189G6 


1353 


1711 


NM_003374 


Hs.149155 0 


5 


voltage-dependent anion channel 1 (VDAC1), mR 


481 E3 


501 


669 


NM 007022 


Hs. 149443 5.00E-84 


1 


putative tumor suppressor (101F6), mRNA /cds = 


'472B3 


'93 


182 


BF029894 


Hs.149595 6.00E-44 


1 


601557056F1 cDNA, 5' end /clone=IMAGE:3827172 


173D1 


3719 


3877 


AB037901 


Hs.149918 3.00E-83 


1 


GASC-1 mRNA, complete cds /cds=(150,3320) /gb 


153G12 


1429 


1787 


M31627 


Hs.149923 0 


2 


X box binding protein-1 (XBP-1) mRNA, complete cds 
/cd 


116B10 


1435 


1787 


NMJ)05080 


Hs.149923 1.00E-180 


1 


X-box binding protein 1 (XBP1), mRNA/cds=(12,7 


111G4 


480 


1891 


L12052 


Hs.150395 0 


2 


cAMP phosphodiesterase PDE7 (PDE7A1) mRNA, a 


461 D6 


1407 


1904 


NMJ500790 


Hs. 150403 0 


1 


dopa decarboxylase (aromatic L-amino acid dec 


73B3 


896 


1779 


AL050005 


Hs. 150580 0 


23 


cDNA DKFZp564A153 (from clone DKFZp564A1 


465G12 


1 


549 


AJ272212 


Hs.150601 0 


1 


mRNA for protein serine kinase (PSKH1 gene) /c 


140G12 


2 


195 


BF028489 


Hs 150675 1 00E-1QD 


1 
i 


601763692F1 cDNA 5' end /c!one=lMAGE- 3995950 


496E10 


17 


1686 


BC000167 


Hs. 151 001 0 


5 


clone IIVIAGE:2900671, mRNA, partial cds/cds= 


597G7 


623 


1488 


NMJJ05015 


Hs.151134 0 


2 


oxidase (cytochrome c) assembly Mike (OXA1L 


50C9 


1051 


1467 


X80695 


Hs.151134 0 


1 


OXA1 Hs mRNA /cds=(6,1 31 3) /gb=X80695 














/gi=6 19490 


125H7 


3154 


3957 


NMJ)01421 


Hs.151139 0 


3 


E74-like factor 4 (ets domain transcription fa 


111F2 


306 


638 


BG286500 


Hs.151239 1.Q0E-149 


1 


602382992F1 cDNA, 5' end /clone=IMAGE:4500527 


177A4 


9686 


10D35 


AF075587 


Hs.151411 0 


1 


protein associated with Myc mRNA, complete cds 


185C7 


6934 


13968 


NMJJ15057 


Hs.151411 0 


3 


KIAA0916 protein (KIAA0916), mRNA /cds=(146,1 


115E7 


3406 


4005 


NM_004124 


Hs.151413 0 


1 


glia maturation factor, beta (GMFB), mRNA /cds 
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182H7 


234 


833 


AF099032 


Hs. 151 461 0 


1 


embryonic ectoderm development protein short 


169C10 


4247 


4727 


U38847 


Hs.151518 0 


1 


TAR RNA loop binding protein (TRP-185) mRNA, 














complete 


167D6 


1013 


1197 


NM_002870 


Hs. 151 536 6.00E-83 


1 


RAB13, member RAS oncogene family (RAB13), mRN 


588G11 


1249 


1398 


AK023362 


Hs.151604 1.00E-157 


9 


cDNA FLJ13300 fis, clone OVARC1 001342, highly 


479G10 


1 


277 


NM_007210 


Hs. 151 678 1.00E-103 


1 


UDP-N-acetyl-alpha-D-galactosamine:polype 


178B7 


2664 


3033 


NMJ)04247 


Hs.151787 0 


4 


U5 snRNP-specific protein, 1 16 kD (U5-1 16KD), 


59A6 


382 


860 


D42054 


Hs.151791 0 


1 


K1AA0092 gene, complete cds /cds=(53,1477) / 


521 BB 


2017 


2205 


NMJ)14679 


Hs.151791 2.00E-93 


1 


KIAA0092 gene product (KIAA0092), mRNA/cds=( 


59C10 


37 


697 


AF070525 


Hs.151903 0 


5 


clone 24706 mRNA sequence /cds=UNKNOWN 














/gb=AF 


519A7 


165 


686 


NMJJ05792 


Hs.1 52720 0 


1 


M-phase phosphoprotein 6 (MPHOSPH6), mRNA/c 


481 E11 


3990 


4280 


NM_005154 


Hs. 15281 8 1.00E-135 


1 


ubiquitin specific protease 8 (USP8), mRNA /cd 


110F2 


1210 


1841 


L25931 


Hs.1 52931 0 


2 


lam in B receptor (LBR) mRNA, complete cds 














/cds=(75,192 


516F8 


1217 


1708 


NMJ)02296 


Hs. 152931 0 


1 


lamin B receptor (LBR>, mRNA /cds=(75,1 922) /g 


462B2 


93 


2385 


AF244129 


Hs.1 53042 0 


2 


cell-surface molecule Ly-9 mRNA, complete cds 


41 F4 


617 


905 


X14046 


Hs.1 53053 1.00E-162 


1 


leukocyte antigen CD37 /cds=(63,908) /gb=X14 


462G8 


2312 


2843 


AF311312 


Hs.1 53057 0 


1 


Infertility-related sperm protein mRNA, comp 


142H5 


17 


221 


M94856 


Hs.1 53179 1.00E-92 


1 


fatty acid binding protein homologue (PA-FABP) 














mRNA, 


4B6G9 


3 


431 


NMJD01444 


Hs.1 531 79 0 


1 


fatty acid binding protein 5 (psoriasls-associ 


40A1 


2158 


2716 


X79201 


Hs.1 53221 0 


1 


SYT/cds=(3,1178) /gb=X79201 /gi=531105 


101D9 


1524 


2060 


AB014601 


Hs.1 53293 0 


1 


for KIAA0701 protein, partial cds /cds=(0 


460F10 


1457 


6107 


AB032972 


Hs. 153489 0 


2 


mRNA for KIAA1 146 protein, partial cds /cds=(0 


106A5 


445 


547 


A1761622 


Hs.1 53523 2.00E-37 


1 


wg66f05.x1 cDNA, 3' end /clone=IMAGE:2370081 


482A6 


49 


369 


AI859076 


Hs.1 53551 1.00E-106 


1 


Wl33b04.x1 cDNA, 3' end /clone=IMAGE:2426671 


589B2 


1054 


1556 


AF261091 


Hs.1 53612 0 


1 


iron inhibited ABC transporter 2 mRNA, complet 


57A3 


1586 


1757 


NM_D04073 


Hs.1 53640 9.00E-87 


1 


cytokine-inducible kinase (CNK), mRNA /cds=(3 


466H3 


2 


257 


NM 003866 


Hs 1*5^687 1 0OF-1V* 


1 


iijubuoi poiypnospnaie-*4--pnospnaiase, type 


483B6 


3337 


3544 


NMJ)02526 


Hs.1 53952 2.00E-72 


1 


5' nucleotidase (CD73) (NT5), mRNA /cds=(49,17 


41 F1 


2749 


3371 


. X55740 


Hs.1 53952 0 


1 


placental cDNA coding for 5'nucleotidase (EC 3.1.3.5) 


44C3 


1319 


1574 


X82206 


Hs.1 53961 1.00E-130 


1 


alpha-centractin /cds=(66,1 1 96) /gb=X8 


64F12 


2578 


2713 


NM_022790 


Hs.1 54057 1.00E-26 


1 


matrix metalloproteinase 19 (MMP19), transcri 


72E11 


.1886 


2717 


U38320 


Hs.154057 0 


15 


done rasi-3 matrix metalloproteinase RASI-1 


165H12 


414 


663 


AW970S76 


HS.1 54172 2.00E-22 


1 


EST382759 cDNA 7gb=AW970676 /gt=81 60521 /ug= 


37A4 


1151 


2746 


, M31210 


Hs.1 5421 0 0 


2 


endothelial differentiation protein (edg-1) gene mR 


597F4 


1125 


2395 


NM__001400 


Hs.1 54210 0 


11 


endothelial differentiation, sphingolipid G 


106F2 


24 


1657 


U22897 


Hs.1 54230 0 


2 


nuclear domain 10 protein <ndp52) mRNA, comple 


466E2 


116 


373 


AB023149 


Hs.1 54296 1.00E-131 


2 


mRNA for KIAA0932 protein, partial cds /cds=(0 


107F11 


1386 


1743 


AL1 17566 


Hs.1 54320 0 


1 


cDNA DKFZp566J164 (from clone DKFZp566J1 




4490 


4894 


UOOZfUf 


ns. iohoo^. u 


A 
\ 


is.i/v\u^i^ gene, complete cds /cds^ioo.zosi) / 


188D12 


5148 


5666 


NM_014674 


Hs.154332 0 


2 


KIAA0212 gene product (KIAA0212), mRNA /cds=( 


66A1 


88 


615 


M82882 


Hs.1 54365 0 


1 


cis-acting sequence /cds=UNKNOWN /gb=M82882 














/gi=180 


37C1 


4320 


4776 


AB028999 


Hs.1 54525 0 


1 


for KIAA1076 protein, partial cds /cds=(0 


98D2 


2317 


4907 


NMJW0104 


Hs.1 54654 0 


6 


cytochrome P450, subfamily I (dioxin-inducibl 


37C4 


4445 


4907 


U03688 


Hs.1 54654 0 


3 


dioxin-inducible cytochrome P450 (CYP1B1) mRNA, 


464A5 


1418 


2027 


NIV!J)06636 


Hs.1 54672 0 


3 


comp 

. methylene tetrahydrofolate dehydrogenase (N 


36C5 


615 


1689 


X16396 


Hs.1 54672 0 


7 


NAD-dependent methylene tetrahydrofolate d 


67C8 


1 


397 


. U85773 


Hs.1 54695 0 


1 


phosphomannomutase (PMM2) mRNA, complete cds 


525D3 


2084 


2533 


NMJ302651 


Hs.1 54846 0 


1 


/cds=( 

phosphatidylinositol 4-klnase, catalytic, b 


109A7 


1979 


3148 


D10040 


Hs.1 54890 0 


2 


for long-chain acyl-CoA synthetase, compl 


167F6 


1817 


3359 


NM_021122 


Hs.154890 0 


8 


fatty-acid-Coenzyme A ligase, long-chain 2 ( 
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132A1 


344 


793 


NM_021825 


Hs.1 54938 0 


1 


hypothetical protein MDS025 (MDS025), mRNA / 


104E2 


1254 


' 1752 


D87450 


Hs.1 54978 0 


1 


KIAA0261 gene, partial cds /cds=(0,3865) /gb 


o i i u 








ns. 1 OOU 1 f V 


-i 
i 


niir*lpsr rQmr\t/-\ r into raf*t inn nrnfpin 1 ^N(-?IP1 


595C6 


4067 


4531 


NMJW6526 


Hs. 155040 0 


2 


zinc finger protein 217 (ZNF217), mRNA /cds=(2 


105D4 


1768 


2418 


L42373 


Hs.1 55079 0 


1 


phosphatase 2A B56-alpha (PP2A) mRNA, complete 


174B7 


1768 


2320 


NM__006243 


Hs.1 55079 0 


1 


protein phosphatase 2, regulatory subunit B ( 


75G4 


920 


1775 


X59066 


Hs.155101 0 


2 


mitochondrial ATP synthase (F1-ATPase> alpha 


523G12 


20 


848 


NM_004681 


Hs.155103 0 


3 


eukaryotic translation initiation factor 1A, 


74D7 


292 


1094 


M16942 


Hs.1 551 22 0 


3 


MHC class II Hl_A-DRw53-associated glycoprotein 
beta- 


13704 


2500 


2822 


AL049761 


Hs.155140 1.00E-176 


1 


DNA sequence from done RP5-863C7 on 














chromosome 20p12 


471 B5 


908 


1168 


AK023379 


Hs.1 551 60 1.00E-141 


1 


cDNA FU13317 fis, clone OVARC1001577, highly 


176C9 


2104 


2835 


NM_QUooo4 


il- HCC470 f\ 


1 


adaptor-related protein complex 3, beta 1 sub 


99F5 


212 


671 


NM_005S42 


Hs.155188 0 


1 


TATA box binding protein (TBP)-associated fac 


166E9 


1215 


1637 


U 18062 


Hs.155188 0 


1 


TFIID subunit TAFII55 (TAFII55) mRNA, complete cds 
/c 


1 63A1 1 


60 


3052 


AL1 62086 


Hs.155191 0 


Q 
O 


cuNr\ uj\r^.p/o^rno/ (jrom cione ut\r ^pto^ni 


71 E4 


44 


558 


NMJ303379 


Hs.155191 1.00E-175 


4 


villin 2 (ezrin) (VIL2), mRNA /cds=(1 17,1877) 


145D8 


2135 


2659 


L47345 


Hs.1 55202 0 


1 


efongin A mRNA, complete cds /cds=(32,2350) /g 


477H9 


357 


2812 


NM__014570 


Hs.1 55291 0 


2 


KIAA0005 gene product (KIAA0005), mRNA /cds=( 


58D8 


38 


336 


NM_000518 


Hs.155376 1.00E-100 


1 


hemoglobin, beta (HBB), mRNA /cds=(50, 493) /g 


48F11 


576 


2131 


NM_006164 


Hs.1 55396 0 


2 


nuclear factor (erythroid-denved 2)-like 2 


65G11 


426 


1179 


S74017 


Hs.1 55396 0 


1 


Nrf2=NF-E2-like basic leucine zipper transcriptional 
act 


480G12 


852 


1246 


NMJ)01352 


Hs.1 55402 0 


1 


D site of albumin promoter (albumin D-box) bind 


132B12 


245 


592 


NM_0D6899 


Hs.155410 0 


1 


isocitrste dehydrogenase 3 (NAD+) beta (IDH3B 


599C9 


3188 


3487 


NMJ321643 


Hs.1 55418 1.00E-163 


1 


GS3955 protein (GS3955), mRNA /cds=(1 225,2256 


68H2 


563 


1749 


AF037448 


Hs.1 55489 0 


2 


RRM RNA binding protein Gry-rbp (GRY-RBP) mRNA 


173F6 


1243 


1811 


AF208043 


Hs.1 55530 0 


2 


IFI16b (IFI16b) mRNA, complete cds /cds=(264,2 


1 / UDj 


i UD i 






no. t jjato i.uuc-io3 




nrnteasome fiubunit o4D / Mov34 orotein como 


59QE9 


494 


1323 


NM_002811 


Hs. 155543 0 


2 


proteasome (prosome, macropain) 26S subunit, 


522D11 


1463 


1710 


AB029003 


Hs.155546 1.00E-138 


2 


mRNA for KIAA1080 protein, partial cds /cds=(0 


587A8 


3514 


3923 


NMJ501746 


Hs.1 55560 0 


1 


calnexin (CANX), mRNA /cds=(89,1867) /gb=NM_0 


39A6 


830 


1474 


D63878 


Hs.1 55595 0 


1 


KIAA0158 gene, complete cds /cds=(258,1343) 


lb/ho 


745 


2735 


KlhA nr\AAf\A 
Nivl_J UW4U4 


ns.iDooyo u 




r\Aiiro1 nrn^i \rc?r\t poll avn^oeefi^ Hii\/alr»nmflr>f'a 

neuidi precursor csn c^prebseu, ut?vciiuprric»iici 


106E10 


1922 


2340 


U15173 


Hs.1 55596 1.00E-179 


2 


BCL2/adenovirus E1B 1 9kD-interacting protein 


524A8 


1639 


2229 


NM_014666 


Hs.1 55623 0 


1 


KIAA0171 gene product (KIAA0171), mRNA/cds=( 


166DS 


12177 12974 


U47077 


Hs.1 55637 0 


3 


DNA-dependent protein kinase catalytic subuni 


488A10 


1961 


2426 


NMJ)02827 


Hs.1 55894 0 


3 


protein tyrosine phosphatase, non-receptor t 


65D6 


696 


1107 


S68271 


Hs.1 55924 0 


3 


cyclic AMP-responsive element modulator (CRE 


113E8 


682 


1435 


NMJ304054 


Hs.1 55935 0 


1 


complement component 3a receptor 1 (C3AR1), mR 


105F10 


119 


1591 


U62027 


Hs.155935 0 


3 


anaphylatoxin C3a receptor (HNFAG09) mRNA, 














complete 


111C1 


4122 


4779 


NWL005541 


Hs.1 55939 0 


5 


inositol polyphosphate-5-phosphatase, l45kD 


40A9 


1727 


2300 


D76444 


Hs 1 55968 0 


1 


hkf-1 mRNA comolete cds /cds=(922 2979) /ab= 


124F1 


1464 


2121 


NWL0Q5567 


Hs.1 55968 0 


1 


zinc finger protein homologous to Zfp103 in mo 


481E12 


2237 


2691 


NWL00358S 


Hs.1 55976 0 


1 


cullin 4B (CUL4B), mRNA /cds=(78,2231) /gb=NM 


109H3 


36 


440 


NMJE0414 


Hs.155986 0 


1 


DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 


193B10 


1103 


1892 


AK024974 


Hs.156110 1.00E-180 


5 


cDNA: FLJ21321 fis, clone COL02335, highly sim 


463H5 


26 


149 


AI337347 


Hs.156339 5.00E-57 


1 


tb98e10.x1 cDNA, 3* end /clone=IMAGE:2062410 


107H5 


34 


253 


AI146787 


Hs.1 56601 7.00E-93 


1 


qb83f02.x1 cDNA, 3' end /cIone=IIVlAGE: 17067 15 


517E8 


209 


822 


NMJM5646 


Hs.1 56764 0 


3 


RAP1B, member of RAS oncogene family (RAP1 B), 


478H11 


456 


758 


NMJ305819 


Hs.157144 1.00E-172 


1 


syntaxin 6 (STX6), mRNA /cds=(0,767) /gb=NM_0 
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463G12 


44 


283 


AI351144 


Hs 157213 3 00F-95 


1 
i 


iv. A I \j\-J I Vi, \i GHU J OIL/I I C II V J/AOC I 3 t tO*r33 


520A2 


2359 


2555 


BC001913 


Hs. 157236 1.00E-95 


2 


Similar to membrane protein of cholinergic sy 


473A8 


2944 


3570 


AK026394 


Hs. 157240 0 


1 


cDNA: FLJ22741 fls, clone HUV00774 














/cds=UNKNOW 


464D5 


433 


601 


AW207701 


Hs. 15731 5 8.00E-37 


1 


UI-H-BI2~age-e-03-0-Ul.s1 cDNA, 3' end /clon 


464B8 


288 


633 


BF184881 


Hs. 157396 2.00E-99 


1 


601843756F1 cDNA, 5' end /clone=IMAGE:4064508 


463A6 


225 


554 


AW976630 


Hs. 157447 1.00E-169 


1 


EST388739 cDNA /gb=AW976630 /gi=81 67861 /ug= 


464G10 


423 


661 


AI356405 


Hs. 157556 1.00E-103 


1 


qz26g04.x1 cDNA, 3' end /clone=IMAGE:2028054 


464H3 


396 


642 


Al 568755 


Hs. 157564 1.0QE-123 


1 


th1 5f03 x1 cDNA 3' end /clone=IMAGE*21 18365 


466C1 


110 


384 


A1760026 


Hs. 157569 1.00E-135 


1 


wh83c05.xi cDNA, 3' end /clone=IMAGE:2387336 


465A2 


11 


178 


AIB23541 


Hs. 157710 1.00E-79 


1 


wh55c11.x1 cDNA, 3' end /clone=IMAGE:2384660 


464A8 


2000 


2248 


AK023779 


Hs. 157777 1.00E-134 


1 


cDNA FU13717 fls, clone PLACE2000425 /cds^UNK 


464G1 


122 


447 


AI361761 


Hs. 15781 3 1.00E-163 


2 


qz19a07.x1 cDNA t 3' end /clone= IMAGE: 202 1940 


464G7 


293 


395 


AI361849 


HS.157815 4.00E-30 


1 


qz19h11.x1 cDNA, 3' end /clone=IMAGE:2022021 


145B8 


238 


598 


BF303931 


Hs. 157850 1.00E-179 


3 


601886564F2 cDNA, 5' end /clone=IMAGE:41 20574 


115D1 


111 


712 


NMJ000661 


Hs. 157850 1.00E-159 


2 


ribosomal protein L9 (RPL9), mRNA /cds=(29,607 


102F8 


4161 


4818 


AB023198 


Hs. 1581 35 0 


1 


for KIAA0981 protein, partial cds /cds=(0 


597H12 


1253 


2625 


NMJ30Q593 


Hs.158164 0 


5 


ATP-binding cassette, sub-family B (MDR/TAP), 


465A3 


172 


342 


T78173 


Hs. 158 193 5.00E-64 


1 


yd79c05.r1 cDNA, 5' end /done-IMAGE:1 14440 / 


465H8 


740 


1171 


NM.006354 


Hs. 1581 96 1.00E-149 


1 


transcriptional adaptor 3 (ADA3, yeast homolo 


59H12 


1646 


6883 


NM_002313 


Hs. 158203 0 


4 


actin-binding LIM protein (ABLIM), transcript 


464A2 


32 


549 


NM_004571 


Hs. 158225 0 


1 


PBX/knotted 1 hoemoboxl (PKNOX1 ), mRNA /cds={ 


124F12 


6603 


6907 


AB007915 


Hs. 158286 1.00E-172 


1 


mRNA for KIAA0446 protein, partial cds /cds={3 


519F5 


80 


268 


AH 99223 


Hs.1 58289 1.00E-86 


1 


q!47c06.x1 cDNA, 3' end /c!one=IMAGE: 1859626 


463F8 


33 


286 


BF433857 


Hs. 158501 1.00E-123 


1 


7q71b07.x1 cDNA /clone=IMAGE /gb=BF433857 /g 


137A8 


204 


452 


AI370965 


Hs. 158653 5.00E-32 


1 


ta29b1 1.x1 cDNA, 3' end /clone=IMAGE:2045469 


466A11 


1 


565 


BE676408 


Hs.158714 0 


1 


7f29b11.x1 cDNA, 3' end /clone=JMAGE:3296061 


73C2 


5 


396 


AW352008 


Hs. 158794 0 


1 


PM2-CT0265-21 1099-002-d04 /gb=AW362008 


465C6 


242 


433 


AI378113 


Hs. 158877 2.00E-95 


1 


tc80c12.x1 cDNA, 3' end /clone=IMAGE:2072470 


465C2 


29 


153 


AI378457 


Hs. 158894 4.00E-60 


2 


tc79d10.x1 cDNA, 3' end /cione=lMAGE:2072371 


465C10 


47 


442 


AI379953 


Hs. 158943 0 


1 


tc81a07.x1 cDNA, y end /c!one=IMAGE:2072532 


477B9 


151 


396 


AI380220 


Hs.158965 1.00E-109 


2 


tf94a04.x1 cDNA, 3' end /clone=IMAGE:21 06894 


477B10 


1 


414 


AI380236 


Hs. 158966 0 


2 


tf94b10.x1 cDNA, 3' end /done=IMAGE:21 06907 


466F8 


128 


233 


AJ380388 


Hs.158975 4.00E-30 


1 


tf96a03.x1 cDNA, 3' end /clone=IMAGE:2 107084 


467E12 


109 


350 


AJ799909 


Hs. 158989 1.00E-82 


1 


Wc46c08.x1 cDNA, 3' end /done=lMAGE:2321678 


469G6 


169 


470 


AI631850 


Hs 158992 1 O0E-119 


1 


Wa36h07 x"\ cDNA 3' end /clonpslMAftF^fiD^I 


467H4 


17 


292 


BF508694 


Hs. 158999 1.00E-117 


1 


UI-H-BW-aop-f-09-G-Ul.s1 cDNA, 3' end /clon 


469B2 


179 


388 


AI568751 


HS.159014 4.00E-94 


1 


th15d09.x1 cDNA, 3' end /clone=IMAGE:21 18353 


464E8 


742 


945 


AL538276 


Hs.159065 1.00E-110 


1 


AL538276 cDNA /clone=CS0DF027YC09-(5-prime> 


469D9 


1 


413 


AI431873 


Hs. 1591 03 0 


1 


ti26b11.x1 cDNA, 3' end /c(one=IMAGE:21 31581 




1915 






ns. i jj£03 u 


1 


toii-iKe receptor** \i lk^/ ( itikn/s /cas— (^o4,/£b 


462H4 


79 


239 


BF307871 


Hs. 159336 7.00E-66 


1 


601890687F1 cDNA, 5' end /clone=IMAGE:41 32028 


179C1 


428 


734 


AJ225093 


Hs. 159386 3.00E-88 


1 


single-chain antibody, complete cds 


473D11 


267 


339 


AI380255 


Hs. 159424 5.00E-34 


1 


tf94d08.x1 cDNA, 3' end /clone=IMAGE:21 06927 


107B2 


1 


617 


BE783628 


Hs.159441 1.00E-160 


2 


601471696F1 cDNA, 5* end /clone=IMAGE:3874823 


590E12 


52 


654 


BG290141 


Hs. 159441 0 


6 


602385221 F1 cDNA, 5' end /clone=IMAGE:4514380 


70E1 


2095 


2333 


AK027194 


Hs.1 59483 1.00E-119 


1 


FU23541 fis, clone LNG08276, highly sim 


58A5 


10448 


12675 


AF1 93556 


Hs. 159492 0 


10 


sacsin (SACS) gene, complete cds /cds=(76,1156 


482E11 


2064 


2559 


NM_000061 


Hs.1 59494 0 


1 


Bruton agammaglobulinemia tyrosine kinase (B 


147A11 


755 


2415 


AF001622 


Hs.159523 0 


7 


class-l MHC-restricted T cell associated mole 


486H6 


1164 


1382 


NM_019604 


Hs.1 59523 1.005-117 


2 


class-l MHC-restricted T cell associated mole 


465A5 


2693 


3039 


NMJ300033 


Hs.1 59546 1.00E-148 


1 


ATP-binding cassette, sub-family D (ALD), mem 
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60C4 


1102 


1962 


AK024833 


Hs.1 59557 1.0QE-147 


4 


FLJ21 1 80 fis, clone CAS 1 1 1 76, highly sim 


465B11 


457 


1126 


NM_016952 


Hs.1 59565 0 


1 


surface glycoprotein, Ig superfamily member { 


477A12 


89 


581 


A1797788 


Hs.1 59577 0 


5 


wh78b11.x1 cDNA, 3' end /c!one=JMAGE:2386845 


595H8 


19 


912 


NMJJ04632 


Hs.1 59627 0 


2 


death associated protein 3 (DAP3), mRNA /cds=( 


74D2 


7 


2119 


AF1 53609 


Hs.1 59640 0 


9 


serine/threonine protein kinase sgk mRNA, com 


. 71 B2 


8 


533 


NIW 005627 


Hs.1 59640 0 


1 


serum/gfucocorticoid regulated kinase (SGK) 


467G8 


310 


488 


AW006352 


Hs.1 59643 2.00E-92 


1 


wt04d12.x1 cDNA, 3' end /clone=IMAGE:2506487 


467B8 


11 


363 


AI392893 


Hs.1 59655 1.00E-173 


1 


tg05d07.x1 cDNA, 3' end /clone=IMAGE:21 07885 


471 F11 


16 


303 


AI827950 


Hs.1 59659 1.00E-162 


1 


wk31a11.x1 cDNA.. 3' end /clone=lMAGE:2413916 


*tO/ Lr 1 1 


1ft 


D\J I 


DrjUOvJO 


no. o \J 


1 


1 ILH-RU-arw-h-1 l-H-lll el rDNA T Pnri /Hon 


477F4 


3 


405 


AI394671 


Hs.1 59678 0 


2 


tg24a07.x1 cDNA, 3' end /c!one= I WAG E:2 109684 


472 F5 


194 


366 


NM_0 18490 


Hs.1 60271 1.Q0E-93 


1 


G protein-coupled receptor 48 (GPR48), mRNA / 


468B11 


72 


481 


AI393041 


Hs.150273 0 


1 


tg25b10.x1 cDNA, 3' end /done= IMAGE: 2 109787 


477D3 


5 


464 


AI393905 


Hs.160401 0 


2 


tg05f08.x1 cDNA, 3' end /done=l MAG E:21 07911 


477D12 


1 1 


389 


AI393962 


Hs.160405 1.00E-178 


1 


tg11d08.x1 cDNA, 3* end /clone=IMAGE:21 08463 


477D5 


15 


262 


AI393992 


Hs 160408 1 00E-138 


1 


ta06c05 x1 cDNA 3' end /clone=IMAGf r *2 107976 


CCAQ 

OOrw 


«t IUD 


^A7 


r\r l O f \JO\J 


rib. I OU4- 1 / u 


r; 


Ileal ISM ICIHUI dJ IS (JIULSHI £ ^ I IvJOVI^ MtniMrV, vUllijJlclC 


513A2 


4109 


5547 


NM_013390 


Hs.160417 0 


5 


transmembrane protein 2 (TMEM2), mRNA/cds={14 


463F12 


688 


1425 


AF218032 


Hs.1 60422 0 


1 


clone PP902 unknown mRNA /cds=(693,1706) /gb=: 


165C1 


2625 


2987 


X85116 


Hs.1 60483 0 


1 


H.sapiens epb72 gene exon 1 /cds=(6 1,927) 














/gb=X85116/gi=1 


469G4 


145 


550 


AI634652 


Hs.1 60795 0 


1 


wa07e10.x1 cDNA, 3' end /clane=IMAGE:2297418 


472C7 


343 


565 


AI760020 


Hs.1 60951 1.00E-105 


1 


Wh83b05.x1 cDNA, 3' end /done=IMAGE:2387313 


466F12 


485 


662 


BF207290 


Hs.1 60954 2.00E-62 


1 


501870777F1 cDNA, 5* end /cfone=IMAGE:41 00850 


477C10 


5 


290 


BF437585 


Hs.160980 1.00E-149 


1 


7p74d12.x1 cDNA, 3* end /clone=lMAGE:365 1526 


61 E8 


4435 


6593 


U83115 


Hs.161002 0 


3 


non-lens beta gamma-crystallin like protein (AIM1) m 


458E5 


1 


462 


R84314 


Hs.161043 1.00E-159 


1 


yq23a02.r1 cDNA, 5' end /done=IMAGE:274443 / 


466E12 


117 


447 


BF001821 


Hs.1 61 075 0 


1 


7g93g02.x1 cDNA, 3* end /clone=IMAGE:331 4066 


102H4 


7 


219 


AW963155 


Hs.1 61 786 1.00E-111 


1 


EST375228 /gb=AW9631 55 /gl=81 52991 /ug= 


118B6 


2050 


2260 


NM_022570 


Hs.161786 2.00E-75 


1 


C-type (calcium dependent, carbohydrate-reco 


593C4 


3863 


4092 


U86453 


Hs.1 62808 9.00E-92 


1 


phosphatidyiinositol 3~kinase catalytic subunit p1 




i^y 


Att 


AlfV3**71 A 




t 


□Wi? 1 ll\JD JC 1 m-MMM, O CliU /Civile— Itvl/AoC. [gW^OO 


107G8 


592 


1016 


AK023670 


Hs.1 63495 0 


1 


FLJ13608 fis, done PLACE1010628 /cds=UNK 


74F3 


229 


449 


AA5271 22 


Hs. 163787 4.00E-77 


1 


nq70g02.s1 cDNA, 3 end /clone=llviAGE:1 io7714 


68B3 


1094 


1771 


AK023494 


Hs.1 64005 0 


5 


FLJ13432 fis, clone PLACE1002537 /cds=UNK 


•469H10 


■420 


850 


NM_002993 


Hs.164021 0 


1 


small inducible cytokine subfamily B (Cys-X-C 


464E9 


86 


424 


AA311244 


Hs.164168 1.00E-166 


1 


0b58h11.s1 cONA, 3' end /done=IMAGE: 1335621 


467E11 


788 


1330 


NM_007063 


Hs.1 641 70 0 


1 


vascular Rab-GAP/TBC-containing (VRP), mRNA 


597C5 


59 


1251 


AY007135 


Hs.164280 1.00E-126 


3 


clone CDABP0051 mRNA sequence /cds=(89 1 985) / 


464H11 


2 


202 


BF689700 


Hs.1 64675 9.00E-65 


1 


602186609F1 cDNA, 5' end /do ne= IMAGE: 42 9 84 02 


459D5 


6 


496 


AI248204 


Hs.1 65051 0 


1 


qh64h11.x1 cDNA, 3' end /clone=l MAGE: 1849509 


120F12 


23 


502 


NM_001017 


Hs.155590 1.00E-159 


5 


ribosomal protein S13 (RPS13), mRNA /cds=<32,4 


469C11 


301 


613 


AW364833 


Hs.165681 1.00E-136 


1 


QV3-OT0043-211299-044-d03 cDNA /gb=AW364833 


465D3 


289 


481 


AI766638 


HS.165693 2.00E-62 


1 


Wi02a10.x1 cDNA, 3* end /clone=iMAGE:2389050 


465D6 


107 


238 


AW850041 


Hs.1 65695 3.00E-61 


1 


JL3-CT0216-170300-097-C07 cDNA /gb=AW850041 


466C7 


166 


421 


AI538546 


Hs.165696 1.00E-122 


1 


tri08b07.x1 cDNA, 3* end /clone=IMAGE:2075029 


469C4 


351 


691 


A1436581 


Hs.1 65703 1.00E-148 


1 


ti03b03.x1 cDNA, 3' end /clone=IMAGE:2 129357 


62A12 


32 


256 


AV727063 


Hs.165980 1.00E-120 


4 


AV727063 cDNA, 5' end /clone=HTCCED1 1 /clone_ 


107C2 


2427 


2513 


AJ250865 


Hs.1 65986 1.00E-82 


1 


forTESS 2 protein (TESS /cds=(128,1393) / 


461 D5 


1762 


1935 


NMJ504031 


Hs.166120 B.00E-81 


1 


interferon regulatory factor 7 (IRF7), transc 
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147D11 


38 


1283 


ALO22097 


Hs.1 66203 0 


5 


DNA sequence from PAC 256G22 on chromosome 
















595H12 


1321 


1597 


NMJJ02636 


Hs. 166204 1.00E-135 


2 


PHD finger protein 1 (PHF1), mRNA/cds=(56,1429 


58H7 


41 


2036 


AL1 36711 


Hs. 166254 0 


2 


mRNA; cDNA DKFZp566l1 33 (from clone 














DKFZp566h 


93D12 


5559 


6110 


NMJ)14646 


Hs.166318 0 


1 


lipin 2 (LPIN2), mRNA /cds=(239,2929) /gb=NM_0 


468G1 


146 


509 


AW873324 


Hs.1 66338 1.00E-168 


2 


h!92a07.x1 cDNA, 3' end /clone=!MAGE:3009396 


477D7 


2900 


3748 


L14922 


Hs.1 66563 0 


1 


DNA-binding protein (PO-GA) mRNA, complete cd 


177E7 


3265 


3595 


L23320 


Hs. 166563 0 


1 


replication factor C large sub-unit mRNA, complete cds 


584H2 


206 


1613 


NM_006925 


Hs.1 66975 1.00E-112 


5 


splicing factor, arginine/serine-rich 5 (SFR 


481 F5 


647 


917 


LIRA nAO^ j* 

NM_002643 


Hs. 166982 1.00E-128 


1 


phosphatidylinositol glycan, class F (PIGF), 


598E4 


112 


538 


NJVL002788 


Hs.167106 1.00E-174 


1 


proteasome (prosome, macropain) subunit, alp 


466D8 


46 


470 


AI805131 


Hs.1 67206 0 


1 


td11f04.x1 cDNA, 3' end /clone=IMAGE:2075359 


464C8 


342 


469 


BE674762 


Hs.1 67208 4.00E-50 


1 


7e98d05.x1 cDNA, 3' end /ctone=IMAGE:3293193 


468A6 


1177 


1417 


NMJ)03658 


Hs.1 672 18 4.00E-85 


1 


BarH-like homeobox 2 (BARX2), mRNA /cds=(96,93 


74H10 


1 


1271 


AF1 07405 


Hs.1 67460 0 


12 


pre-mRNA splicing factor (SFRS3) mRNA, comple 


60E9 


3154 


3926 


U43185 


Hs.167503 1.00E-143 


2 


signal transducer and activator of transcription Sta 


517G3 


1129 


2787 


NMJ)06994 


Hs.1 67741 0 


3 


butyrophilin, subfamily 3, member A3 (BTN3A3), 


175H2 


2261 


2467 


U90548 


Hs.1 67741 2.00E-86 


1 


butyrophilin (BTF3) mRNA, complete cds 














/cds=<171,192 


588H5 


1324 


1735 


NM_002901 


Hs.1 67791 0 


1 


reticulocalbin 1, EF-hand calcium binding dom 


331D7 


53 


625 


AF1 16909 


Hs.1 67827 4.00E-22 


1 


clone HH419 unknown mRNA /cds=(1 89,593) /gb=A 


39C11 


938 


1672 


AF026402 


Hs.168103 0 


1 


U5 snRNP 100 kD protein mRNA, cds /cds=(39,2501 


583C8 


908 


1669 


NMJ304818 


Hs.168103 0 


5 


prp28, U5 snRNP 100 kd protein (U5-100K), mRNA 


43B1 


1156 


1224 


AF031167 


Hs.1 68 132 1.00E-22 


1 


interleukin 15 precursor (IL-15) mRNA, complet 


479A7 


424 


801 


NMJ300585 


Hs.168132 1.00E-149 


1 


interleukin 15 (IL15), mRNA/cds=(316,804)/g 


67D6 


1783 


2336 


AK024030 


Hs.1 68232 0 


1 


FU13988 fis, clone Y79AA1001493, weakly 


122H3 


1645 


2894 


NM_023D79 


Hs.1 68232 0 


2 


hypothetical protein FLJ13855 (FLJ13855), mR 


459H3 


9 


504 


AI392830 


Hs.1 68287 0 


1 


tg10b09.x1 cDNA, 3* end /clone=IMAGE:2 103345 


463G5 


103 


851 


NMJ503002 


Hs.1 68289 0 


1 


succinate dehydrogenase complex, subunit D, 


144G9 


5588 


5937 . 


AL049935 


Hs.1 68350 0 


2 


DKFZp56401 116 (from clone DKFZp5640 


459A9 


2293 


2727 


NM_000201 


Hs.168383 0 


2 


intercellular adhesion molecule 1 (CD54), hum 


123G3 


2194 


2675 


AB046801 


Hs.1 68640 0 


2 


mRNA for KIAA1581 protein, partial cds /cds={0 


1 12H10 


505 


864 


AF007155 


Hs.1 68694 1.00E-175 


2 


clone 23763 unknown mRNA, partial cds/cds=(0, 


60H7 


223 


897 


AF083420 


Hs.1 6891 3 0 




brain-specific STE20-like protein kinase 3 ( 


105C12 


1698 


2052 


AK026671 


Hs.169078 1.00E-176 


1 


FLJ23018 fis, clone LNG00903 /cds=(27 l 14 


181B9 


1148 


1610 


NMJJ03937 


Hs.1 691 39 0 


] 


kynureninase (L-kynurenine hydrolase) (KYNU) 


462B7 


13 


478 


AA977148 


Hs.169168 0 




oq24gD8.s1 cDNA, 3' end /clone=IMAGE: 1587326 


41H5 


197 


624 


U58913 


Hs.169191 0 


1 


chemokine (hmrp-2a) mRNA, complete cds 














/cds=(71,484) 


69G6 


11 


552 


BF214508 


Hs.1 69248 1.00E-160 


4 


601845758F1 cDNA, 5' end /cione=IMAGE:4076510 


460B2 


904 


2904 


NMJJ03202 


Hs.169294 1.00E-161 


2 


transcription factor 7 (T-cell specific, HMG- 


464G12 


543 


994 


D26121 


Hs.1 69303 0 


1 


mRNA forZFMI protein alternatively spliced product, 


464B5 


163 


762 


NM_013259 


Hs.1 69330 0 


1 


neuronal protein (NP25), mRNA /cds=(49,897) / 


593G4 


787 


1353 


Z97989 


Hs.169370 0 


2 


DNA sequence from PAC 66H14 on chromosome 














6q21-22. Con 


165F12 


1177 


1751 


AK001725 


Hs.1 69407 0 


1 


cDNA FLJ10863 fis, clone NT2RP4001 575, highly 


483B12 


10371 


11349 • 


NM_004010 


Hs.1 69470 0 


1 


dystrophin (muscular dystrophy, Duchenne and 


518B3 


22 


1257 


NM_002046 


Hs.169476 0 


5 


glyceraldehyde-3-phosphate dehydrogenase ( 


67E7 


1289 


1597 


U34995 


Hs.169476 3.00E-88 


1 


normal keratinocyte substraction library mRNA, don 


47E9 


2148 


2452 


NMJ>05461 


Hs.1 69487 1.00E-172 


1 


Kreisler (mouse) maf-related leucine zipper h 


69C3 


846 


3195 


U41387 


Hs.169531 0 


24 


Gu protein mRNA, partial cds /cds=(0,2405) 



/gb=U41387 
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468G7 


73 


450 


AI523598 


Hs.1 69541 1.00E-178 


1 


th08g11.x1 cDNA, 3* end /clone=IMAGE:21 17732 


72E12 


490 


3074 


AJ251595 


Hs. 169610 0 


29 


for transmembrane glycoprotein (CD44 gen 


471 F2 


97 


533 


AW1 72305 


Hs. 169738 0 


1 


xj37a08j(1 cDNA, 3' end /clone=IMAGE:2659382 


589D4 


96 


488 


NM_D00994 


Hs. 169793 1.00E-163 


2 


ribosomal protein L32 (RPL32), mRNA/cds=(34,4 


105B6 


1590 


2215 


AK027212 


Hs. 169854 0 


1 


FLJ23559 fis, clone LNG09844 /cds=UNKNOW 


462A8 


1043 


1529 


NMJD00305 


Hs. 169857 0 


1 


paraoxonase 2 (PON2), mRNA /cds={32,1096) /gb 


1 75D1 1 


390 


929 


AF061736 


Hs 169895 1 OOE-132 


2 


uhiauitin-coniuaatino enzvme RIG-B mRMA com 


149 A2 


2442 


2942 


U75686 


HS.169900 0 


1 


polyadenylate binding protein mRNA, complete 


524B9 


2484 


2709 ' 


NIW0D7049 


Hs. 169963 1.00E-125 


2 


butyrophilin, subfamily 2, member A1 (BTN2A1), 


169G8 


1192 


1684 


U90543 


Hs. 169963 0 


1 


butyrophilin (BTF1) mRNA, complete cds 














/cds=(210,179 


12QF9 


686 


1227 


X70^40 




1 


11 al la lUM t III iy yiuvYUl ladlUJ ulpJ Id f vlig 


589C1 


1893 


3451 


NM_0D4350 


Hs.170019 0 


5 


runt-related transcription factor 3 (RUNX3), 


331 E1 


5084 


5496 


MR A nnH £^<") A 

Nm_001o21 


HS. 170087 0 


A 
1 


aryl hydrocarbon receptor (AHK) mRNA /cds=(643 


595H7 


659 


41 B5 


NM_002838 


Hs. 1701 21 0 


34 


protein tyrosine phosphatase, receptor type, 


184G8 


1083 


3752 


Y00062 


Hs. 170121 0 


10 


T200 leukocyte common antigen (CD45, LC-A) /c 


109D4 


4529 


4876 


AF032885 


Hs.170133 0 


1 


forkhead protein (FKHR) mRNA, complete cds /cd 


98A12 


4529 


4882 


NM_002O15 


Hs. 1701 33 1.00E-160 


1 


fcrkhead box OIA (rhabdomyosarcoma) (FOXOIA), 


99E3 


2098 


2334 


NM_004761 


Hs.170160 1.00E-125 


1 


RAB2, member RAS oncogene family-like (RAB2L), 


498F10 


3472 


4909 


AL161952 


Hs.170171 0 


28 


mRNA; cDNA DKFZp434M0813 (from clone 














DKFZp434M 


465G7 


390 


452 


AI47 r 5fi66 
nit ( jouu 


H<5 170288 2 00E-^1 

lid. • I UfaOO VUL m \J 1 


1 


te93e08 x1 cDNA 3' end /clone= IMAGE -207^7 10 


467E6 


68 


482 


AK025743 


Hs. 170296 0 


1 


cDNA: FLJ22090 fis, clone HEP16084 /cds=UNKNOW 


459H9 


4659 


5168 


NMJ)14636 


Hs.170307 0 


1 


Ral guanine nucleotide exchange factor RalGPS 


38D9 


618 


992 


D89678 


Hs. 170311 0 


25 


for A+U-rich element RNA binding factor, 


589F11 


1033 


2022 


NM_005463 


Hs.170311 0 


13 


heterogeneous nuclear ribonucleoprotein D-I 


469B9 


127 


573 


A1436418 


Hs.170326 0 


1 


ti01h02.x1 cDNA, 3* end /c!one=IMAGE:21 29235 


183E4 


2725 


3777 


NM_002444 


Hs. 170328 0 


7 


moesin (MSN), mRNA /cds=(100,1833) /gb=NM_002 


170G2 


1693 


3305 


298946 


Hs.170328 0 


4 


DNA sequence from clone 376D21 on chromosome 














Xq1 1.1-12 


464F6 - 


162 


534 


AI492865 


Hs.170331 1.00E-163 


1 


th78a05.x1 cDNA, 3' end /c!one=lMAGE:21 24752 


472F8 


412 


554 


AI373163 


Hs.170333 1.00E-75 


1 


qz13a07.x1 cDNA, 3' end /clone=IMAGE:2021364 


473C3 


376 


610 


AW291507 


Hs.1 70381 1.00E-123 


1 


UI-H-BI2-aga-g-11-0-Ul.s1 cDNA, 3' end /cion 


465E5 


421 


547 


BE676049 


Hs. 170584 3.00E-54 


1 


7f21a03.x1 cDNA, 3' end /done=IMAGE;3295276 


477A3 . 


25 


202 


AI475884 


Hs.1 70587 4.00E-92 


2 


tc95c12:x1 cDNA, 3'end/clone=IMAGE:2073910 


477A4 


34 


489 


AI475905 


Hs.1 70588 0 


1 


tc95f06.x1 cDNA, 3' end /clone=lMAGE:2073923 


469F2 


238 


490 


AI478556 


Hs.1 70777 2.00E-84 


1 


tm53e03.x1 cDNA, 3* end/clone=IMAGE:2161852 


472C5 


357 


474 


A1479022 


Hs.1 70784 !0GE-53 


1 


tm30a05.x1 cDNA, 3' end /rione=lMAGE:2 158064 


477D6 


23 


407 


AI492034 


Hs.1 70909 0 


2 


tg06f12.x1 cDNA, 3' end /clone=IMAGE:2108015 


471 D4 


187 


416 


AI492181 


Hs.170913 1.0QE-105 


1 


tg07e05.x1 cDNA, 3 1 end /clone=IMAGE:21 08093 


464F8 


' 14 


142 


AI492651 


Hs.1 70934 7.00E-53 


1 


qz18b10.x1 cDNA, 3' end /clone=IMAGE:2021851 


466D3 


173 


451 


AI540204 


Hs.1 70935 1.00E-131 


1 


td10h12.x1 cDNA, 3 T end /c!one=IMAGE:2075303 


478F10 


O l*T 


461 


A1761 144 

r\\ /Oil 


H<? 171004 4 00E-45 


1 


whQ7h01 x1 cDNA 3' enri /donp=slMAGF*?^afi7?1 


476E2 


187 


253 


AI494612 


Hs.171009 2.00E-30 


2 


qz17a03.x1 cDNA, 3' end /clone=IMAGE:2021 740 


107G12 


2413 


2929 


AK024436 


Hs.171118 0 


1 


for FU00026 protein, partial cds/cds=(0 


478H3 


1237 


1509 


AL161725 


Hs.171116 L00E-107 


1 


DNA sequence from clone RP11-165F24 on 














chromosome 9. 


477H10 


252 


489 


BE674709 


Hs.1 711 20 3.00E-87 


1 


7e94f05.x1 cDNA, 3' end /clone=IMAGE:3292833 


477H11 


18 


521 


AI524202 


Hs.1 71 122 0 


1 


th10d11.x1 cDNA, 3' end /clone=IMAGE:21 17877 


466C10 


24 


216 


BE816212 


Hs.1 71 261 8.00E-81 


1 


MR1-BN021 2-280600-00 1-c06 cDNA /gb=BE816212 


470A4 


22 


562 


AI628893 


Hs.1 71 262 0 


1 


ty95h02.x1 cDNA, 3' end /clone=IMAGE:2265867 


477C4 


216 


464 


AI540161 


Hs.171264 1.00E-112 


2 


td10c10.x1 cDNA, 3' end /clone=IMAGE:2075250 


519E12 


1 


321 


NM_016468 


HS.171566 1.00E-1S7 


2 


hypothetical protein (LOC51241), mRNA/cds=*( 


44C11 


5363 


5829 


AF012872 


Hs. 171625 0 


1 


phosphatidyiinosftol 4-kinase 230 (pi4K230) 


517D4 


19 


559 


NMJ)03197 


Hs.171626 0 


3 


transcription elongation factor B (SHI), pol 
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dual specificity phosphatase 1 (DUSP1), mRNA 
protein phosphatase 2, regulatory subunit B ( 
601877795F1 cDNA, 5' end /clone=IMAGE:41 06303 

hypothetical protein (HSPC016), mRNA/cds=(3 
602286929F1 cDNA, 5' end /clone=IMAGE:4375783 

guanylate binding protein isoform tl (GBP-2) mRNA, 

CO 

guanylate binding protein 2, interferon-induc 
DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 
polymerase (RNA) !l (DNA directed) polypeptide 
DNA sequence from done RP5-1022P6 on 
chromosome 20 C 

a disintegrin and metalioproteinase domain 10 
FLJ13092 fis, done NT2RP30Q2147 fcds=(34 
ti6Bh11.x1 cDNA, 3' end /c!one=lMAGE:2 137221 
rolipram-sensitive 3\5-cyctic AMP phosphodiester 
mRNA; cDNA DKFZp586I2022 (from clone DKFZp586 

poly(A)-binding protein, cytoplasmic 1 (PABP 
potyA binding protein /cds={502,2403) /gb=Y0 
mannosyl (alpha-1,6-)-glycoprotein beta-1,2 
KIAA0037 gene, complete cds /cds={265,3507) 
adenylate cyclase 7 (ADCY7), mRNA /cds=(265,35 

non-POU-domain-containing, octamer-binding 
p54nrb gene, exon 3 (and joined /cds=(136,1551) 
iduronate 2-sulfatase (Hunter syndrome) (IDS 
integrin, alpha M (complement component recep 
vesicle-associated membrane protein 8 (endob 
diacylglycerol kinase, alpha (80kD) (DGKA), m 
diacylglycerol kinase /cds=(l03 r 2310) 
microtubule-associated protein, RP/EB family 
16b3 /gb=W26908 /gi=1306136 /ug=Hs.17276 
protein p78 mRNA, complete cds /cds=(171,2312) 
/gb=M8 

for KIAA1387 protein, partial cds /cd$=(0 
ubiquitously-expressed transcrfpt (UXT), mR 
mRNA full length insert cDNA done EUROIMAGE 31 

hypothetical protein (LOC51239), mRNA /cds=( 
mRNA for KIAA0530 protein, partial cds /cds=(0, 
peptidyl prolyl Isomerase F (cyclophilin F) ( 
transforming, acidic coiled-coil containing 
tn27f08.x1 cDNA, 3* end /clone=IMAGE:2 168871 
FLJ11147 fis, clone PLACE1006678, weakly 
601820483F1 cDNA, 5' end /clone=IMAGE:4052348 

U1 small nuclear RNP-specific A protein /cds= 
clone CDABP0163 mRNA sequence /cds=UNKNOWN 

/g 

ws94a12.x1 cDNA, 3' end /c!one=IMAGE:2505598 
KIAA0155 gene product (KIAA0155), mRNA /cds=( 

ELL-RELATED RNA POLYMERASE II, ELONGATION 
FAC 

RNA polymerase II elongation factor ELL2, complete 
cd 

cDNA FLJ10500 fis, clone NT2RP2000369 /cds=UNK 



48E9 


1563 


1809 


NM_004417 


Hs.1 71695 1.00E-138 


2 


520H5 


941 


3667 


NMJ02719 


Hs-171734 0 


2 


106G2 


1 


308 


BF243010 


Hs.171774 1.00E-167 


2 


524A7 


14 


359 


NMJ)15933 


Hs.171774 0 


14 


117A11 


311 


614 


BF966361 


Hs. 171 802 1.00E-143 


2 


38H11 


BBS 


2087 


M55543 


Hs.171862 0 


5 


512F8 


232 


1971 


NMJ304120 


Hs.171862 0 


12 


111B9 


3748 


4161 


NM_004941 


Hs.171872 0 


1 




errs a 
DfOQ 


5903 




nS.171ooU ^.UUt-oo 


A 
\ 


176F11 


1322 


4789 


AL1 09935 


Hs.171917 0 


3 


596G12 


2472 


3152 


NM_001110 


Hs. 172028 0 


5 


170A5 


2438 


2767 


AK023154 


Hs.172035 0 


1 


469D11 


71 


535 


AI474074 


Hs.172070 0 


1 


1QQG4 


5574 


5662 


U02882 


HS.172U8I o.UUE-24 


1 


524A11 


1 


2517 


AL1 10202 


Hs. 172089 0 


20 


49A2 


929 


2845 


NMJJ02568 


Hs.172182 0 


30 


54C5 


929 


2484 


Y00345 


Hs.172182 0 


9 


586B1 


1042 


1504 


NMJ302408 


Hs.172195 0 


1 


169H6 


5576 


5958 


D25538 


Hs.172199 0 


1 


115G7 


4531 


4976 


NM_001114 


Hs.172199 0 


1 


120F2 


1 


2496 


NM_007363 


Hs.1 72207 0 


11 


74A3 


850 


1364 


Y11289 


Hs.1 72207 0 


1 


60B7 


695 


11fiO 




119. 1 I^MZJO u 




479D10 


4059 


4347 


NMJ)00632 


Hs. 172631 1.00E-125 


1 


167B10 


1 


389 


NM_003761 


Hs.1 72684 0 


4 


189E11 


1773 


2038 


NM_001345 


Hs.1 72690 1.00E-149 


2 


177C2 


983 


1489 


X62535 


Hs.1 72690 0 


1 


458B12 


535 


1002 


NMJ012326 


Hs.1 72740 0 


1 


53A11 


69 


430 


W26908 


Hs.1 72762 1.00E-180 


1 


151H2 


2016 


2572 


" M80359 


Hs.1 72766 0 


1 


100G10 


3983 


4302 


AB037808 


Hs.172789 1.00E-149 


1 


515D9 


354 


548 


NMJXW182 


Hs.1 72791 3.00E-65 


1 


193D9 


2282 


2757 


AL1 09669 


Hs.172803 0 


3 


460H10 


12 


490 


NM_016466 


Hs.172918 0 


1 


483D3 


3473 


3941 


AB011102 


Hs.1 73081 0 


1 




3oU 


(304 


NM_0D5729 


nS.17312o U 


2 


173H6 


6008 


6412 


NM_00S283 


Hs,173159 0 


1 


113E6 


142 


240 


AI554733 


Hs.1 73182 3.00E-49 


1 


56G8 


140 


630 


AK002009 


Hs.1 73203 0 


2 


69E6 


1 


463 


BF131656 


Hs.1 73205 1.00E-147 


8 


44A2 


6 


196 


X06347 


Hs.1 73255 1.00E-94 


1 


149G1 


79 


498 


AY007165 


Hs.1 73274 1.00E-117 


2 


464F3 


53 


500 


AW005376 


Hs.1 73280 0 


1 


587H5 


3299 


4083 


NM_014633 


Hs.1 73288 0 


2 


499B9 


1032 


1923 


NMJD12081 


Hs.173334 0 


2 


54F11 


368 


1923 


U88629 


Hs.1 73334 0 


2 


459A4 


2170 


2775 


AK001362 


Hs.1 73374 0 


1 
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124B1 


2566 


3019 


AB046825 


Hs. 173422 0 


1 


mRNA for KIAA1605 protein, partial cds /cds=(3 


126H6 


1080 


1626 


NMJD06363 


Hs 173497 0 


1 


Sec23 (S cerevisiae) homoloo B (SEC23BI mRNA 


596D5 


1233 


1365 


NMJJ04550 


Hs.1 73611 8.00E-63 


5 


NADH dehydrogenase (ubiquinone) Fe-S protein 


108C5 


1709 


1864 


AK022681 


Hs.173685 2.00E-83 


1 


FU12619 fis, done NT2RM4001682 /cds={39 




o 


•locn 


AKU^Of Uo 


nS.1 /6/VO U 


4 


CDNA. rLJz^UoU TIS, Clone nfcHUy4b4 /cas-UNt\NOVv 


7AOR 


o/y 


1140 


ALU4yo1 □ 


MS. i/07i4 0 


2. 


DNA sequence from clone 1055C14 on chromosome 














Xq22.1- 


46D7 


590 


1150 


NM_012286 


Hs.173714 0 


1 


MORF-refated gene X (KIAA0026), mRNA/cds=(305 


467G5 


17 


283 


AA534537 


Hs. 173720 1.00E-104 


1 


nf80h10.s1 cDNA, 3' end /cfone=IMAGE: 926275 / 


168H5 


1 


1066 


D25274 


Hs. 173737 0 




mRNA, clone:P02ST9 /cds=UNKNOWN /gb=D25274 
/ 


471 B8 


5347 


5922 


NM_014832 


Hs. 173802 0 


1 


/ 

K1AA0603 gene product (KIAA0603), mRNA /cds=( 


177F4 


1053 


1622 


U51166 


Hs.173824 0 


1 


G/T mismatch-specific thymine DNA glycosylase 














mRNA, 


471C3 


396 


719 


AF277292 


Hs.1 73840 1.00E-176 




C4orf1 mRNA /cds=(0,281) /gb=AF277292 /gi=96 


477F7 


2053 


2694 


U80735 


Hs.1 73854 0 




CAGF28 mRNA t partial cds /cds=(0,2235) /gb=U80 


41 F3 


3595 


3890 


M37435 


Hs.1 73894 1.00E-143 


1 


macrophage-specific colony-stimulating factor (CSF 


460C8 


1542 


1939 


NMJJ14225 


Hs.1 73902 0 


1 


protein phosphatase 2 (formerly 2A), regulator 


458A9 


292 


414 


AI763121 


Hs.1 73904 4.00E-57 


1 


wi06d12.x1 cDNA, 3' end /done=l MAGE :238 9463 


170B10 


.1230 


3510 


AL1 37681 


Hs.173912 1.00E-176 


5 


cDNA DKFZp434M0326 (from clone DKFZp434M 


126E10 


1051 


1795 


Z17227 


Hs.1 73936 1.00E-111 


2 


mRNA for transmebrane receptor protein /cds=(4 


72H7 


1210 


1907 


U08316 


Hs.1 73965 0 


2 


insulin-stimulated protein kinase 1 (ISPK-1) mRNA, c 


1<£o(j7 


554 


858 


NIVMJQ5777 


Hs. 173993 1.00E-1oo 


1 


RNA binding motif protein o (RBivio), mRNA /cas=( 


469C8 


261 


528 


BE674902 


it—, a ~r a 4~\ A r\ a c*%r\ r~ a a <i 

Hs.1 74010 1.00E-113 


1 


7e97a04.x1 cDNA, 3' end /cIone=IMAGE:3293D70 


117G6 


2450 


2657 


NM_003089 


Hs.1 74051 1.00E-112 


1 


small nuclear ribonucleoprotein 70kD polypept 


103A5 


. 4907 


5011 


NM_002209 


Hs.1 74 103 1.00E-48 


1 


integrln, alpha L (antigen CD11A (p180), lymph 


159F4 


333 


925 


AF261087 


Hs.1 74131 0 


7 


DNA-binding protein TAXREB107 mRNA, complete 


588F9 


333 


926 


NM_000970 


Hs.1 74131 0 


8 


ribosomal protein L6 (RPL6), mRNA /cds=(26,892 


187A2 


2993 


3464 


NM__0Q1Q96 


Hs.1 74140 0 


2 


ATP citrate lyase (ACLY), mRNA /cds={84 ,3401) 


41 C6 


3652 


3992 


X03653 


Hs.174142 0 


1 


c-fms proto-oncogsne/cds=(300,3218) /gb=X0 


465G10 


199 


489 


BE674951 


Hs.174144 1.00E-152 


1 


7e97g10.x1 cDNA, 3 T end /c!one=IMAGE:32931 54 


468H10 


28 


159 


AI524263 


Hs.174193 6.00E-62 


1 


th11g07.x1 cDNA, 3' end /clone*IMAGE:21 16012 


99C7 


. 402 


733 


NM_006435 


Hs.174195 1.00E-179 


2 


interferon induced transmembrane protein 2 ( 


467E4 


162 


516 


BF062628 


Hs.174215 1.00E-157 


1 


7h62h05.x1 cDNA, 3' end /clone=IMAGE:3320S01 


74E5 


2 


485 


D63789 


Hs.1 74228 0 


15 


DNA for SCM-1beta precursor, complete cds /cd 


470F11 


108 


305 


AI590337 


Hs.1 74258 1.00E-104 


1 


tn49c03.x1 cDNA, 3' end /clone=IMAGE:2171716 


463D2 


1 


194 


AV734916 


Hs.1 75971 1.00E-94 


1 


AV734916 cDNA, 5' end /clone=cdAAHE1 1 /clone_ 


477E5 


75 


222 


AI380955 


Hs.1 76374 2.00E-33 


1 


tg18b08.x1 cDNA, 3' end /c[one=IMAGE:21091 11 


473A9 


1 


296 


AI708327 


Hs.1 76430 1.O0E-162 


1 


at04c02.x1 cDNA, 3* end /clone=tMAGE:2354114 


468C3 


24 


235 


AW081098 


Hs.1 76498 6.00E-91 


1 


xc29a12.x1 cDNA, 3' end /done=JMAGE:2585662 


479D11 


595 


1810 


J04162 


Hs.1 76663 0 


14 


leukocyte IgG receptor (Fc-gamma-R) mRNA, 














complete c 




3 38 


579 


AlDoooOO 


HS. 176920 o.ODc-78 


4 


tt32e01.x1 cDNA, 3 end /c!one=IMAGE:2242488 


467A10 


98 


170 


Al 865603 


Hs. 177045 6.00E-27 


1 


wk47g03.x1 cDNA, 3' end /clone=IMAGE:24185B0 


117A6 


.1179 


1403 


AF1 16506 


Hs.177415 1.00E-112 


2 


PRO0890 mRNA, complete cds/cds=(1020 T '1265) / 


73F2 


236 


919 


NM_Q 16406 


Hs.1 77507 0 


4 


hypothetical protein (HSPC155), mRNA /cds=(2 


516D8 


24 


340 


NM_00688G 


Hs.177530 1.00E-179 


1 


ATP synthase, H+ transporting, mitochondrial 


479F4 


163 


676 


NMJJ02414 


Hs.1 77543 0 


1 


antigen identified by monoclonal antibodies 1 


126A9 


906 


2105 


NMJJ05534 


Hs.1 77559 0 


35 


interferon gamma receptor 2 (interferon gamma 


41 H6 


905 


1826 


U05B75 


Hs.1 77559 0 


10 


done pSK1 Interferon gamma receptor accessory 














factor 


37G1 


1690 


2420 


U62961 


Hs.1 77584 0 


1 


succinyl CoA:3-oxoacid CoA transferase precursor (O 


597H7 


1764 


2520 


AF218002 


Hs.1 77596 0 


7 


clone PP2464 unknown mRNA /cds=(675,2339) /gb 
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520B8 


1036 


1202 


NM_006888 


Hs. 177656 4.00E-90 


3 


calmodulin 1 (phosphoryiase kinase, delta) (C 


151G7 


2439 


3048 


J03473 


Hs.1 77766 0 


1 


poly(ADP-ribose) synthetase mRNA, complete cds 
/cds= 


116C6 


318 


834 


BC001980 


Hs. 177781 1.00E-144 


4 


clone MGC.5618, mRNA, complete cds /cds=(155, 


179C11 


211 


737 


X07834 


Hs 177781 0 


3 


1 1 fcii ly c\ icoc 9U[/ciuaiuc ui^iuuidoc \ C\j \, (O, I.I) 


98A9 


213 


648 


M73547 


Hs.178112 0 


4 


polyposis locus (DP1 gene) mRNA, complete cds 














/cds=(82 


459E10 


149 


789 


AK023719 


Hs 178357 0 


■\ 




120H6 


137 


404 


NNL021029 


Hs.178391 1.G0E-136 


1 


ribosoma! protein L44 (RPL44), mRNA /cds=(37,3 


589E9 


371 


596 


NMJ500 9 73 


Hs. 178551 1.00E-125 


1 


ribosomai protein L8 (RPL8), mRNA /cds=(43,816 


142F5 


1848 


2210 


D21090 


Hs. 178658 1.Q0E-179 


1 


XP-C repair complementing protein (p58/HHR23 


120H11 


402 


532 


AV716627 


Hs. 178703 9.00E-69 


1 


AV716627 cDNA, 5' end /clone=DCBBCH05 /c!one_ 


98G11 


3287 


6017 


NMJD04859 


Hs. 178710 0 


5 


clathrin, heavy polypeptide (He) (CLTC), mRNA 


177H1 


142 


421 


BF13030D 


Hs 178732 1 0OP-139 


1 




472A10 


421 


562 


AI681868 


Hs.178784 4.00E-63 


1 


tx50a12.x1 cDNA, 3' end /clone=IMAGE:2272990 


467G6 


194 


292 


AW1 38461 


Hs.1 79003 1.00E-49 


1 


U*-H-BI1-adg-e-06-0-Ul.s1 cDNA, 3' end /clon 


465C11 


3312 


3606 


NMJ>16562 


Hs.179152 1.00E-166 


1 


toll-like receptor 7 (LOC51284), mRNA /cds=(13 


469F7 


268 


405 


AI568459 


Hs.179419 3.00E-45 


1 


tn39e07.x1 cDNA, 3' end /clone=IMAGE:21 70020 


99F11 


750 


2687 


NM_006472 


Hs.1 79526 0 


73 


upregulated by 1,25-dihydroxyvitamin D-3 (VD 


39G9 


525 


2687 


S73591 


Hs.1 79526 0 


17 


brain-expressed HHCPA78 homolog VDUP1 (Gene) 


102A1 


2235 


2659 ' 


AL034343 


Hs.1 79565 0 


1 


DNA sequence from clone RP1-108C2 on 














chromosome 6p1 2. 


492B2 


1074 


2126 


NMJD02717 


Hs.1 79574 1.00E-131 


3 


protein phosphatase 2 (formerly 2A), regulator 


143F2 


242 


457 


NM_005771 


Hs.1 79608 1.00E-117 


1 


retinol dehydrogenase homolog (RDHLj) mRNA/ 


111G7 


625 


898 


NM_002659 


Hs.1 79657 1.00E-153 


1 


plasminogen activator, urokinase receptor (P 


585D2 


61 


3189 




He 17QRfv7 0 


R 

U 


rnr^ivrt^ curo/\ urvrz.p/ozoiUD ^irom cione 














DKFZp762G1 


125G4 


1159 


1627 


NM 000389 


r». i f sow i .uut- i o\j 


o 
c 


cyciin^uepenuent Kinase inniDuor im {pz i t l*i 


331A1 


51 


377 ' 


AK026642 


Hs.1 79666 1.00E-161 


2 


FLJ22989 fis, clone KAT11824, highly sim 


516H12 


19 


382 


NM_000997 


Hs. 1 79779 1.00E-1 80 


3 


ribosomai protein L37 (RPL37), mRNA /cds=(26,3 


170A11 


1390 


2087 


L20298 


Hs. 179881 0 


1 


transcription factor (CBFB) mRNA, 3' end /cds=( 


195H8 


1732 


2110 


NM_001755 


Hs.1 79881 1.00E-173 


1 


core-binding factor, beta subunit (CBFB), tra 


127G6 


2406 


2924 


AK022499 


Hs.1 79882 0 


2 


cDNA FLJ12437 fis, clone NT2RM10001 18, weakly 


461 E6 


610 


1148 


NMJ314153 


Hs.179898 0 


1 


HSPC055 protein (HSPC055), mRNA /cds=(1400,19 


516B3 


4 


584 


NM_000975 


Hs.179943 1.00E-136 


2 


ribosomai protein L11 (RPL11), mRNA /cds=(0,53 


62F8 


24 


537 


X79234 


Hs.1 79943 1.00E-175 


1 


ribosomai protein L1 1 /cds=(0,536) /gb= 


471 B11 


1990 


2496 ■ 


NMJ)05602 


Hs.1 79982 0 


1 


tumor protein p53-binding protein (TP53BPL), 


194B4 


693 


956 


NM_004159 


Hs.1 80062 1.00E-112 


1 


proteasome (prosome, macropain) subunit, bet 


49D4 


1002 


1259 


NM_002690 


Hs.1 801 07 1.00E-125 


1 


polymerase (DNA directed), beta (POLB), mRNA 


184A11 


26 


515 


AK024823 


Hs.1 801 39 0 


2 


FLJ21 1 70 fis, clone CAS1 0946, highly sim 


593A8 


43 


535 


NMJ306937 


Hs.180139 0 


13 


SMT3 (suppressor of mif two 3, yeast) homolog 2 


61D10 


102 


722 


AF161415 


Hs.1 80145 0 


1 


HSPC297 mRNA, partial cds /cds=(0,438) /gb=AF 


178A4 


131 


628 


NMJD17924 


Hs.1 80201 0 


2 


hypothetical protein FLJ20671 (FLJ20671), mR 


463H9 


54 


171 


NM_0055Q7 


Hs.1 80370 1.00E-60 


1 


cofilin 1 (non-muscle) (CFL1), mRNA /cds=(51 ,5 


162B9 


2139 


2386 


AB013382 


Hs.1 80383 1.00E-124 


1 


for DUSP6, complete cds /cds=(351,1496) / 


190B7 


1743 


2386 


NM 001946 


Hs.1 80383 1.00E-124 


2 


dual specificity phosphatase 6 (DUSP6), trans 


589B11 


21 


1565 


NM_006597 


Hs.180414 0 


11 


heat shock 70kD protein 8 (HSPA8), mRNA /cds=(8 


73G2 


21 


1567 


Y00371 


Hs.180414 0 


16 


hsc70 gens for 71 kd heat shock protein 














/cds=(83,2023) 


62G1 


985 


1559 


X89602 


Hs. 180433 0 


1 


rTS beta protein /cds=(17,1267) /gb=X896 


98F9 


1479 


3653 


L38951 


Hs.1 80445 0 


9 


importin beta subunit mRNA, complete cds /cds=( 


590F12 


283 


614 


NM_001026 


Hs.1 80450 0 


1 


ribosomai protein S24 (RPS24), mRNA /cds=(142, 


597F2 


2670 


3046 


AF1 87554 


Hs.1 80532 0 


47 


sperm antigen-36 mRNA, complete cds /cds=(234, 


482E2 


85 


366 


AL571386 


Hs.180546 1.00E-106 


1 


AL571386 cDNA /clone=CS0Dl009YL09-(3-prime) 
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109C2 


324 


682 


BE540238 


Hs.180549 1.00E-143 


1 


601059809F1 cDNA, 5' end /clone=IMAGE: 3446283 


68G8 


1447 


3594 


AF 123094 


Hs,180556 0 


3 


API2-MLT fusion protein (API2-MLT) mRNA, comp 


180B9 


1851 


2142 


NMJ)02087 


Hs.180577 1.00E-160 


2 


granulin (GRN), mRNA /cds=(62,1 843) /gb=NM_00 


51 E4 


880 


2466 


NM_005066 


Hs.180610 0 


6 


splicing factor proline/glutamine rich (poly 


50G4 


880 


1280 


X70944 


Hs. 18051 0 0 


1 


PTB-associated splicing factor /cds=(85 


127C8 


317 


3175 


AK023143 


Hs.180638 0 


5 


cDNA FU13081 fis, done NT2RP3002033 /cds=(17 


125E2 


287 


1692 


AL1 17621 


Hs. 180777 0 


2 


mRNA; cONA DKFZp564M0264 (from clone 














DKFZp564 


521 F11 


1969 


2431 


AF1 26964 


Hs. 180799 0 


1 


C3HC4-type zinc finger protein (LZK1) mRNA, co 


479C11 


1186 


2245 


AK000271 


Hs. 180804 1.00E-155 


2 


CDNA PLJ20ZO4 flS, Clone LAJLr/yi^ 














/cds=UNKNOWN 


479C2 


732 


911 


NM_001242 


Hs.180841 3.00E-62 


1 


tumor necrosis factor receptor superfamily, m 


596D2 


67 


942 


NM_000977 


Hs. 180842 0 


1 1 


nbosomal protein Lio (kpli^>), mKNA/cas-^oi.o 


41 E9 


884 


1779 


AL050337 


Hs. 180855 0 


2 


DNA sequence from clone 503F13 on chromosome 














6q24.1-25 


196C10 


679 


1338 


NM_000416 


Hs. 180856 0 


2 


interferon gamma receptor 1 (IFNGR1), mRNA /cd 


99A10 


1 


1655 


AF2 18029 


HS. 180877 0 


11 


clone rrvoi unknown mKiNA /cas— t 1 10,0^0; /go-M 


65H9 


1 


1320 


248950 


Hs. 180877 0 


6 


hH3.3B gene for histone H3.3 /cds={1 0,420) /gb=Z 


160G1 


2065 


2538 


AF045555 


Hs.180900 0 


2 


wbscrl (WBSCR1) and wbscr5 (WBSCR5) genes, 
com 


596B1 


5 


860 


NM 001008 


Hs. 180911 0 


5 


ribosomaJ protein S4, Y-linked (RPS4Y), mRNA 


»y*ir n 


I ODf 




r\ r\UU U £. ij iJ 




1 


cDNA FU20292 fis, clone HEP05374 /cds=(21,140 


75D10 


94 


1656 • 


AY007118 


Hs.181013 0 


8 


done CDABP0006 mRNA sequence /cds=(20,784) / 


46H2 


105 


1661 


NMJ302629 


Hs.181013 0 


5 


phosphoglycerate mutase 1 (brain) (PGAM1), mR 


107G10 


4869 


5527 


AK024391 


Hs.181043 0 


1 


FU14329fis l clone PLACE4000259, highly 


1 / y/u 




yuo 




LJt= ft 

ns. ic i iic. \j 


o 
e. 


Fl 11 1072 fis done PLACE 1004982 /cds=f2 


118D5 


610 


1130 


NM_014166 


Hs.181112 0 


\ 


HSPC126 protein (HSPC126), mRNA /cds=(25,837) 


483D9 


659 


915 


X57809 


Hs.181125 1.00E-123 


1 


rearranged immunoglobulin lambda light chain mRNA 
/c 


596B10 


499 


1193 


NM_005517 


Hs.181163 0 


2 


high-mobility group (nonhistone chromosomal) 


74A12 


34 


1674 


AK026650 


Hs.181165 0 


192 


FU22997 fis, clone KAT11962, highly sim 


99H8 


1079 


2742 


. BC001412 


Hs.181165 0 


260 


eukaryotic translation elongation factor 1 


70F10 


144 


840 


AB015798 


Hs.181195 0 


1 


HSJ2 mRNA for DnaJ homotog, complete cds /cds= 


64E10 


72 


856 


BC002446 


Hs.181195 0 


2 


MRJ gene for a member of protein family, clone 


C07CC 

oy/rb 


my 


1 rot 


mm nn 


ns. io i&io u 


3 
o 


caULI V a Lilly Li aiijw l^UUJ i icaisiui ~ icopuii 


109D8 


825 


1233 


D32129 


Hs.181244 0 


1 


HLA class-I (HLA-A26) heavy chain, complete c 


593H10 


465 


1222 


NM_016057 


Hs.181271 0 


3 


CGl-120 protein (LOC51644), mRNA /cds=(37 > 570 


127H10 


4782 


5154 


AB020335 


Hs.181300 0 


1 


Pancreas-specific TSA305 mRNA , complete cds 


150F7 


509 


1238 


M11353 


Hs.181307 1.00E-175 


5 


H3.3 histone class C mRNA, complete cds 














/cds=(374,784) 


127F7 


895 


1057 


NM_002107 


Hs.181307 3.00E-85 


2 


H3. histone, family 3A (H3F3A), mRNA /cds-(3747 


39H10 


6 


416 


BF676042 


Hs. 181 357 0 


7 


60208401 1F1 cDNA, 5' end /clone=IMAGE:4248195 


99G12 


193 


842 


NMJ>02295 


Hs.181357 0 


28 


laminin receptor 1 (67kD, ribosomal protein SA 


66A12 


312 


1084 


M2043D 


Ltr» <to<i ice n 

Hs.iolobo 0 


4 


IvInO Class li nLA-UK-uEia \ut\£-u\jxv i/urv** uwvjoj 














mRNA, co 


71H11 


748 


1096 


NMJ)02125 


Hs.181369 1.00E-176 


1 


major histocompatibility complex, class II, 


56E4 


272 


521 


AI827911 


Hs.181400 1.00E-126 


1 


wf34e1 1 .x1 cDNA, 3' end /clone=IMAGE:2357516 


170F6 


5255 


5724 


D63486 


Hs.181418 0 


1 


KIAA0152 gene, complete cds /cds=(1 23,1 006) 


454A11 


5981 


6322 


NMJ) 14730 


Hs.181416 1.00E-159 


1 


KIAA0152 gene product (K1AA0152), mRNA /cds=( 


514F6 


1 


232 


AW955745 


Hs.181428 1.00E-117 


1 


EST367815 cDNA /gb=AW955745 /gi=8145428 /ug= 


177E2 


690 


947 


U81002 


Hs.181466 1.00E-130 


2 


TRAF4 associated factor 1 mRNA, partial cds /c 


99B5 


260 


1660 


NM.001549 


Hs. 181 874 0 


6 


interferon-induced protein with tetratricope 
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595H9 


104 


645 


M90356 


Hs.181967 0 


1 


BTF3 protein homologue gene, complete cds 














/cds=(0,644 


67E2 


1057 


1782 


AK026664 


Hs. 182225 4.00E-85 


3 


FLJ23011 fis, done LNG00572 /cds=(288,7 


190A3 


319 


1615 


NM_0 14052 


Hs.1 82238 0 


7 


GW128 protein (GW128), mRNA /cds=(698,889) /g 


140B10 


1770 


2034 


U46751 


Hs.1 82248 2.00E-92 


1 


phosphotyrosine independent ligand p62 for the Lck S 


158H11 


371 


597 


D50420 


HS. 182255 1.00E-126 


1 


OTK27, complete cds /cds=(94,480) /gb 


584A12 


95 


1397 


NM_005008 


Hs.1 82255 0 


3 


non-histone chromosome protein 2 (S. cerevisia 


40G2 


735 


908 


Y00503 


Hs.1 82265 7.00E-41 


1 


keratin 19/cds=(32,1234) /gb=Y00503 /gi=340 


596E7 


1 


886 


NM_QQ1743 


Hs.1 82278 0 


3 


calmodulin 2 (phosphorylase kinase, delta) (C 


129E10 


36 


350 


L29348 


Hs.1 82378 1.00E-174 


2 


granulocyte-macrophage colony-stimulating 


487G1 


184 


934 


NM_002952 


Hs.1 82426 0 


3 


ribosoma! protein S2 (RPS2), mRNA /cds=(240,90 


517G6 


126 


1497 


NMJ305742 


Hs.1 82429 0 


4 


protein disulfide isomerase-related protein 


60E12 


10 


1329 


M 16342 


Hs.1 82447 0 


4 


nuclear ribonudeoprotein particte (hnRNP) C protein 


98E9 


10 


1184 


NM_004500 


Hs.1 82447 0 


8 


heterogeneous nuclear ribonudeoprotein C ( 


496A4 


87 


1835 


NMJD14394 


Hs.1 82470 0 


2 


PTD010 protein (PTD010), mRNA /cds=(1 29, 1088) 


110F11 


947 


1571 


AF061738 


Hs.1 82579 0 


2 


leucine aminopeptidase mRNA, complete cds /cd 


124E1 


1330 


1889 


NM_005739 


Hs.182591 0 


2 


RAS guanyl releasing protein 1 (calcium and DA 


143B2 


32 


565 


Z47087 


Hs.1 82643 0 


1 


RNA polymerase II elongation factor-like 


103D2 


161 


538 


NM 001015 


Hs 1 82740 8 00E-97 


5 


ribosomal nrotein S1 1 rRPS 1 1 1 mRNA /cds=C1 5 4 


331C2 


1310 


1585 


D64015 


Hs.182741 1.00E-136 


1 


for T-cluster binding protein, complete c 


59E9 


27 


269 


BF245224 


Hs.1 82825 1.00E-105 


1 


601863885F1 cDNA, 5' end /clone=IMAGE:4082396 


525E3 


12 


261 


NM_007209 


Hs.1 82825 1.00E-135 


2 


ribosomal protein L35 (RPLSSy, mRNA /cds=(27,3 


70C9 


189 


625 


BE963551 


Hs 182928 1 00E-129 


1 


601657346R1 cDNA 3' end /clone= I MAGE "3866266 


177B9 


14 


561 


BF242969 


Hs.1 82937 0 


2 


601877739F1 cDNA, 5' end /clone=IMAGE:41 06289 


519H3 


34 


526 


NMJ321130 


Hs.1 82937 0 


1 


peptidylproryl isomerase A (cyclophilin A) ( 


159A5 


3163 


3579 


AK026491 


Hs.1 82979 1.G0E-141 


2 


FLJ22838 fis, done KA1A4494, highly sim 


106G11 


2956 


3527 


AF204231 


Hs.1 82982 1.00E-138 


2 


88-kDa Golgi protein (GM88) mRNA, complete cds 


169A3 


2117 


2495 


M33336 


Hs.1 83037 1.00E-105 


3 


cAMP-dependent protein kinase type l-alpha subunit ( 


124H9 


2767 


2955 


NM_002734 


Hs.1 83037 7.00E-91 


1 


protein kinase, cAMP-dependent, regulatory, 


107B3 


2877 


3182 


U 17989 


Hs.1 83105 1.00E-170 


1 


nuclear autoantigen GS2NA mRNA, complete cds / 


476A6 


538 


893 


NM 016523 


Hs.183125 0 




killer cell Isctin-like recentor F1 fKLRFI^ m 


75A1 


629 


1222 


AK001433 


Hs.1 63297 0 


1 


FU10571 fis, done NT2RP2003121, weakly 


597E11 


97 


1656 


AF248966 


Hs.1 83434 0 


5 


HT028 mRNA, complete cds/cds=(107,1159) /gb= 


124A2 


2015 


2756 


AK024275 


Hs.1 83506 0 


1 


cDNA FLJ1421 3 fis, done NT2RP3003572 /cds=(1 1 


74F2 


2082 


2418 


U53347 


Hs. 1 83556 1.00E-1 77 


2 


neutral amino acid transporter B mRNA, complete cds 
/ 






looo 




HS. loobOD VJ 


1 


vnino protein vnoAjdooyo^), mKNA /cas~\4o,ioou) 


594H12 


1718 


3458 


NMJXH418 


Hs. 183684 0 


4 


eukaryotic translation initiation factor 4 g 


61H11 


1457 


2024 


U73824 


Hs.183684 0 


2 


p97 mRNA, complete cds /cds=(306,3029) 














/gb=U73824/g 


75H7 


342 


2258 


M26880 


Hs.1 83704 0 


7 


ubiquitin mRNA, complete cds /cds=( 135,2 192) 














/gb=M26 


599E7 


2306 


3111 


D44640 


Hs.1 83706 0 


6 


HUMSUPY040 cDNA/clone=035-0Q-1 /gb=D44640/ 


518H4 


1554 


1973 


NMJD02078 


Hs.1 83773 0 


1 


golgi autoantigen, golgin subfamily a, 4 (GOL 


520C3 


98 


255 


NM_Q 18955 


Hs. 183842 3.00E-64 


1 


« * . •«« /i „ rsi « a § t rr\ a «ta a\ j * lira 

ubiquitin B (UBB), mRNA /cds=(94,783) /gb=NM_ 


102C11 


1730 


1808 


M15182 


Hs.1 83868 8.00E-33 


2 


beta-glucuronidase mRNA, complete cds 














/cds=(26,1981 


523D3 


1730 


2183 


NMJ)00181 


Hs.1 83868 0 


2 


glucuronidase, beta (GUSB), mRNA /cds={26,198 


187A12 


122 


828 


NM_003589 


HS.1 83874 0 


1 


cullin 4A (CUL4A), mRNA /cds=(1 60,21 39) /gb=N 


156F4 


228 


907 


AF 11 9665 


Hs.184011 0 


4 


inorganic pyrophosphatase complete cds 


525B8 


225 


791 


NMJ>21129 


Hs.1 84011 0 


2 


pyrophosphatase (inorganic) (PP), nuclear ge 


589B1 


3 


394 


NMJ)00993 


Hs.1 8401 4 0 


10 


ribosomal protein L31 (RPL31), mRNA /cds=(7,38 
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99D6 


3909 


4308 


NMJ)04985 


Hs.184050 1.00E-145 


1 


v-KI-ras2 Kirsten rat sarcoma 2 viral oncogene 


166B3 


12 


345 


BE964596 


Hs. 184052 1.00E-90 


1 


601658521R1 cDNA, 3' end /c!one=IMAGE:3885796 


591 G6 


1348 


1958 


NM_022152 


Hs. 184052 0 


3 


PP1201 protein (PP1201), mRNA /cds=(66,1001) 


114E11 


1780 


1942 


AK025545 


Hs. 184032 4.00E-59 


1 


cDNA: FLJ21992 fis, clone HEP03554 /cds=(60,84 


597E4 


8 


407 


NM_000982 


Hs.184108 1.00E-114 


6 


ribosomal protein L21 (gene or pseudogene) (RP 


162C5 


295 


1062 


L41887 


Hs. 1841 67 0 


3 


splicing factor, arginine/serine-rich 7 (SFR 


109F6 


151 


749 


AF054182 


Hs.184211 0 


1 


mitochondrial processing peptidase beta-subu 


462C6 


4590 


5087 


NMJJ15001 


HS. 184245 0 


1 


KIAA0929 protein Msx2 interacting nuclear tar 


517D1 


1510 


1935 


NM_004252 


Hs.184276 1.00E-162 


7 


solute carrier family 9 (sodium/hydrogen exch 


ODto 


17.4 
1 f 4 




mrji niairrrt 
I\IV|_U lOOfV 






hvnnthptieal nrntein FLJ1 1259 fFLJ1 12591 mR 


50F9 


2484 


3103 


AB023182 


Hs. 184523 0 


1 


for KIAA0965 protein, partial cds /cds=(0 


100A4 


297 


1941 


AK025730 


Hs.184542 1.00E-149 


3 


FU22077 fis, clone HEP12728, highly sim 


113D4 


950 


1623 


NMJD16061 


Hs. 184542 0 


1 


CGM27 protein (LOC51646), mRNA /cds=(1 25,49 


145D11 


41 


339 


BE730026 


Hs. 184582 1.00E-111 


1 


601562642F1 cDNA, 5' end /c!one=IMAGE:3832258 


595F4 


69 


548 


NM_000986 


Hs. 184582 0 


1 


ribosomal protein L24 (KPL24), mRNA /cds-(3y,5 


108H10 


250 


701 


U00946 


Hs.184592 0 


1 


clone A9A2BRB5 (CAC)n/(GTG)n repeat-containing 
rnRN 


43B5 


4399 


4488 


AF1 04032 


Hs. 184501 3.00E-24 


1 


L-type amino acid transporter subunit LAT1 mRN 


104F12 


298 


1713 


NM_014999 


Hs.184S27 0 


2 


KIAA0118 protein (KIAA0118), mRNA /cds=(255,9 


122E8 


513 


995 


AF035307 


Hs.184597 0 


2 


clone 23785 mRNA sequence icds=UNKNOWN 














/gb=AF 


40H2 


66 


2605 


M37197 


Hs.184760 1.00E-177 


4 


CCAAT-box-binding factor (CBF) mRNA, complete cds 
/c 


514E4 


29 


519 


NM_000984 


1 t _ a ft a f i r*- rt 

Hs. 184776 0 


3 


ribosomal protein LZ3a {Kr f L*tof\) ) mKNA /cos— [£ 


589A7 


736 


983 


AK025533 


Hs-184793 1.00E-138 


1 


cDNA: FLJ21880 fis, clone HEP02743 /cds=UNKNOW 


142G5 


1918 


2157 


AL049782 


Hs.1 84938 8.00E-83 


3 


Novel human gene mapping to chomosome 13 














/r»He=l INICMnXA/KI /nh=A 
— u in rviM w v v ih /yu — r\ 


462G9 


178 


398 


AI085568 


Hs. 185052 1.00E-76 


1 


oy68b05.x1 cDNA, 3' end /clone=l MAGE: 1670961 


470C12 


81 


333 


T98171 


Hs. 185575 1.00E-105 


1 


ye56c12.s1 cDNA, 3' end /clone=IMAGE:121750 / 


463F2 


3175 


3359 


NM_014686 


Hs.1 86340 1.00E-72 


1 


KIAA0355 gene product (KIAA0355), mRNA /cds=( 


ACt-i CA 

4o 1 E4 


9U7 


mo 


NM_ ui ooi y 


nS.lODD/4 4.uut*y J 


i 


nypOUlcuudl piuiclll rrvUttau \rr\\JZ^.o\j}, iiirviM/n 


155A1 


53 


379 


AI619574 


Hs.187362 1.00E-109 


1 


ty50c09.x1 cDNA, 3' end /clone=IMAGE:2282512 


451 C9 


2948 


3458 


NM_014504 


Hs. 187560 0 


1 


putative Rab5 GDP/GTP exchange factor homoiogu 


470F2 


5 


331 


BE646499 


Hs.187872 1.00E-156 


1 . 


7e87h02.x1 cDNA, 3* end /done=IMAGE:3292179 


68D12 


590 


740 


AW963239 


Hs.187908 4.00E-66 


1 


EST37531 2 /gb=AW963239 /gi=8153075 /ug= * 


75H12 


2012 


2585 


AL1 10269 


Hs.187991 0 


1 


cDNA DKFZp564A122 (from clone DKFZp564A1 


1 G."7C*A 

1D/L34 . 


A A"? A 

• 14/4 


iyot$ 


Kir ji ni (^ftoft 

NM_U I OOZD 


nS. io/yy i u 


i 




137G3 


54 


197 


AI625368 


HS-1 88365 2.00E-34 


46 


ts37c10.x1 cDNA, 3' end /clone=lMAGE:2230770 


464C12 


183 


404 


AA432364 


Hs.1 88777 7.00E-94 


1 


zw76a09.s1 cDNA, 3' end /clone=IMAGE:782104 / 


467E9 


29 


183 


AA578947 


Hs.1 88885 1.00E-63 


1 


nm82b04.s1 cDNA, 3' end /clone=IMAGE: 1074703 


457B4 


•349 


459 


AI392805 


Hs.1 89031 2.00E-49 


1 


tg04h03.x1 cDNA, 3' end /clone=IMAGE:2 107829 


451 E2 


242 


473 


BE674964 


Hs.1 90055 1.00E-109 


1 


7f11b09.x1 cDNA, 3' end /cbne= IMAGE: 3294329 


463F4 


58 


295 


BG326781 


Hs.190219 1.00E-132 


1 


602425659F1 cDNA, 5' end /clone=lMAGE:4563471 


465H4 


111 


558 


AA582958 


Hs.1 90229 0 


1 


nn80d08.s1 cDNA, 3' end /clone=IMAGE:1090191 


470F9 


26 


529 


AI763206 


Hs.1 90453 0 


1 


wh95e09.x1 cDNA, 3' end /clone=IMAGE:2388520 


66H12 


1 


3459 


D00099 


Hs.1 90703 0 


5 


for Na.K-ATPase alpha-subunit, complete 


472E1 


338 


540 


AW294083 


Hs.190904 2.00E-46 


1 


U!-H-BI2-ahg-b-05-0-Ul.s1 cDNA, 3' end /clon 


522G10 


433 


970 


NMJ)03757 


Hs.192023 0 


2 


eukaryotic translation initiation factor 3, 


54G8 


29 


410 


AW838827 


Hs.192123 0 


1 


CM1 -LT0059-2801 00-1 08-e02 /gb=AW833327 


455G4 


261 


515 


BF224348 


Hs.192463 1.O0E-1O4 


1 


7q86c05.x1 cDNA /clone=IMAGE /gb=BF224348 /g 


468F9 


392 


487 


AI524039 


Hs.1 92524 2.00E-36 


1 


tg99h02.x1 cDNA, 3' end /ctone=IMAGE:21 16947 


465C5 


111 


392 


AW972048 


Hs.1 92534 1.00E-153 


1 


EST384032 cDNA /gb=AW972048 /gi=8161789 /ug= 
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184F12 


1 


677 


AF090927 


Hs. 192705 0 


1 


clone HQ0457 PRO0457 mRNA, complete cds /cds=( 


464C11 


1 


65 


BE29B181 


Hs.1 92755 3.Q0E-23 


1 


601118566F1 cDNA, 5' end /c!one=IMAGE:3028193 


465H3 


108 


706 


BG035938 


Hs.1 92965 0 


1 


602287708F1 cDNA, 5' end /clone=IMAGE:4375153 


169F9 


4138 


4890 


D87454 


Hs.192966 0 


1 


KIAA0265gene, partial cds /cds=(0, 1205} /gb 


118H10 


1104 


1858 


AK024263 


Hs.1 93063 1.0GE-132 


2 


cDNA FLJ14201 fis, clone NT2RP3002955 /cds=UNK 


4/ tiro 


£o 


4Uo 


Br Lto^yo 




4 

I 




40A5 


1933 


2611 


X12830 


Hs.1 93400 0 


1 


interteukin-6 (IL-6) receptor /cds=(437,184 


63B5 


327 


582 


AW959162 


Hs.1 93669 1.00E-103 


1 


EST371232 /gb=AW959162 /gi=814884S /ug= 


52G10 


803 


1173 


M57627 


Hs.193717 0 


1 


interleukin 10 (IL10) mRNA, complete cds 














/cds=(30.566 


469F5 


2088 


2438 


AL1 10204 


Hs.193784 1.0DE-179 


1 


mRNA; cDNA DKFZp586K1922 (from clone 














DKFZp586K 


598H7 


1428 


1715 


NM_014828 


Hs.194035 1.00E-119 


1 


KIAA0737 gene product (KIAA0737), mRNA /cds=( 


4S2B6 


103 


546 


BE618004 


Hs.194362 1.00E-165 


1 


601462354F1 cDNA, 5' end /clone=IMAGE:3865861 


472F12 


1177 


1667 


AB036737 


Hs.1 94369 0 


2 


« mRNA for RERE, complete cds /cds=(636,5336) /g 


182E10 


11785 


13486 


U82828 


Hs.1 94382 0 


5 


ataxia telangiectasia (ATM) gene, complete cd 


458F4 


258 


408 


NMJ322739 


Hs.194477 2.00E-62 


1 


E3 ubiquftin ligase SMURF2 (SMURF2), mRNA /cd 




1 AOH 
l4ZO 






We '\QAR'kA 1 nflP 17R 

ns-iy'tDOH i.uut-ioo 


i 


vesicie-associaiea rnemurane protein <£ ^synapi 


38H8 


1198 


1620 


U89337 


Hs.194638 0 


1 


RNA polymerase II subunit hsRPB4 gene, complete 
cds/ 


122H10 


5292 


5481 


NMJ323005 


Hs.194888 4.00E-80 


1 


bromodomain adjacent to zinc finger domain, 1B 


1B6G9 


1 


1908 


AL1 36945 


Hs.1 9471 8 0 


2 


mRNA; cDNA DKFZp5B6O012 (from clone 














DKFZp586O0 


113F3 


1852 


2375 


NM_000634 


Hs.1 94778 0 


1 


Interleukin 8 receptor, alpha (IL8RA), mRNA / 


106A3 


35 


404 


U11870 


Hs.1 94778 0 


1 


interleukin-8 receptor type A (IL8RBA) gene, promote 


473B8 


1001 


1314 


AF319433 


Hs.194976 1.00E-172 


1 


SH2 domain-containing phosphatase anchor pro 


57F9 


442 


1934 


Y14039 


Hs.195175 0 


27 


mRNA for CASH alpha protein /cds=(481 ,1923) /g 


49E5 


2314 


2512 


NMJ)ie666 


Hs.195292 2.00E-37 


1 


putative tumor antigen (SAGE), mRNA /cds=(167, 


473B10 


406 


532 


BE671815 


Hs.195374 1.00E-54 


1 


7a47c12.x1 cDNA, 3' end /c!one=IMAGE:3221878 


595B5 


59 


311 


AI653766 


Hs.195378 6.00E-46 


1 


*/01b06.x1 cDNA, 3' end /c!ons=MMAGE:2277779 


60G4 


42 


1554 


D13642 


Hs.195614 0 


2 


KIAA001 7 gene, complete cds /cds=(136,1335) 


473B9 


739 


927 


AF241534 


Hs.1 9601 5 2.Q0E-73 


1 


hydatidiform mole associated and imprinted (H 


99C10 


1075 


1424 


NMJ)00294 


Hs.1 961 77 1.00E-115 


1 


phosphorylase kinase, gamma 2 (testis) (PHKG2 


45H9 


956 


1405 


AF283645 


Hs.196270 0 


1 


folate transporter/carrier mRNA, complete cd 


54F9 


2567 


2954 


U04636 


Hs. 196384 0 


1 


cyclooxygenase-2 (hCox-2) gene, complete cds 














/cds=(1 


38F12 


401 


606 


AI984074 


Hs.196398 1.00E-104 


1 


wz56c02.x1 cDNA, 3' end /clone=IMAGE:2562050 ■ 


157G1 


403 


551 


AJ005835 


Hs.1 96759 7.0DE-77 


2 


RNA transcript from U17 small nucleolar RNA ho 


163F4 


1 


402 


AI650871 


Hs.197028 0 


1 


wa95f03.x1 cDNA, 3' end /clone=lMAGE:2303933 


160B3 


408 


476 


AI832038 


Hs.1 97091 5.00E-27 


1 


wi99e02 x1 3' end /clone=IMAGE2410970 


105E8 


1299 


3674 


AB020657 


Hs.1 97298 0 


6 


for KIAA0850 protein, complete cds /cds=( 


178G12 


2097 


3593 


AF205218 


Hs.1 97293 0 


8 


NS1 -binding protein-like protein mRNA, compl. 


585F1 


284 


1711 


NM_001469 


Hs.1 97345 0 


4 


thyroid autoantigen 70kD (Ku antigen) (G22P1) 


39C10 


545 


1984 


Z83840 


Hs.197345 0 


2 


DNA sequence from clone CTA-216E10 on 














chromosome 22 C 


58E12 


2162 


3013 


NMJ)01530 


Hs.1 97540 0 


2 


hypoxia-inducible factor 1, alpha subunit (ba 


125G11 


3673 


4059 


D29805 


Hs.1 98243 0 


1 


mRNA for beta-1 ,4-galactosyltransf erase, complete 


41H10 


6 


821 


M33906 


Hs.1 98253 1.00E-156 


2 


MHC class II HLA-DQA1 mRNA, complete cds 














/cds=(43,810) 


186A11 


551 


1031 


NMJ)04544 


Hs.1 98271 0 


2 


NADH dehydrogenase (ubiquinone) 1 alpha subco 


12SD8 


993 


1381 


NM_G21105 


Hs.198282 0 


1 


phospholipid scramblase 1 (PLSCR1), mRNA /cds 


174C12 


4824 


5257 


NMJ)03070 


Hs.1 98295 0 


1 


SWI/SNF related, matrix associated, actin dep 
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erythrocyte 2,3-bIsphosphoglycerate mutase mRNA 
EC 

hexokinase 2 (HK2), mRNA /cds=(1 490,4243) /gb 
HK2 mRNA for hexokinase SI /cds=( 1490,4243) /gb=Z 

wq72d08.x1 cDNA, 3' end /clone=IMAGE:2476815 
COP9 (constitutive photomorphogenlc, Arabldo 
601493754T1 cDNA, 3' end /clone=IMAGE:3895836 



109C6 


128 


833 


X04327 


Hs. 198365 0 


1 


64B12 


4383 


5289 


NM_000189 


Hs.198427 0 


2 


70B4 


3267 


5289 


Z46376 


Hs.l 98427 0 


4 


478H6 


186 


475 


A1978581 


Hs. 198694 1.00E-129 


1 


587G1 


767 


1143 


NMJ306837 


Hs.198767 1.00E-170 


1 


465F12 


373 


554 


BE621611 


Hs.1 98802 2.00E-77 


1 



123B3 


310 


3608 


AB011108 


Hs.1 98891 0 


3 


mRNA for KIM0536 protein, partial cds /cds=(0, 


157H3 


3457 


5268 


D50929 


Hs. 198899 0 


2 


KlAA0139gene, complete cds /cds=(1 28,4276) 


477H1 


35 


592 


NMJJ02229 


Hs. 198951 0 


1 


]un B proto-oncogene (JUNB), mRNA/cds=(253,12 


53C5 


979 


1295 


X51345 


Hs.198951 1.00E-160 


1 


jun-B mRNA for JUN-B protein /cds=(253,1296) 














/gb=X513 


54H8 


350 


501 


AW450874 


Hs.199014 5.00E-81 


1 


U!-H-BI3-alI-a-1 1-0-Ul.s1 cDNA, 3' end /don 


520E12 


3506 


3878 


L04731 


Hs.199160 0 


1 


translocation T(4:11) of ALL-1 gene to chromoso 


57F4 


5941 


6266 


NM_006267 


Hs. 1991 79 1.00E-158 


1 


RAN binding protein 2 (RANBP2), mRNA/cds=(127, 



OUB1U 


D 


ob«+c> 


L/ooyo4 


We> 10041 f\ 

ms. lyy^'rj u 


£. 


VflA AHO^I nana nar+ial rrSc /rrlc=m lA'Wi ,'nh 


fc>ofcl<2 


4 7C7 
1 f Of 






We 1QQOAR 1 HfiC Unft 


o 

& 


prostaglandin receptor rnroMM, complete cos / 


4o4ri«5 


1 ft7Q 




mm nAno^u 

Nivi_uuuyoo 


We -1QOO/1R "X rtDP ^ 
03.1533*140 O.UUC-00 


4 
I 


prosiayianuin c receptor ** tsuDiype cr*tj \r ioc 




OOO 




My fHQO'a'i 


We 1QQ9S7 fl 

ns. i yy^oo u 


A. 


Qha OA rolatoH ifinsca JQPAIO mPkIA /rWc=M7^ 1 
OltJ-<iU leidleU hJltdba 1 UrxIM/A /UJa - \ 1 / o, 1 


464B9 


633 


1068 


AF015041 


Hs.1 99291 0 


1 


NUMB-R protein (NUMB-R) mRNA, complete cds /c 


522F9 


2 


116 


AI669591 


Hs.200442 5.00E-59 


1 


tw34b09.x1 cDNA, 3* end /clone=IMAGE:2261561 


60F11 


4945 


5114 


AB040942 


Hs.201500 7.00E-92 


1 


for KIAA1509 protein, partial cds /cds=(0 


72D12 


819 


1293 


AF1 04398 


Hs. 20 1673 0 


1 


comicnon mRNA, complete cds /cas=(56 I 49u) /g 


105G5 


1629 


2130 


AF091263 


Hs.201675 0 


1 


RNA binding motif protein 5 (RBM5) mRNA, comple 


116G3 


1637 


2854 


NMJ)05778 


Hs^01675 0 


2 


RNA binding motif protein 5 (RB1VJ5), mRNA /cds=( 


40A10 


254 


431 


AI693179 


Hs.201789 5.00E-85 


1 


Wd68d12.x1 cDNA, V end /clone=lMAGE:2336759 


473D4 


421 


547 


BE551203 


Hs.201792 3.00E-49 


1 


7b55h12jd cDNA, 3 1 end /c!one=IMAGE:3232199 


472D8 


313 


623 


AW390251 


Hs.202402 1.00E-123 


1 


CM4-ST01 82-051 099-021 -b06 cDNA /gb=AW390251 


66H5 


176 


482 


AI271437 


HSJ203041 1.00E-173 


1 


qf19c05.x1 cDNA, 3' end /c!one=!MAGE: 1856935 


594C2 


35 


368 


. AW131782 


Hs.203603 1.00E-147 


2 


Xf34e08.x1 cDNA, 3' end /clone=IMAGE:26 19974 


138B12 : 


101 


420 


AW1 94379 


Hs.203755 1.00E-93 


3 


xm08h07.x1 3' end /done=IMAGE:2683645 


473D3 


1 


234 


AI538474 


Hs.203784 1.00E-117 


1 


td06h08.x1 cDNA, 3* end /clone=IMAGE:2074911 


471 A5 


113 


442 


AI393908 


Hs.203829 1.00E-153 


1 


tg05f10.x1 cDNA, 3' end /clone=IMAGE:2107915 


40A4 


1621 


2037 


AF004230 


Hs.204040 0 


1 


monocyte/macrophage Ig-related receptor MIR 


463H1 


7 


319 


AW977671 


Hs.2042141.00E-161 


1 


EST389900 cDNA /gb=AW977671 /gi=81 69049 /ug= 


478E7 


25 


434 


AI762023 


Hs.204610 0 


2 


Wh69f04.x1 cDNA, 3' end /cloned MAG E:2387935 


55E11 


324 


469 


AI741246 


Hs.204656 1.00E-58 


12 


wg26g09.x1 cDNA, 3' end/done=IMAGE:2366272 


478G10 


345 


476 


AI760901 


Hs.204703 9.00E-34 


1 


Wi09h06.x1 cDNA, 3' end /clone=IMAGE:2389787 


470E11 


374 


507 


AI762741 


Hs.204707 2.00E^9 


1 


Wh93h02.x1 cDNA, 3* end /clone=IMAGE:2388339 


478F5 


179 


437 


AI086035 


Hs.204873 1.00E-110 


1 


oy70h04.x1 cDNA, 3' end /clone=IMAGE: 1671 223 


464G4 


33 


320 


AI749444 


Hs.204929 5.00E-50 


1 


at24c03.x1 cDNA, 3 end /c!one=IMAGE:2356036 


472D2 


88 


198 


A1760018 


Hs.205071 4.00E-54 


1 


Wh83b02.x1 cDNA, 3' end /clone=IMAGE:2387307 


470D9 


5 


422 


AW976641 


Hs.205079 0 


1 


EST388750 cDNA /gb=AW976641 /gF8167872 /ug= 


470D4 


122 


500 


AA885473 


Hs.205175 0 


1 


am10c12.s1 cDNA, 3 f end /clone=IMAGE:1 466422 


473C5 


285 


525 


BF679831 


Hs.205319 2.00E-96 


1 


6021 5441 5F1 cDNA, 5* end /clone=IMAGE:4295595 



470E7 


295 


521 


AI762557 


Hs.205327 9.00E-95 


2 


Wh92f07.x1 cDNA, 3' end /clone=IMAGE:2388229 


478F11 


11 


447 


AI761141 


Hs.205452 0 


3 


wh97g08.x1 cDNA, 3' end /clone=IMAGE;2388734 


459A12 


111 


323 


N72600 


Hs.205555 9.00E-95 


1 


za46f08.s1 cDNA, 3' end /clone=IMAGE:295623 / 


470F4 


214 


481 


AW977820 


Hs.205575 1.00E-131 


1 


EST389824 cDNA/gb=AW977820/gi=81 68971 /ug= 


102G3 


1 


249 


BF680988 


Hs.205596 2.00E-78 


1 


602156272F1 cDNA, 5' end /clone=!MAGE:4297216 


472B2 


312 


700 


BF794256 


Hs.206761 0 


1 


602255454F1 cDNA, 5' end /clone=llVJAGE:4338949 
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470C1 


1113 


1643 


AK024118 


Hs.206858 0 


1 


cDNA FLJ14056 fis, clone HEMBB1000335 /cds=UNK 


469H7 


1076 


1215 


U15177 


HS.2069B4 3.D0E-69 


1 


cosmid CRI-JC2015 at D10S239in 10sp13 














/cds=(0,1214) 


61 F9 


5 


181 


AW340421 


Hs.207995 4.00E-94 


1 


hc96h02.x1 cDNA, 3' end /clone=IMAGE:2907891 


473C2 


239 


551 


BF439575 


Hs.208854 1.00E-151 


1 


nab69e1 1 .x1 cDNA 7clone=IMAGE /gb=BF439675 / 


62G11 


159 


292 


BE781511 


Hs.208985 1.0QE-60 


1 


601467463F1 cDNA, 5' end /clone=IMAGE:3870902 


4/^fc*£ 


oca 

Zoo 


554 


Al 343473 


HS.209203 1.00E-135 


1 


tb97a08.x1 cDNA, 3' end /clons=IMAGE:2062262 


471C10 


148 


498 


AI768880 


Hs.209511 0 


1 


wh71e04,x1 cDNA, 3' end /cloned MAGE;2386205 


470G9 


416 


561 


AI798144 


Hs.209509 4.00E-63 


1 


Wh81g12.x1 cDNA, 3' end /clone=IMAGE:2387206 


478C10 


120 


447 


AI80931O 


Hs.210385 1.00E-158 


2 


Wh75h08.x1 cDNA, 3 1 end /done=IMAGE:2386523 


476B7 


64 


341 


AI075288 


Hs.210727 1.00E-151 


2 


oy69h10.x1 cDNA, 3* end /cfone=]MAGE:1671139 


477G4 


915 


1541 


AB040919 


Hs.210958 0 


1 


mRNA for KIAA1436 protein, partial cds /cds=(1 


468C2 


215 


498 


AI832182 


Hs.210995 1.00E-145 


1 


td13h11.x1 cDNA, 3' end /c!ons=IMAGE:2075589 


472D11 


1 


300 


A1860120 


Hs.211024 1.00E-126 


1 


wh39e01.x1 cDNA, 3' end fcione=!MAGE:2383128 


470D3 


30 


317 


AW362304 


Hs.211194 1.00E-137 


1 


CM3-CT0275-031 1 99-031-a08 cDNA /gb=AW362304 


179FS 


105 


551 


A1823649 


Hs.211535 0 


1 


wi85g03.x1 3' end /clone=IMAGE:2400148 


477G12 


2439 


4050 


NM_020993 


Hs.211563 0 


4 


B-cell CLUIymphoma 7A (BCL7A), mRNA /cds=(953 


39A11 


5178 


5792 


L10717 


Hs.211576 0 


2 


T cell-specific tyrosine kinase mRNA, complete 


187B9 


5365 


5790 


NM_005546 


Hs.211576 0 


1 


IL2-inducible T-ce!f kinase (ITK), mRNA /cds^ 


152C2 


3965 


4297 


Z22551 


Hs.211577 1.00E-174 


1 


kinectin gene /cds= (69,41 39) /gb=Z22551 /gi=296 


120A2 


2556 


2917 


NMJ)05955 


Hs.211581 0 


1 


metal-regulatory transcription factor 1 (MTF 


147A2 


2915 


4407 


M59465 


Hs.211600 0 


6 


tumor necrosis factor alpha inducible protein A20 mRN 




2404 


3981 


NM_j00629Q 


Hs.211600 0 


11 


tumor necrosis factor, alpha-induced protein 


589F3 


1905 


2274 


AF090693 


Hs.211610 0 


1 


apoptosis-related RNA binding protein (NAPOR- 


470G1 1 


277 


462 


Al 862623 


Hs.211744 5.00E-99 


1 


Wh99h10jc1 cDNA, 3' end /clone=IMAGE:2333931 


473F2 


195 


423 


BE575092 


Hs.211828 2.00E-95 


1 


7f02d07.x1 cDNA, 3' end /clone=IMAGE:3293485 


517D2 


1059 


1366 


BC000747 


Hs.211973.1.00E-162 


2 


Similar to homolog of Yeast RRP4 (ribosomal RN 


109D9 


391 


533 


AI922921 


Hs.212553 2.00E-68 


1 


wnB1c05.x1 cDNA, 3' end /clone=IMAGE:2452232 


494H12 


172 


549 


AI912585 


Hs.213385 0 


3 


we11d07.x1 cDNA, 3' end /clone=IMAGE:2340781 


596G11 


4740 


5687 


AB007916 


Hs.2 14646 0 


8 


mRNA for KIAA0447 protein, partial cds /cd$=(2 


104C12 


843 


1787 


AL031282 


Hs.215595 0 


2 


DNA sequence from clone 283E3 on chromosome 














1p36.21-36 


124F8 


1391 


2913 


. NM_002074 


Hs.2 15595 0 


4 


guanine nucleotide binding protein (G protein) 


157E8 


1264 


1527 


AK001548 


Hs.2 15766 0 


4 


FLJ 10686 fis clone NT2RP3000252 hiahlv 


519G3 


1729 


2094 


NMJ)12341 


Hs.215766 0 


1 


GTP-binding protein (NGB), mRNA /cds=(23, 1924 


473E7 


2278 


2472 


AB022663 


Hs.2 15857 3.00E-52 


1 


HFB30 mRNA, complete cds /cds=(236 t 1660) /gb= 


104F7 


4 


1324 


D00017 


Hs.217493 0 


3 


for lipocortin II, complete cds /cds=(49,1 


58G2 


11 


1324 


NM_004039 


Hs.217493 0 


7 


annexin A2 (ANXA2), mRNA /cds=(49 t 1068) /gb=N 


467D4 


27 


443 


AI392814 


Hs.221014 1.00E-180 


1 


tg10a02.x1 cDNA, 3' end /clone=IMAGE:21 08330 


463B1 


69 


457 


AV636223 


Hs.221642 0 


1 


AV585223 cDNA, 5 r end /clone=GKCGXH11 /c!one_ 


464D10 


295 


552 


BF058398 


Hs.221695 1Q0E-115 


1 


7k30d01.x1 cDNA, 3* end /clone=l MAGE: 3476785 


466C12 


1 


427 


AI540165 


Hs.222186 0 


1 


Id10d05.x1 cDNA, 3' end /c!one=IMAGE:2075241 


125H10 


2596 


2917 


AB046830 


Hs.222746 0 


1 


mRNA for KIAA161 0 protein, partial cds /cds=(0 


473C4 


1 


193 


BF435098 


Hs.222833 9.00E-72 


1 


7p05g01.x1 cDNA, 3' end /c!one=IMAGE: 3645097 


37B4 


18 


371 


AW389509 


Hs.223747 1.00E-147 


1 


CM3-ST0163-051099-019-b1 1 /gb=AW389509 


470H7 


106 


357 


AI766706 


Hs.223935 1.00E-116 


1 


Wi02g11.x1 cDNA, 3' end /done=IMAGE:23891 24 


472D12 


1 


370 


AL1 33721 


Hs.224680 0 


1 


DKFZp761H09121_r1 cDNA, 5' end /done=DKFZp76 


124E4 


53 


208 


AI874107 


Hs.224760 7.00E-50 


3 


wm49b01.x1 cDNA, 3* end /clone=IMAGE:2439241 


477G3 


146 


412 


AI400714 


Hs.225567 1.00E-141 


1 


tg93g12.x1 cDNA, 3' end /clone=IMAGE:2l 16390 


112F12 


2313 


2799 


AL 163279 


Hs.225674 0 


1 


chromosome 21 segment HS21C079 /cds=(0,6888) 


118D12 


6187 


6775 


NMJD15384 


Hs.225767 0 


1 


fDN3 protein (IDN3), mRNA /cds={706 t 71 82) /gb 


109B7 


2208 


3315 


AF1 19417 


Hs.225939 0 


2 


nonfunctional GM3 synthase mRNA, alternative! 
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125A8 


2877 


3381 


NM_006999 


Hs.225951 0 


1 


topoisomerase-related function protein 4-1 


129C8 


5510 


5893 


AF012108 


Hs.225977 0 


1 


Amplified in Breast Cancer (AiB1) mRNA, comple 


39G12 




4859 


NM 014Q77 




2 


KIAA0670 nrotpin/acinus f KIAAG67CN mRNA fed 


153D10 


1 


286 


AF000145 


Hs.227400 1.00E-139 


2 


germinal center kinase related protein kinase 


464B12 


901 


1425 


AL050131 


Hs.227429 0 


1 


mRNA; cDNA DKFZp586l111 (from clone 














DKFZp586M 


459D9 


3828 


4314 


NM_004841 


Hs.227806 0 


1 


ras GTPase activating protein-like (NGAP), mR 


135E9 


135 


773 


NM_004049 


Hs.227817 0 


1 


BCL2-related protein A1 (BCL2A1), mRNA/cds={ 


59F10 


123 


808 


Y09397 


Hs.227817 0 


12 


GRS protein /cds=(1 02,629) /gb=Y09397/ 


516H4 


1901 


2462 


NM_014287 


Hs.227823 0 


1 


pM5 protein (PM5), mRNA /cds=(0,3668) /gb=NM_0 


107C12 


2776 


3390 


Y15906 


Hs.227913 0 


1 


for XAGL protein /cds=(132,1646) /gb=Y159 


152C7 


■ 171 


1390 


AF052155 


Hs.227949 0 


2 


clone 24761 mRNA sequence /cds=UNKNOWN 














/gb=AF 


522G8 


108 


293 


A1917348 


Hs.228486 2.00E-70 


1 


ts83d10.x1 cDNA, 3' end /clone=IMAGE:2237875 


66C7 


304 


445 


AI094726 


Hs.228795 1.00E-26 


1 


qa08f05.x1 cDNA, 3' end /c!one= IMAGE: 1686 177 


585D1 


51 


294 


AM 99388 


Hs.228817 5.00E-73 


1 


qs75e05.x1 cDNA, 3* end /Clone=IMAGE: 1943936 


468E9 


113 


324 


AI523873 


Hs.228926 7.00E-77 


2 


tg97c12.x1 cDNA, 3' end /clone=!MAGE:21 16726 


466F1 


44 


139 


AI380491 


Hs.229374 3.00E-39 


2 


tf95b10.x1 cDNA, 3' end /cfone=!MAGE:21 07003 


182F1 


40 


465 


AI354231 


Hs.229385 1.00E-138 


4 


qv/12c04.x1 cDNA, 3' end /clone=IMAGE: 1981 350 


465C1 


237 


316 


AW812896 


Hs.229868 3.00E-38 


1 


RC3-ST0186-250200-018-a1 1 cDNA /gb=AW812896 


178H7 


42 


353 


AI581732 


Hs.229918 1.00E-68 


5 


ar74f03.x1 cDNA, 3' end /clone=IMAGE:21 28349 


72H6 


48 


534 


A1818777 


Hs.229990 L00E-85 


3 


wl11fJ0.x1 cDNA, 3' end /clone=IMAGE:2424619 


181E9 


52 


279 


A1827451 


Hs.229993 1.00E-66 


1 


Wl17d11.x1 cDNA, 3' end /c!one=IMAGE:2425173 


38H1 


225 


311 


Al 579979 


Hs.230430 1.00E-25 


1 


tq45a01.x1 cDNA, 3* end /clone=iMAGE:22 11720 


489G11 


66 


369 


AI818596 


Hs.230492 1.00E-112 


5 


wk74dG4.x1 cDNA, 3' end /clone=IMAGE:2421127 


118D6 


40 


161 


AI025427 


Hs.230752 6.00E-37 


1 


ow27g06.s1 cDWK, 3* end /clone= I MAGE: 1648090 


462H6 


305 


437 


AI087055 


Hs.230805 3.00E-67 


1 


oy70c09.x1 cDNA, 3' end /clone=IMAGE: 1671 184 


107C11 


93 


240 


AI796419 


Hs.230939 1.00E-40 


1 


Wj17f02.x1 cDNA, 3' end /ctone=IMAGE:2403D99 


591A1 


65 


316 


AA767883 


Hs.231154 7.00E-59 


4 


oa30h07.s1 cDNA, 3' end /c!one=l MAGE: 1 306525 


471 B3 


177 


519 


BE407125 


Hs.231510 1.00E-166 


1 


601301818F1 cDNA, 5' end /clone=lMAGE:3636412 



64G11 


609 


950 


AL542592 


Hs.231816 1.00E-166 


108G1 


1 


210 


AW006857 


Hs.231987 1.G0E-109 


115F3 


44 


185 


AW016002 


Hs.232000 7.00E-75 


138A6 


4771 


5194 


D15050 


Hs.232068 0 


472A6 


311 


497 


BF1 95579 


Hs.232257 1.00E-78 


111A7 


285 


453 


AW026667 


Hs.233261 L00E-41 


67G8 


292 


560 


BE719483 


Hs.233383 4.00E-94 


123B11 


180 


351 


AW006045 


Hs.233560 5.00E-82 


472E3 


1 


319 


AW027530 


Hs.233564 1.00E-180 


36F11 


943 


1896 


285996 


Hs.233750 0 


184G6 


49 


491 


BF694761 


Hs.233936 0 


599C7 


12 


540 


NM_005471 


Hs.233936 0 


156B4 


405' 


774 


AF054185 


Hs.233952 1.00E-164 


595G5 


85 


315 


NM_002792 


Hs.233952 1.00E-123 


67F5 


108 


556 


AK000654 


Hs.234149 0 


591B6 


1 


555 


NMJ)17918 


Hs.234149 0 


111B7 


1887 


2217 


AK023204 


Hs.234265 1.00E-120 


72F6 


314 


2581 


AL035071 


Hs.234279 0 


514H4 


2105 


2523 


NM_012325 


Hs.234279 0 


599A10 


1 


1163 


NM.002300 


Hs.234489 0 


163A8 


470 


1153 


X13794 


Hs.234489 0 


125E5 


31 


465 


NM.000978 


Hs.234518 1.00E-117 



1 AL542592 cDNA /c!one=CS0DE01 2YA05-(5-prime) 

1 ws1 5d07.x1 cDNA, 3' end /clone=lMAGE:2497261 

2 UI-H-BIOp-abh-h-06-OUI.sl cDNA, 3' end /do 
1 transcription factor AREB6, complete cds /cd 

1 7n85c03.x1 cDNA, 3* end /clone=IMAGE:3571 205 

1 vw15d09.x1 cDNA, 3' end /done=IMAGE:2529617 

3 MR1-HT0858-02Q800-001 -c06 /gb=BE71 9483 

1 wz81b09.x1 cDNA, 3* end /c!one=IMAGE:2565209 

1 wv74c06.x1 cDNA t 3 1 end /clone=IMAGE:2535274 

6 DNA sequence from PAC 431A14 on chromosome 
6p21.Conta 

9 602080851 F2 cDNA, 5' end /clone=IMAGE:4245133 

55 myosin, light polypeptide, regulatory, non-s 

1 proteasome subunit HSPC complete cds /c 

1 proteasome (prosome, macropain) subunit, alp 

1 FLJ20647 fis, clone KAT02147 /cds=(90 l 836 

6 hypothetical protein FLJ20647 (FLJ20647), mR 

1 cDNA FLJ13142 fis, clone rvTT2RP300321 2 ? modera 

2 DNA sequence from clone 1085F17 on chromosome 
20q11.1 

1 microtubule-associated protein, RP/EB family 

30 lactate dehydrogenase B (LDHB), mRNA /cds=(84 

4 lactate dehydrogenase B g ene exon 1 and (EC 1 . 1 . 1 . 

2 ribosomal protein L23 (RPL23), mRNA /cds=(25,4 
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471 B1 


1499 


2033 


L05148 


Hs.234569 0 


1 


protein tyrosine kinase related mRNA sequence 
















466D7 


1050 


1402 


NM_013451 


Hs.234680 0 


1 


fer-1 (C.elegans)-like 3 (myoferlin) (FER1L3) 


108B11 


407 


742 


X14008 


Hs.234734 0 


1 


lysozyme gene (EC 3.2.1 .17) /cds=(82,474) 














/gb=X14008 


476A12 


3 


440 


AI076222 


Hs.235042 0 


2 


oy65b09.x1 cDNA, 3' end /clone= IMAGE: 1 670681 


464H7 


994 


2425 


AL1 57426 


Hs.235390 1.00E-22 


1 


mRNA; cDNA DKFZp751 B1 01 (from clone 














DKFZp761B1 


472F2 


2203 


2431 


AK024137 


Hs.235498 7.00E-97 


1 


cDNA FLJ14075 fis, clone HEMBB1001905, weakly 


63C7 


1159 


1751 


AK000260 


Hs.235712 0 


1 


FU20253 fis, clone COLF6895 /cds=UNKNOWN 


73C3 


39 


485 


AI379474 


Hs.235823 0 


1 


tc57g08.x1 cDNA, 3' end /clone=IMAGE:2068755 


590H8 


182 


449 


AA020845 


Hs.235883 1.00E-145 


3 


ze64a07.r1 cDNA, 5* end /clone= IMAGE: 363732 / 


182H3 


468 


2009 


NM_001535 


Hs.235887 1.00E-119 


5 


HMT1 (hnRNP methyltransf erase, S. cerevisiae) 


119B12 


253 


596 


NM_003075 


Hs.236030 0 


1 


SWI/SNF related, matrix associated, actin dep 


461 C5 


654 


1112 


AK025410 


Hs.236449 0 


1 


cDNA: FLJ22757 fis, clone KAIAQBQ3 /cds=(92,24 


182G3 


514 


2817 


AK023223 


Hs.236494 0 


2 


FLJ13161 fis clone NT2RP3003589 hiahlv 


469G7 


857 


1336 


AK026359 


Hs.236744 0 


1 


cDNA: FLJ22705 fis, clone HSJ13163/cds=UNKNOW 


592A9 


1522 


1888 


NMJJ20135 


Hs.236828 0 


1 


putative helicase RUVBL (LOC56897), mRNA /cds 


177A1 


1260 


1704 


AKODI^^ 


Hs 236844 1 00E-170 


-| 


FLJ1 0652 fis clone* NT2RP2005886 /cds=(50 


594G2 


916 


1537 


NM.018169 


Hs.236844 0 


2 


hypothetical protein FLJ10652 (FU10652), mR 


98D10 


1881 


1964 , 


NMJ106947 


Hs.237825 9.00E-36 


1 


signal recognition particle 72kD (SRP72), mRN 


f £S-*i 




*1 11 A 

14 




Uf. TJ70CQ f\ 

nS. £Q{ obo U 


«-j 
z 


lnterleukin-7 receptor (IL-7) mRNA, complete cds/cd 




Off 




INIVI_UU^ 1 03 


ns.Zof odd U 


y 


mterieuKin / receptor (ii_/K) f mKNA/cds^f^ii,! 


109G2 


16 


405 


AF1 16682 


Hs.238205 0 


1 


PRO2013 mRNA, complete cds /cds=(1 35,380) /gb 


41E1 


2163 


2733 


U60805 


Hs.238648 0 


1 


oncostatin-M specific receptor beta subunit (OSMRB) 


599C11 


508 


1734 


AK026110 


Hs.238707 0 


5 


cDNA: FLJ22457 fis, clone HRC09925 /cds=(56,14 


143E8 


2 


595 


AV700542 


Hs.238730 1.00E-177 


6 


AV700542 cDNA, 3' end /clone=GKCAFD05 /clone. 


596C11 


77 


653 


AW955090 


Hs.238954 0 


5 


EST367160 cDNA /gb=AW955090 /gl=81 44773 /ug= 


i oyo/ 


1 Of \ 


I Do4 




ns.zooyyu i.uut-i4o 


1 


cuk inhibitor p^/rxir-'i mKNA, complete cds /cds- 


173C1 


1599 


1859 


BC001971 


Hs.238990 1.00E-146 


1 


Similar to cyclin-dependent kinase inhibitor 


458B5 


1539 


1809 


AL1 36828 


Hs.238996 1.00E-131 


1 


mRNA; cDNA DKF2p434K0427 (from clone 














DKFZp434K * 


591H9 


6104 


6559 


AL1 57902 


Hs.239114 0 


1 


DNA sequence from clone RP4-675C20 on 














chromosome 1p13 


512G4 


231 


2376 


• NM_005746 


Hs.239138 0 


61 


pre-B-cell colony-enhancing factor (PBEF), m 


53D11 


935 


2053 


U02020 


Hs.239138 0 


15 


pre-B cell enhancing factor (PBEF) mRNA, complete 
cds 


38B7 


2187 


2263 


AK025021 


Hs.239189 1.00E-36 


1 


FU21368 fis, clone COL03056, highly sim 


458E10 


90 


622 


NM_0 16533 


Hs.239208 0 


1 


ninjurin 2 (NINJ2), mRNA /cds=(56,484) /gb=NM 


184G10 


1608 


2056 


AK026535 


Hs.239307 0 


1 


FU22882 fis, clone KAT03587, highly sim 


194D9 


1544 


1683 


NM_003680 


Hs.239307 4.00E-57 


1 


tyrosyl-tRNA synthetase (YARS), mRNA/cds=(0, 


110C7 


450 


1216 


AF246221 


Hs.239625 0 


4 


transmembrane protein BRI mRNA, complete cds 


599G9 


446 


1205 


NM_021999 


Hs.239625 0 


13 


integral membrane protein 2B (ITM2B), mRNA/cd 


515E4 


1404 


1671 


NMJD14515 


Hs.239720 1.00E-132 


1 


CCR4-NOT transcription complex, subunit 2 (C 


115H10 


1124 


2079 


BC000105 


Hs.239760 0 


2 


Similar to CG14740 gene product, done MGC:25 


466E3 


605 


923 


NM_0D5301 


Hs.239891 1.00E-164 


2 


G protein-coupled receptor 35 (GPR35), mRNA / 


52B5 


993 


1243 


AJ223075 


Hs.239894 1.00E-106 


1 


for TRIP protein /cds=(1 78,2532) /gb=AJ22 


171E10 


88 


399 


AW002624 


Hs.240077 1.00E^145 


1 


wu60d10.x1 cDNA, 3' end /clone=IMAGE:990854 / 


75C5 


325 


1604 


AK027191 


Hs.240443 0 


8 


FLJ23538 fis, clone LNG08010, highly sim 


597D3 


1134 


1792 


BC001255 


Hs.240770 0 


1 


nuclear cap binding protein subunit 2, 20kD, 


98A11 


596 


6834 


NM_005385 


Hs.241493 0 


10 


natural killer-tumor recognition sequence (N 


98C10 


1580 


2204 


AK0271 87 


Hs.241507 0 


40 


cDNA: FU23534 fis, clone LNG06974, highly sim 


463E8 


324 


846 


AF047002 


Hs.241520 0 


1 


transcriptional coactivator ALY mRNA, partia 


514G6 


802 


1238 


NM_012392 


Hs.241531 0 


3 


peflin (PEF), mRNA /cds=(1 2,866) /gb=NMJD1239 



267 



WO 02/057414 



PCT/USO 1/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



177G4 


1375 


1887 


AF099149 


Hs.241558 0 


1 


TRIAD1 type I mRNA, complete cas /cas-i io^o 


110E4 


1320 


1937 


AK021704 


Hs. 241 567 0 


1 


rLJl 1Dt£ US, ClOllc nC-iwIDrA 1 wUt <Jv»v/, uiyuiy 


513B12 


700 


1447 


NM_016839 


Hs.241567 0 


3 


dma km^inrt mnfif dnnlo crranriprl intpranlino 
KNA DinOing mOUT, Sinylc buaiiueu imciawmy 


500G10 


910 


1249 


NM_000594 


Hs.241570 0 


1 


i llmnr nanrneie t^rlftr fTKIF QUnPrfa mil\/ fTl BfTlbB 


514B6 


735 


1032 


NMJ)18630 


Hs.241576 1.00E-155 


1 


h\/r>nfVial-ir-ol nmtatrt PRD7S77 fPR02577^ mRNA 


590H9 


61 


251 


NM_016200 


Hs.241578 1.00E-104 


1 


1 1£ (.aPM& accnrla^rl Rm-Vikp nratpin LSm8 fLOC 
uo snruNM-assooiaiea orii-iii\c jjiu.cui u^iuu 


50A6 


200 


311 


AK026704 


Hs.242868 3.00E-57 


3 


r LJ23UD1 lis, Clone LpioU^o^z /cab— uiNr\iv\-iwv 


104C10 


199 


353 


AA424812 


Hs.243029 2.00E-74 


1 


zw04b02.s1 cDNA, 3' end /clone=lMAGE:768267 / 


72G4 


182 


415 


AW081232 


Hs.243321 1.00E-99 


4 


xc22e08.x1 cDNA, 3 end /clone=IMAGE.2585030 


521 D1 2 


32 


287 


AW102835 


Hs.243457 6.00E-96 


1 


xd38h12.x1 cDNA, 3' end /clone=IMAGE:2596103 


102F3 


79 


157 


W45562 


Hs.243720 4.00E-26 


1 


zc26s07.s1 cDNA, 3 end /cIone=l(viAGE.323460 / 


56D6 


193 


454 


M97856 


Hs.243886 1.00E-122 


1 


histone-binding protein mRNA, complete cds /c 


595D8 


25 


495 


NMJ302482 


Hs.243886 0 


1 


nuclear autoantigenic sperm protein (histone- 


46G5 


2137 


2661 


AK000745 


Hs.243901 0 


1 


cDNA FU20738 fis, clone HEP08257 








/cds=UNKNOWN 


477D4 


141 


250 


Aioy*tuu i 




1 


tg06d04o1 cDNA, 3' end /do ne=l MAGE: 21 07975 


139B7 


50 


235 


AW078847 


HS.244816 4.00E-32 


2 


xb18g07jc1 cDNA, 3' end /clone=IMAGE:2576700 


472C4 


74 


464 


AW1 39918 


Hs.245138 0 


1 


Ul-H-BU-aee-d-05-0-UU1 cDNiA, 3' end /clon 


459F7 


45 


229 


AW080951 


H.S.245616 7.00E-58 


1 


xc28c10.x1 cDNA, 3' end /done=1MAGE:2585586 


100A6 


41 


1795 


L22009 


Hs.245710 1.00E-143 


3 


hnRNP H mRNA, complete cds /cds={72,1421) 








/gb=L22009 


592G8 


41 


1798 


NMJ)05520 


Hs.245710 0 


6 


heterogeneous nuclear ribonudeoprotein H1 


71 G4 


382 


583 


AL1 36607 


Hs.245798 1.00E-104 


1 


mRNA; cDNA DKFZp564l0422 (from clone DKFZp564 


118B9 


4495 


5528 


AK024391 


Hs.246112 0 


4 


cDNA FU 14329 fis, clone PLACE4000259, highly 


471 E5 


148 


464 


AI568725 


ns.Z4b£yy i .uut- 1 / ( 


1 


th15a01.x1 cDNA, 3' end /clone=IMAGE:2118312 


464D11 


26 


526 


N28843 


Hs.246358 0 


1 


yx59d10.r1 cDNA, 5' end /done=lW!AGE:266035 / 


40H7 


550 


1108 


S57235 


Hs. 246381 0 


1 


CD68-110kda transmembrane glycoprotein [human, 












promonocy 


471E12 


152 


507 


AW1 17189 


Hs.245494 1.00E-149 


1 


xd83f08.x1 cDNA, 3' end fclone=IMAGE:2604231 


479C1 


47 


o4o 




Hs 246796 1 00E-140 


1 


AV7399S1 cDNA, 5' end /cfone=CBFBRA1Q /clone_ 


472C9 


43 


400 


BF796642 


Hs.246818 0 


1 


602259846F1 cDNA, 5' end /clone=IMAGE:4343171 


47F11 


2 


227 


AB015856 


Hs,247433 1.00E-123 


1 


for ATF6, complete cds /cds=(68,2080) /gb 


179H9 


12 


379 


AL031313 


Hs.247783 1.00E-111 


1 


DNA sequence from clone 581F12 on chromosome 












Xq21.Co 


167A9 


5 


352 


Z00013 


Hs.247792 1.00E-163 


5 


H.sapiens germline gene for the leader peptide and 










variable 


72B8 


402 


672 


L15006 


HS.Z470Z4 I.UUt-l^y 




In qunerfamilv CTLA-4 mRNA, complete cds /cds= 


488H10 


135 


672 


NMJ305214 


Hs.247824 1.00E-146 


5 


cytotoxic T-lymphocyte-associated protein 4 


188G8 


1 


255 


NMJ502991 


Hs.247838 1.00E-135 


1 


small mauciDie cyiowne buuidinii/ « v-^y^ *_or=» 


153D11 


401 


720 


AL049545 


Hs.247877 1.00E-133 


2 


DNA sequence from clone 263J7 on chromosome 












6qi4.o->a 


44 q 2 


42 


448 


AL035604 


Hs.247894 1.00E-133 


1 


DNA sequence from clone 38C16 on chromosome 












6q22.33-2 


180B7 


10 


271 


L21961 


Hs.247947 4.00E-72 


1 


Ig rearranged lambda-chain mRNA, subgroup VL3, V- 
J re 


110B11 


311 


803 


U08626 


Hs.247984 0 


1 


glutamme synthetase pseudogene /cds={0,899) /gb=U 


74G5 


361 


955 


X14798 


Hs.248109 0 


1 


DNA for c-ets-1 proto-oncogene /cds=(278,1603) /gb= 


60H10 


214 


527 


AW1 50084 


Hs.248657 1 .00E-99 


3 


vrt «aafA*i vi /*nwA "V pnH /rlon»=lMAGE*2629661 


64E2 


329 


535 


BF512500 


Hs.248689 1.00E-112 


1 


UI-H-B)3-alW-h-10-0-Ul.s1 cDNA, 3' end /clon 


470C6 


278 


470 


AI832183 


Hs.249031 1.00E-103 


1 


Wh80g09.x1 cDNA, ^end /clone=lMAGE:2387104 


146A9 


1145 


1422 


S63912 


Hs.249247 1.00E-113 


1 


D10S102=FBRNP [human, fetal brain, mRNA, 3043 












nt] /cds=(30, 


519E8 


37 


628 


NM_002136 


; Hs.249495 0 


1 


heterogeneous nuclear ribonudeoprotein A1 


458C7 


2232 


2520 


NM.000964 


. Hs.250505 1.00E-163 


1 


retinoic acid receptor, alpha {RARA), mRNA /cd 


476A8 


1060 


1601 


AF308285 


Hs.250528 0 


1 


serologically defined breast cancer antigen N 
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123D7 


436 


2077 


AL1 57499 


Hs.250535 1.00E-153 


3 


mRNA- cDWA DKFZd434N2412 ffrom clone 














DKFZp434 


477A10 


285 


370 


AW291304 


Hs.250600 2.00E-34 


1 


UI-H-BI2-agg.b-11-0-UI.s1 cDNA, 3' end /clon 


172G12 


726 


1598 


AF1 82420 


Hs.250619 0 


6 


MDS019 (MDSQ19) mRNA, complete cds /cds=(231,1 


167E11 


11633 13714 


NMJ)16252 


Hs.250646 1.00E-180 


2 


baculoviral IAP repeat-containing 6 (BIRC6), 


591 E4 


198 


714 




250655 4 finF-QQ 


o 


proinyi llOoiil, ai\Jl\d ^jent: ocLJUcll^t: CO] \r 1 IVIM/, 


40D9 


2289 


3010 


M95585 


Hs.250692 0 


1 


hepatic leukemia factor (HLF) mRNA, complete cds 
/cds 


110D9 


2336 


3259 


NM_003144 


Hs.250773 0 


3 


signal sequence receptor, alpha (translocon-a 


166A3 


1 


302 


AF1 03458 


Hs.250806 6.00E-93 


2 


isolate donor N clone N168K immunoglobulin kap 


110C12 


629 


1228 


M35416 


Hs.250811 0 


1 


GTP-binding protein (RALB) mRNA, complete cds 














/cds=(1 


458D12 


1136 


1714 


AY007158 


Hs.250820 0 


1 


clone CDABP0113 mRNA sequence /cds=UNKNOWN 


177C5 


658 


823 


J02521 


Hs.251064 3.00E-32 


1 


/g 

non-histone chromosomal protein HMG-14 mRNA, 














ccmplet 


126A2 


658 


1009 


NM_004965 


Hs.251064 0 


3 


high-mobility group (nonhistone chromosomal) 


523G1 


1 


337 


AE000660 


Hs.251465 1.00E-178 


2 


T-cell receptor alpha delta locus from bases 5 


40G1 


4 


781 


X72308 


Hs.251526 0 


3 


for monocyte chemotactic protein-3 (MCP- 


188G7 


1 


1030 


NM.002789 


Hs.251531 0 


3 


proteasome (prosome, macropain) subunit, alp 


61E12 


578 


2275 


NM 006537 


Hs.251636 0 


2 


uhiauitin soecific Drotpa«=p 3 /USP3^ mRNA Irsi 


38B10 


995 


1211 


AK026594 


Hs.251653 1.00E-107 


1 


FU22941 Ms, clone KAT08078, highly sim 


70C3 


2022 


2405 


X52142 


Hs.251871 0 


1 


CTP synthetase (EC 6.3.4.2) /cds=(75,1850) / 


177E9 


49 


406 


S80990 


Hs.252136 t.OOE-125 


2 


ficolin [human, uterus, mRNA, 1736 nt] 














/eds=t*532 1512^ /ah 


50F8 


1841 


2048 


AK026712 


Hs.252259 1.00E-114 


15 


FLJ23059 fis, clone LNG03912/cds=(41,16 


585E12 


16 


194 


AI383340 


Hs.252300 1.00E-63 


1 


tc76g05.x1 cDNA, 3* end /clone=IMAGE:2070584 


181E12 


22 


99 


BE963374 


Hs.252338 4.00E-30 


1 


601657137R1 cDNA, 3' end /clone=IMAGE:3866193 


477H4 


290 


451 


AI524022 


Hs.252359 8.00E-87 


1 


tg99f02.x1 cDNA, 3* end /clone=IMAGE:21 16923 


188G11 


95 


700 


NMJJ07104 


Hs.252574 0 


2 


ribosomal protein L10a (RPL10A), mRNA/cds=(1 


471 H9 


1 


285 


AV706014 


Hs.252580 1.00E-145 


1 


AV706014 cDNA, 5' end /clone=ADBAOB12 /clone_ 


134F9 


1358 


1464 


AL359526 


Hs.252588 5.00E-50 


1 


mRNA; cDNA DKF2p564F172 (from clone 














DKFZp564F1 


597B10 


13 


279 


NMJ300981 


Hs.252723 1.00E-149 


28 


ribosomal protein L19 (RPL19), mRNA /cds=(28,6 


120D7 


962 


1674 


NM_006054 


Hs.252831 0 


5 


reticulon 3 (RTN3), mRNA /cds=(124,834) /gb=N 


593B10 


102 


467 


AW191929 


Hs.252989 7.00E-93 


1 


x!77c10.x1 cDNA, 3* end /clone=IMAGE:2680722 


482C11 


32 


122 


AW195119 


Hs.253151 3.00E-33 


1 


xn65b07.x1 cDNA, 3" end /clone=lMAGE:2699413 


472C6 


34 


279 


AW204029 


Hs.253384 1.00E-137 


1 


UI-H-BI1-aen-d-02-0-Ul.s1 cDNA, 3' end /don 


472D4 


27 


440 


AW205624 


Hs.253502 0 


1 


Ul-H-BI1-afr-e-01-0-Ul.s1 cDNA, 3* end /clon 


472D1 


120 


362 


BF7505S5 


Hs.253550 1.00E-133 


1 


RC1 -BN041 0-261 000-014-fl 1 cDNA /gb=BF750565 


480F11 


367 


558 


AW237483 


Hs.253820 1.00E-105 


1 


xm72e01.x1 cDNA, 3' end /c!one=IMAGE:2689752 


472B5 


35 


363 


AI432340 


Hs.254006 1.00E-169 


1 


tg54e06.x1 cDNA, 3' end /c!one=IMAGE:2 112610 


75E5 


1 


904 


M14328 


Hs.254105 0 


5 


alpha enolase mRNA, complete cds /cds=(94, 1 398) 


592A12 


1 


1100 


NM_001428 


Hs.254105 0 


5 


/gb= 

enolase 1, (alpha) (ENOI), mRNA /cds=(94, 1398) 


472D10 


183 


414 


AI364936 


Hs.255100 1.Q0E-126 


1 


qz23c12.x1 cDNA, 3' end /ctone=IMAGE:2027734 


479H9 


43 


184 


AW292772 


Hs.255119 2.00E-70 


1 


UI-H-BW0-aij-d-03-0-Ul.s1 cDNA, 3' end /clon 


480A2 


18 


523 


AW293267 


Hs.255178 0 


1 


U1-H-BWO-aii-e-10-0-Ul.s1 cDNA, 3' end /clon 


480B7 


16 


298 


AW293895 


Hs.255249 1.00E-116 


1 


Ul-H-BWO-ain-M0-O-Ul.s1 cDNA, 3' end /clon 


479H11 


23 


202 


AW293955 


Hs.255255 3.00E-79 


1 


U1-H-BWO-aik-d-05-0-Ul.s1 cDNA, 3' end /clon 


480A4 


415 


598 


AW294681 


Hs.255336 5.00E-66 


1 


UI-H-BW0-ail-g-10-0-Ul.s1 cDNA, 3' end /clon 


480A7 


223 


427 


AW294695 


Hs.255339 1.00E-103 


1 


Ul-H-BWO-aim-a-02-0-Ul.s1 cDNA, 3' end /clon 


480A8 


26 


338 


BF514247 


Hs.255340 1.00E-167 


1 


U!-H-BW1-ani-h-09-0-Ul.s1 cDNA, 3' end /don 


480C12 


239 


483 


AW295088 


Hs.255389 1.00E-124 


1 


UI-H-BWO-ait-d-09-0-Ul.s1 cDNA, 3' end /clon 


480F9 


1 


423 


BF531016 


Hs.255390 0 


1 


602072345F1 cDNA, 5* end /clone=IMAGE:42 15251 


4B0B3 


68 


377 


AW295610 


Hs.255446 1.00E-161 


1 


UI-H-BW0-aip-c-03-0-Ul.s1 cDNA, 3' end /clon 
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460H5 


44 


427 


AA45D/Q/ 


OCEyiEO A (\t\C ICI 

HS.^5o4oz I.UUt-itH 


A 
\ 


dd£XUU9.l I UL/|Nr\, U CI IU /OIL'llC~HVIr\OC.. O I ■+UU I / 


480B12 


132 


212 


AW295oo4 


Hs.255454 /.UDboy 


A 
I 


1 I! H P*\/\/fi airt n 19 fl 111 d rHNIA anH /nlnn 


472E7 


loo 


489 


AI4oyb4t> 


Li,, occ^qa n r\f\c -ice 


A 
\ 




480D12 


84 


258 


AW29BOUO 


rlS.Z554y2 a.Uufc-yu 


1 


\ It M R\A/n sin h fll-D-l II q1 rHMA V <anrt /rlnn 


480F4 


34 


464 


AW296063 


rls.255o01 0 


1 


1 II W *3im n Dfl_A 1 H c1 rHMA V onrl //>lnn 

ui-n-ovvu-aiu-y-uo-u-uj.s i cuiNrt, o ena /cion 


480D5 


18 


404 


a t ft inr>i* Ann 

AW296490 


Hs.255554 0 


2 


ui-n-DVvu-aic)-T-ut5-u-ui.s i cupja, o ena /cion 


480E1 


95 


379 


AW296532 


ij— ncecen * nnc a f\A 
Hs.255559 1.0Uc-1U1 


1 


1 II W Q\A/n ^itr h (Y7 fLI II c1 r>nMA 7' anH /i^lrwn 

ui-n-DVvu-aiv-D-ur-u-ui.s t cuinm, o ena /cion 


480E5 


17 


326 


AW296545 


it— nrrprn > r»Af~ (too 

Hs.255560 1.00E-128 


1 


I II LJ D\A/n Viif r~ H fl I II el r nMA Qri r< /rlnn 

ui-n-DVvu-aiv-c-ij-u-ui.5 1 cuna, o ena /cion 


480F2 


20 


330 


AW296730 


Hs.255573 1.UUE-160 


1 


ui-n-Dvvu-aix-T- li-u-ui.s i cuinm, o eno /cion 


480G7 


38 


479 


AW296797 


Hs.255579 0 


1 


uhn-ovVLhajD-e-u/~u-ui.si cuna, o eno /cion 


480C9 


19 


274 


AW297339 


Hs.255637 1.00E-117 


1 


ui^-Dvvu-air-c-u^'^J-ui.s i curJA, o eno /cion 


480C4 


70 


191 


AW297400 


Hs.255647 1.00E-49 


1 


UI-H-BW0-ais-a-05-0-Ul.s1 cDNA, 3 f end /don 


480G5 


17 


242 


AW297522 


Hs.255661 2.00E-87 


1 


UI-H-BW0-aja-e-02-0-Ul.s1 cDNA, 3* end /cion 


480F10 


230 


560 


AW294654 


Hs.255687 0 


1 


UI-H-BW0-ait-d-10-0-Ul.s1 cDNA, 3' end /don 


480G9 


47 


532 


AW297813 


Hs.255695 0 


1 


U-H-BW0-aiy-g-09-0-Ul.s1 cDNA, 3' end /don 


480G10 


31 


453 


AW297827 


Hs.255697 0 


1 


UI-H-BWO-aiy-h-11-0-Ul.s1 cDNA, 3' end /cion 


482G6 


16 


242 


AW339651 


Hs.255927 3.00E-78 


1 


he15g04.x1 cDNA, 3' end /clone=!MAGE:2919126 


469B1 1 


4 


221 


AW341086 


Hs.256031 1.00E-99 


1 


xz92h04.x1 cDNA, 3 ? end /clone=IMAGE:2871703 


140E7 


2870 


3589 


M32315 


Hs.256278 1.00E-B4 


2 


tumor necrosis factor receptor mRNA, complete cds 
fed 


189H12 


2839 


3294 


NM_001066 


Hs.256278 0 


2 


tumor necrosis factor receptor superfamily, m 


99H11 


83 


589 


NM_Q05620 


Hs.256290 0 


4 


S1 00 calcium-binding protein A1 1 (calgizzarin 


58C7 


1778 


2264 


AJ271747 


Hs.256583 0 


1 


partial mRNA for double stranded RNA binding nu 


482F4 


373 


628 


AV719442 


Hs.256959 1.00E-124 


1 


AV719442 cDNA, 5' end /clone=GLCBNA01 /c!one_ 


482F5 


8 


377 


AW440866 


Hs.256961 1.0QE-179 


A 
1 


neuoiuz.xi cuNA, o ena /cione-iiviMot.^yioioy 


482F8 


191 


315 


AW440974 


Hs.256971 2.00E-62 


1 


neubeiz.xi cuna, o ena /clone- iwiACjt.zyi Bzo4 


479E7 


136 


567 


A \ ft f A A A iAA 

AW444482 


Hs.256979 0 


2 


ul-n-Di^-aKD-e-uo-u-ui.si curMA, o eno /cion 


471H5 


3 


432 


AJ438957 


Hs. 257066 0 


1 


IC89D05-X7 CDNA, 3 end /Clone-irViAGE .2 073297 


472G3 


233 


617 


AW450350 


Hs.257283 0 


1 


Ui+l-Bl3-aKn-c-0l-o-ui.sl cuna, j end /cion 


472G11 


112 


338 


Al 809475 


Hs.257466 1.00E-101 


1 


wn76d06jc1 cDNA, 3 end /cloneHMAGE.238D557 


479F7 


22 


421 


AW452467 


Hs.257572 0 


1 


UI-H-Bl3-a!s-e-09-0-Ul.sl cuna, ^ end /cion 


479G9 


95 


304 


AW452513 


Hs.257579 1.00E-81 


1 


UI-H-BW 1 -arne-D-03-O-ULsl cDNA, 3 end/cion 


479F11 


16 


329 


AW453021 


Hs.257640 1.00E-163 


1 


ui-H-DWi-ama-c-02-0-ui.si cuna, 3 end /cion 


479G4 


45 


441 


AW453044 


Hs.257646 0 


1 


UI-H-BW1 -ama-e-01-0-ULs1 cDNA, 3 end /cion 


482F9 


11 


256 


AW467193 


Hs.257667 1.00E-108 


1 


ne07a04.xl cDNA, 3 end /cione-iiviAGt.29ioZ8b 


482G2 


9 


271 


AW467400 


Hs.257680 1.00E-112 


1 


ne10f11.xl cDNA, 3 end /clone-lMAkit.29l8bo/ 


482G8 


108 


428 


AW467437 


Hs.257682 1.00E-177 


1 


ne17auo.x1 cDNA, 3 end /clone-UVJAbc.29iy*:/o 


482G12 


1 


417 


AW467501 


Hs.257687 0 


1 


ne19e0o.xl cDNA, i end /clone- iiviAGb.zy I94yu 


482H4 


39 


143 


AW467746 


Hs.257695 3.00E-51 


1 


he23d05.x1 cDNA, 3' end /clone= I MAGE :29 19849 


482H6 


1 


116 


AW467863 


Hs.257705 2.00E-59 


1 


he27c04.x1 cDNA, 3' end /clone=fMAGE:2920230 


482H7 


• 1 


321 


AW467864 


Hs.257706 1.00E-155 


1 


he27c05.x1 cDNA, 3' end /clone=!MAGE:2920232 


482H9 


1 


112 


AW467992 


Hs.257709 1.00E-47 


1 


he30b01.x1 cDNA, 3' end /clone=IMAGE:2920489 


483A2 


20 


429 


AW468207 


Hs.257716 0 


1 


he34a12.x1 cDNA, 3' end /c!one=!MAGE:2920894 


483A9 


11 


373 


AW468431 


Hs.257727 0 


1 


he37h11.x1 cDNA, 3' end /clone=lMAGE:2921253 


4ft?R? 


2 


241 


AW468R21 


H<; 257743 1 00E-119 




he42e03.x1 cDNA, 3' end /cfone=lMAGE:2921692 


75B1 


157 


246 


BE531180 


Hs.258494 5.00E-44 


1 


601278313F1 cDNA, 5' end /clone=IMAGE:3610443 


585F6 


2200 


4106 


AL 136549 


Hs.258503 0 


8 


mRNA; cDNA DKF2p761 112121 (from clone 














DKFZp761 


169E2 


5186 


5415 


U20489 


Hs.258609 1.00E-119 


2 


glomerular epithelial protein 1 (GLEPP1) comple 


127A5 


2142 


2477 


AB037790 


Hs.258730 1.00E-177 


1 


mRNA for KIAA1369 protein, partial cds /cds=(0 


171B12 


4202 


4314 


Y10129 


Hs.258742 4.00E-45 


2 


mybpc3 gene /cds=(33,3857) /gb=Y10129 /gi=20583 


75B7 


531 


682 


L14542 


Hs.258850 3.00E-81 . 


1 


lectin-iike type II integral membrane protein (NKG2-E 


471 G5 


344 


473 


Al 144328 


Hs.259084 3.00E-61 


1 


oy84g04.x1 cDNA, 3' end /clone=lMAGE: 1672566 


479B7 


73 


307 


AF161364 


Hs.259683 1.00E-123 


1 


HSPC101 mRNA, partial cds /cds=(0,556) /gb=AF 


146B11 


1942 


2174 


AL1 36842 


Hs.260024 8.00E-92 


1 


DKFZp434A0530 (from clone DKFZp434A 
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584A1 


1085 


1470 


AL022398 


Hs.261373 1.00E-166 


1 


DNA sequence from PAC 434014 on chromosome 














1q32 


148B1 


119 


817 


X60656 


Hs.261802 0 


2 


elongation factor 1-beta /cds=(95,772) 


60G3 


203 


3170 


NM_001634 


Hs.262476 0 


15 


S-adenosylmethionine decarboxylase 1 (AMD1) 


462E7 


292 


374 


AW300868 


Hs.262789 8.00E-40 


1 


xk07d09.x1 cDIMA, 3' end /done=(MAGE:266S033 


5GF11 


33 


234 


BF243724 


Hs.263414 4.00E-82 


1 


601877832F1 cDNA, 5' end /clone^lMAGE:41 06359 


119C5 


2414 


2664 


NMJ302108 


Hs.263435 1.00E-137 


1 


histidine ammonia-lyase (HAL), mRNA /cds=(29? 


105A4 


3225 


3775 


AK025774 


Hs 264160 0 


3 


FLJ22121 fis done HEP 18876 hiah!v<iim 


469H1 


369 


576 


AI380111 


Hs.264298 1.00E-103 


1 


tf98a11.x1 cDNA, 3' end /clone=IMAGE:21 07292 


181 A3 


2434 


2768 


NMJ302535 


Hs.264981 1.00E-148 


2 , 


2-5'oligoadenylate synthetase 2 (OAS2), tra 


41 B7 


3209 


3885 


M59911 


Hs.265829 0 


1 


integrin alpha-3 chain mRNA, complete cds 














/cds=(73,32 


75F9 


264 


452 


AW1 50944 


Hs.265838 2.00E-96 


1 


xg42e09.x1 cDNA, 3' end /clone=IMAGE:2630248 


99C3 


2684 


3155 


AK000680 


Hs.266175 0 


2 


cDNA FLJ20673 fis, clone KAIA4464 /cds=(104,14 


598E12 


2417 


2894 


AK026669 


Hs.266940 0 


2 


cDNA: FLJ23016 fis, clone LNG00874 /cds=UNKNOW 


468B6 


863 


1515 


NM_0 16569 


Hs.267182 0 


1 


TBX3-iso protein (TBX3-iso), mRNA /cds=(116,1 


115E11 


1234 


1713 


AF271994 


Hs.267288 0 


1 


dopamine responsive protein DRG-1 mRNA, compl 


114A4 


31 


382 


NMJ)24095 


Hs.267400 1.00E-179 


1 


hypothetical protein MGC5540 (MGC5540), mRNA 


166C7 


1315 


1919 


AK001749 


Hs.267604 0 


2 


FLJ10887 fis, clone NT2RP4002018, weakly 


56A8 


564 


3624 


AB033054 


Hs.267690 0 


3 


for KIAA1228 protein, partial cds h6s-(0 


70B10 


229 


2138 


AK001471 


Hs.268012 0 


3 


FLJ10609 fis, clone NT2RP2005276, highly 


178D10 


1831 


2796 


NMJJ12255 


Hs.268555 0 


2 


5'-3* exoribonuclease 2 (XRN2) : mRNA /cds=(68, 


168B9 


451 


881 


AF068235 


Hs.268763 0 


1 


barrier-to-autointegration factor mRNA, com 


465F2 


91 


433 


AA6 13224 


Hs.270264 0 


1 


no19d05.s1 cDNA, 3' end /clone=IMAGE: 1101131 


469E2 


302 


422 


BE857296 


Hs.270293 1.00E-57 


1 


7g27b01.x1 cDNA, 3* end /clone=IMAGE:3307657 


465D10 


284 


405 


AI270476 


Hs.270341 4.00E-51 


1 


qu88e12.x1 cDNA, 3* end /clone=lMAGE: 19791 82 


473F10 


831 


1096 


AK021517 


Hs.270557 1.00E-140 


1 


cDNA FLJ11455 fis, clone HEMBA1 001497 /cds=UNK 


193A10 


458 


563 


AI818951 


Hs.270614 5.00E-31 


1 


Wj89e12.x1 cDNA, 3' end /clone=IMAGE:2410030 


458E1 1 


44 


264 




270717 1 OnF-118 


-i 
i 




163C12 


280 


954 


M30704 


Hs.270833 1.00E-168 


2 


amphiregulin (AR) mRNA, complete cds, clones 














lamDaa-M 


196F4 


208' 


567 


NMJMM657 


Hs.270833 1.00E-158 


1 


amphiregulin (schwannoma-derived growth fac 


464G2 


378 


529 


AW1 72850 


Hs.270999 4.00E-77 


1 


xj04f02.x1 cDNA, 3' end /clone=lMAGE:2656251 


464F5 


131 


476 


AW572930 


Hs.271264 0 


1 


hf17f07.x1 cDNA, 3' end /c!one=IMAGE:2932165 


41 G6 


458 


880 


Y16645 


Hs.271387 0 


1 


for monocyte chemotactic protein-2 /cds= 


464F2 


139 


220 


AW975086 


Hs.271420 2.00E-34 


1 


EST387192 cDNA /gb=AW975086 /gi=81 66291 /ug= 


178E10 


961 


1452 


AKQ21715 


Hs.271541 0 


1 


cDNA FU11653 fis, done HEMBA1 004538 /cds=UNK 


129E1 


73 


441 


NM_016049 


Hs.271614 1.00E-136 


1 


CGI-112 protein (LOC51016), mRNA /cds=(158,78 


40C9 


4195 


4949 


X17033 


Hs.271986 0 


1 


integrin alpha-2 subunit /cds=(48,3593) /gb 


108E1 


917 


1331 


NMJ306811 


Hs.272168 0 


2 


tumor differentially expressed 1 (TDE1), mRNA 


155H10 


232 


715 


AL021395 


Hs.272279 1.00E-164 


1 


DNA sequence from clone RP1-269M1 5 on 














chromosome 20q1 


159D3 


38 


238 


AL034343 


Hs.272295 1.00E-106 


4 


DNA sequence from clone RP1-108C2 on 














chromosome 6p12. 


477C3 


744 


1166 


AL133015 


Hs.272307 0 


2 


mRNA; cDNA DKFZp43402417 (from clone 














DKFZp4340 


173D12 


228 


594 


AL121934 


Hs.272340 1.00E-140 


5 


DNA sequence from clone RP11-209A2 on 














chromosome 6. C 


472D9 


27 


418 


NM_016135 


Hs.272398 0 


1 


transcription factor ets (TEL2), mRNA /cds=(7 


465F9 


1885 


2345 


NMJ313351 


Hs.272409 0 


1 


T-box21 (TBX21), mRNA/cds=(211,1818)/gb=NM 


41E11 


1 


277 


NMJJ04167 


Hs.272493 1.00E-113 


1 


small inducible cytokine subfamily A (Cys-Cys 


462E11 


8 


526 


NMJD01503 


Hs.272529 0 


1 


glycosylphosphatidylinositol specific phos 


104C6 


210 


327 


AE000659 


Hs.272550 5.00E-61 


1 


T-cell receptor alpha delta locus from bases 2 


596A3 


411 


1208 


NMJH3392 


Hs.272736 0 


5 


nuclear receptor binding protein (NRBP), mRNA 


75C2 


1892 


2188 


AK0D0316 


Hs.272793 1.00E-165 


1 


FLJ20309 fis, clone HEP07296 /cds=(41 ,127 


58C6 


1 


956 


NMJ)06009 


Hs.272897 0 


2 


Tubulin, alpha, brain-specific (TUBA3), mRNA 
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190H8 


3246 


3771 


AK024471 


Hs.273230 1.00E^165 


2 


mRNA for FLJ00064 protein, partial cds /cds=(0 


590E11 


1512 


1850 


NM_014230 


Hs.273307 1.00E-168 


4 


signal recognition particle 68kD (SRP68), mRN 


588H2 


696 


1454 


NMJ300516 


Hs.273385 0 


3 


guanine nucleotide binding protein (G protein) 




O 1 OD 




■ mm 014871 


We 273^Q7 0 


■j 


KIAA0710 aenp> nroduct rKIAAQ710^ mRNA /cds=/ 


462A6 


394 


495 


AA527312 


Hs.273775 2.00E-42 


1 


ng36a08.s1 cDNA, 3' end /clone=lMAGE:936854 / 


587F1 


1763 


1978 


AL050353 


Hs.274170 1.00E-112 


1 


mRNA; cDNA DKFZp564C0482 (from clone 














DKFZp564C 


177E5 


1448 


1876 


AK000765 


Hs.274243 0 


1 


FLJ20758 fis, clone HEP01508 /cds=(464,13 


59E7 


1 


301 


AF151049 


Hs.274344 1.00E-159 


3 


HSPC215 mRNA, complete cds/cds=(92,451) /gb= 


174A6 


931 


1352 


NM_004301 


Hs.274350 0 


1 


BAF53 (BAF53A), mRNA /cds=(135,1425) /gb=NMJ) 


99E2 


718 


1391 


NM 018477 


Hs 274359 0 


4 


uncharacterized hypothalamus protein HARP1 1 


117F6 


3046 


3478 


AB037844 


Hs.274396 0 


2 


mRNA for KIAA1423 protein, partial cds /cds^(0 


ROC'S 


1 /Z4 




l>IIVI_ UUO»340 


nS.il/44U£ l.UUt-14y 


ar 

*ttj 


neai snocK rUKuproiein i \norn idj, mrsiNM /cos— { 


516B1 


719 


1026 


NMJ318975 


Hs.274428 1.00E-161 


2 


TRF2-interactlng telomeric RAP1 protein (RAP 


1U4A1 




Zoao 




ns.z/44oy u 


1 


rLJiizoo hs, clone r UMOCIUUS? lOo /C05-\0U 


137D6 


1697 


1817 


NM_001403 


HSJ274465 8.00E-49 


1 


eukaryotic translation elongation factor 1 a 


108D11 


321 


646 


X16863 


Hs.274467 1.00E-160 


1 


Fc-gamma RIII-1 cDNA for Fc-gamma receptor 111-1 
(CD 


107F1 


567 


895 


AF283771 


Hs.274472 1.00E-168 


1 


clone TCBAP0774 mRNA sequence /cds=UNKNOWN 


517B9 


4 


480 


NMJJQ2128 


Hs.274472 0 


3 


fg 

high-mobility group (nonhistone chromosomal) 


514C8 


254. 


539 


M12888 


Hs,274474 1.00E-144 


2 


T-cell receptor germline beta-chain gene C-region C- 


460G5 


602 


775 


M12679 


Hs.274485 3.00E-94 


1 


Cw1 antigen mRNA, complete cds /cds=(0,61 7) 














/gb=M1267 


463G7 


163 


744 


D90145 


Hs.274535 0 


4 


L078 beta gene /cds=(86,367) /gb=D90145 














/gi=219907/ 


472E10 


277 


391 


AI393960 


Hs.274851 6.00E-59 


1 


tg11d04.x1 cDNA, 3' end /done=IMAGE:2 108455 


115A11 


156 


445 


NM_014624 


Hs.275243 1.00E-157 


8 


S100 cafcium-binding protein A6 (calcyclin) ( 


102C6 


23 


448 


AA610514 


Hs.275611 1.00E-161 


1 


np93h02.s1 /clone=IMAGE:1 133907 /gb=AA6 


160E3 


24 


304 


AA757952 


Hs.275773 1.00E-74 


3 


zg49e07.s1 3 1 end /done=IMAGE:396708 / 


500B8 


25 


535 


NMJ322551 


Hs.275365 0 


3 


ribosomal protein S18 (RPS18), mRNA /cds=(46,5 


522D9 


184 


593 


NM_001959 


Hs.275959 0 


1 


eukaryotic translation elongation factor 1 b * 


151H4 


1 


195 


AA984890 


Hs.276063 5.00E-58 


1 


am62eOS.s1 cDNA, 3' end /done=IMAGE:1576642 


476B10 


362 


615 


BF510670 


Hs.276341 1.00E-116 


1 


Ul-H-BI4-aof-b-08-0-Ul.s1 cDNA, 3' end /cton 


144F10 


73 


279 


A1318342 


HS.276562 8.00E-57 


1 


ta73c09.x1 3' end /clone=IMAGE:2049712 


593G1 


17 


88 


BE747210 


Hs.276718 2.00E-26 


1 


601580926F1 cDNA, 5' end /clone=lMAGE:3929430 


473E3 


205 


488 


AI380791 


Hs.276766 1.00E-144 


1 


tg04b12.x1 cDNA, 3' end /clone=IMAGE:21 07775 


598A2 


72 


427 


NM_001803 


Hs.276770 0 


19 


CDW52 antigen (CAMPATH-1 antigen) (CDW52), mR 


170H2 


83 


432 


X62466 


Hs.276770 0 


1 


CAMPATH-1 (CDw52) antigen /cds=(33,2 18) 


464F7 


2 


454 


AI4 92640 


Hs.276903 0 


2 


qz18a06.x1 cDNA, 3' end /clone=IMAGE:2021842 


464E5 ■ 


102 


191 


A1493725 


Hs.276907 3.00E-44 


2 


qz12f08.x1 cDNA, 3 end /clone=IMAGE:2021319 


50B5 


42 


308 


A1581383 


Hs.276988 5.00E-77 


1 


to71c02.x1 cDNA, 3' end /cfone=JMAGE:21 83714 


468C6 


40 


279 


AI740667 


Hs.277201 1.0QE-64 


1 


wg07b07.x1 cDNA, 3' end /clone=IMAGE:2364373 


111D12 




552 


AI749435 


Hs 277224 1 O0E-118 


9 


at24b04.x1 cDNA, 3' end /clone=IMAGE:2356015 


459B4 


176 


357 


A18110S5 


Hs.277293 2.00E-38 


1 


tr03f05.x1 cDNA, 3' end /clone=IMAGE:22 17249 


477H3 


6227 


6584 


NM_013449 


Hs.277401 1.00E-132 


1 


bromodomain adjacent to zinc finger domain, 2A 


54A8 


34 


301 


AW050975 


Hs.277572 3.00E-48 


1 


wz25f04.x1 cDNA, 3' end /clone=IMAGE:2559103 


459E4 


1532 


2031 


NM_006389 


Hs.277704 0 


1 


oxygen regulated protein (150kD) (ORP150), mR 


109B6 


3281 


3721 


U65785 


Hs.277704 0 


1 


150 kDa oxygen-regulated protein ORP150 mRNA, 














complet 


524H7 


2979 


3350 


nmjx)5899 


Hs.277721 0 


1 


membrane component, chromosome 17, surface ma 


472F10 


425 


556 


AW082714 


Hs.277738 5.00E-69 


1 


Xb61f07.x1 cDNA, 3' end /clone=IMAGE:2580805 


176D1 


113 


259 


AW262728 


Hs.277994 6.00E-32 


1 


xq94a12.x1 cDNA, 3' end /c!ons=llVlAGE:2758270 


464H4 


2138 


3563 


NM_016733 


Hs.278027 0 


9 


LIM domain kinase 2 (LIMK2), transcript varian 
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145C9 


OOO 


•1 A AG. 


u looio 




3 


transcription factor, E4TF1-47, complete cds 


161C3 




jOU 


mm nn^n/ii 




4 

1 


GA-binding protein transcription factor, bet 


74 CQ 


OHO 




f\\\\JdOK>0£. 


Me O7Q0/l-*3 ft 


o 

o 


rLJ^^y/y tis, clone kai 1 1379, highly sim 






7AO 




Lie 07ft"37A A 


*■> 


(p23) mRNA, complete cds /cds=(232,714) 














/nh=l 7ARHA f 


521 H10 


8 


461 


AI720536 


Hs 278302 1 00E-114 


4 


aiOOUU^.Xl CUINA, O 6110 f ClOne— \mH\DC../COoDCVO 


118C6 


830 


1104 


NM 001995 


Hs 278 Vtt 1 ClDF-ldfi 


i 


idLiy-d^iu-uoenzyme m iigase, long-cnain i { 


104E9 


248 


417 


AF151054 


Hs 278429 2 00F-7R 


1 




594F10 


379 


1760 


NM D1fWn 

linl 1/ 1 


Ho. 97ft4°Q ft 


A 


iiepdioceuuiar carcinorTia-associateu antigen 


I^OU 1 1 


f OfH 


f mo 


i\rvi_uuozoy 


l!_ 07QCCA A 


1 


talin (TLN), mRNA /cds=(1 26,7751 )/gb=NM_0062 




•5A7Q 




NM_l)G31U0 


Hs.2/8571 0 


3 


sortilin-related receptor, L(DLR class) A re 


lU^lsl U 




1 180 


D14041 


Hs.278573 0 


1 


for H-2K binding factor-2, complete cds / 


526H8 


167 


4709 


NMJ)15874 


Hs.278573 0 


5 


H-2K binding factor-2 (LOC51580), mRNA/cds=( 


120A12 


732 


1305 


AB029031 


Hs.278586 0 


1 


mRNA for KIAA1108 protein, partial cds /cds=(0 


126F4 


3138 


3515 


AF035737 


Hs.278589 0 


2 


general transcription factor 2-I (GTF2I) mRNA 


40A7 


3179 


3864 


U24578 


Hs.278625 0 


1 


RP1 and complement C4B precursor (C4B) genes, 














partial 


50C4 


4401 


4581 


AB002334 


Hs.278671 2.00E-60 


1 


K1AA0336 gene, complete cds /cds=(253,5004) 


106E12 


104 


1222 


D50525 


Hs.278693 0 


11 


TI-227H /cds=UNKNOWN /gb=D50525 /gi=1 167502 


467E10 


168 


542 


BE973840 


Hs.278704 1.00E-145 


1 


601680647F1 cDNA, 5' end /clone=IMAGE:3951 1 54 


75F2 


1121 


1772 


J04755 


Hs.278718 0 


37 


ferritin H processed pseudogene, complete cds 














/cds=UN 


170E12 


204 


843 


AL121735 


Hs.278736 0 


2 


Isoform of human GTP-binding protein G25K 














/cds=(1 04,679) / 


103F4 


589 


926 


NM_019597 


Hs.278857 0 


1 


heterogeneous nuclear ribonucleoprotein H2 


37F8 


3 


519 


U01923 


Hs.278857 0 


1 


BTK region clone ftp-3 mRNA /cds=UNKNOWN 














/gb=U01923/ 


66B11 


2195 


2512 


AB029027 


Hs.279039 1.00E-172 


1 


for KIAA1 104 protein, complete cds /cds=( 


171G3 


219 


815 


AK027258 


Hs.279040 0 


2 


FLJ23605 fis, clone LNG15982, highly sim 


172E12 


18 


95 


NM_014065 


Hs.279040 4.00E-27 


2 


HT001 protein (HT001), mRNA /cds=(241 ,1203) / 


596A12 


1 


225 


BE220869 


Hs.279231 2.00E-78 


1 


hu01g02.x1 cDNA, 3' end /clone=IMAGE:31 65362 


61H2 


20 


220 


BE279328 


Hs.279429 2.00E-32 


3 


601157656F1 cDNA, 5' end /done=IMAGE:3504328 


458E12 


1835 


2473 


NM_014160 


Hs.279474 0 


1 


HSPC070 protein (HSPC070), mRNA /cds=(331 ,158 


-unco 
110r3 


983 


1614 


NM_016160 


Hs. 27951 8 0 


1 


amyloid precursor protein homofog HSD-2 (LOC5 


of CO 


39 


73Z 


AK001403 


Hs. 279521 0 


1 


FLJ10541 fis, clone NT2RP2001381 /cds=(3 


DDUq 


D 


Abo 


DtoU291y 


Hs.279522 0 


1 


hz81b08.x1 cDNA, 3' end /clone=IMAGE:3214359 




A A A 
41 1 


yuo 


MRU AH oon 

NM_01 3237 


ns.2/9529 0 


2 


px19-like protein (PX19), mRNA /cds=(1 76,835) 


•t oca -in 


ouy 


■\ "JO/I 

1 OZ4 


NIVMX)281 7 


HS.279554 0 


1 


proteasome (prosome, macropain) 26S subunit, 




oo 


040 


ALoo2U47 


HS.279555 0 


1 


AL582047 cDNA /clone=CS0DL003YD01-(3-prime) 


41A2 


1 


326 


AK0nn < T7 I i 
ni\uuuu/ 


H<: 1 nnp 1 K7 


1 
i 


rLJ>dUODO TIS, ClOne KtLfUU/ /0 fCQS^O^ZZ) 


135F4 


648 


935 


NM 016283 






dUICIIdl Uldflu piOltJUJ r\U-\)\JH ^LVJoO lO/oj, mr\Nr\ 


69D9 


841 


935 


D16217 


H<; 77Qfin7 q nnF_An 


I 


caipasiaun, complete cas /cas— \ \o/L t £.£.ooj / 


116B6 


938 


1562 


NM 001750 


Hs 27SR07 ft 


1 
j 


CaipaolailM (wnO 1 /, iiIrvlNM /COS— ^OO, 1 s50OJ }QD~ 


473F4 


6847 


7401 


NM_007329 


Hs.279611 0 


1 


deleted in malignant brain tumors 1 (DMBT1), tr 


123C7 


2488 


2684 


NIW 021644 


Hs.279681 1.00E-105 


1 


heterogeneous nuclear ribonucleoprotein H3 


5ftRF9 


^7 

oof 


DOO 


NM_ 0141 1)9 


Hs.279761 3.00E-97 


1 


HSPC134 protein (HSPC134), mRNA /cds=(45,716) 


**0*+L/0 


7Q'5 
JOJ 


CO/ 

0^4 


ion/I f~\ 4 f> * n. a 

NM_016154 


Hs.279771 1.00E-33 


1 


ras-refated GTP-binding protein 4b (RAB4B), m 




1 Of 0 


I o%50 


i\M_01 3ooo 


HS. ^/9784 0 


1 


prolactin regulatory element binding (PREB), 


KOACT/1 

oyur4 


1045 


1540 


NMJD03883 


Hs. 279789 0 


2 


histone deacetyiase 3 (HDAC3), mRNA/cds=(55,1 


163E1 


59 


564 


NM 015Q32 


Hs 27QP.1 ^ n 




nypotneticai proiein ^ncr'uui^, mKNA/cds-(o 


525G5 


3914 


4160 


NMJJ14819 


Hs.279849 1.00E-138 


1 


KIAA0438 gene product (KIAA0438), mRNA /cds=( 


598A10 


9 


821 


NM_003295 


Hs.279860 0 


19 


tumor protein, translationally-controiled 1 


525C8 


734 


1166 


NMJJ16007 


Hs.279857 0 


1 


CGI-59 protein (LOC51625), mRNA /cds=(2, 1153) 


183G12 


758 


1093 


NM_017774 


Hs.279893 0 


1 


hypothetical protein FU20342 (FLJ20342), mR 


3533 


247 


611 


AK025623 


Hs.279901 0 


1 


FLJ21970 fis, clone HEP05733, highly sim 


592G3 


479 


1052 


NM_016146 


Hs.279901 0 


4 


PTD009 protein (PTD009), mRNA /cds=(257,916) 
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38F5 


811 


1256 


AF151875 


Hs.279918 0 


4 


CGI-117 protein mRNA, complete cds /cds=(455,9 


161E3 


542 


862 


NM_016391 


Hs.279918 1.00E-151 


1 


hypothetical protein (HSPC1 11), mRNA /cds=(6 


584F11 


10 


212 


NMJD14248 


Hs.279919 1.00E-112 


2 


ring-box 1 (RBX1), mRNA /cds-(o, 332) /gD-NM__0 


588H7 


400 


1155 


NM_003404 


Hs. 279920 0 


12 


tyrosine 3-monooxygenase/tryptophan 5-rnonoo 


169C8 


400 


1155 


X57346 


Hs.279920 1.00E-131 


2 


HS1 protein /cds=(372,1 1 12) /gb=X57346 


147A1 


209 


1978 


AK025927 


Hs.279921 0 


8 


FLJ22274 fis, clone HRC03616, highly sim 


591 H11 


48 


1810 


NMJ)16127 


Hs.279921 1.00E-176 


33 


HSPC035 protein (LOC51669), mRNA /cds»(16,103 


69D1 


727 


1776 


NM_014366 


Hs.279923 0 


3 


putative nucleotide binding protein, estradio 


52C6 


303 


1151 


V00522 


Hs.279930 0 


2 


encoding major histocompatibility complex gene 


158C11 


2483 


2785 


D84224 


Hs.279946 1.00E-166 


2 


methionyl tRNA synthetase, complete c 


I JJfC l 




1767 


NM 004990 


Hs.279946 1.00E-125 


1 


methionine-tRNA synthetase (MARS), mRNA /cds 


62E5 


215 


701 


U93243 


HS.279948 0 


1 


Ubc6p homolog mRNA, complete cds /cds=(27,983) 


145G3 


1 


1882 


AK024090 


Hs.281434 1.00E-147 


5 


FLJ14028 fis, clone HEMBA1003838 /cds=UN 


473A6 


1 


310 


BE552131 


Hs.282091 1.00E-158 


1 


hw29b05.x1 cDNA, 3' end /clone* I MAGE:31 84305 


52C12 


1 


455 


R67739 


Hs.282401 0 


1 


yi28c06.r1 cDNA, 5' end /clone=!MAGE: 140554 / 


112A3 


5072 


5274 


NM_006165 


HS.282441 3.C0E-33 


1 


nuclear factor related to kappa B binding prote 


61 H3 


443 


577 


AV648638 


Hs. 282867 2.00E-63 


4 


AV648638 cDNA, 3' end /clone=GLCBLE12 /clone_ 


37D3 


38 


766 


AF287008 


Hs.283022 0 


5 


triggering receptor expressed on monocytes 1 


125C5 


32 


748 


NM_018643 


Hs.283022 0 


13 


triggering receptor expressed on myeloid cell 


41B1 


597 


1084 


NM_018636 


Hs.283106 0 


2 


hypothetical protein PR02987 (PR02987), mRNA 


111E9 


1111 


1405 


AB037802 


Hs.283109 1.00E-152 


1 


mRNA for KIAA1381 protein, partial cds /cds=(0 


169D7 


5 


175 


BE672733 


Hs.283216 2.00E-37 


1 


7b75g07jc1 3' end /c)one=tMAGE:3234108 


74G11 


47 


384 


BE676472 


Hs.283267 1.00E-151 


1 


7f30c05.x1 cDNA, 3' end /clone=IMAGE:3296168 


191A5 


256 


890 


NIW 018507 


Hs.283330 0 


3 


hypothetical protein PR01843 (PR01843), mRNA 


465B7 


114 






ns.iOO^ iu u 




EST391 372 eDNA /ab=AW979262 /ai=81 70550 /ua= 


143E1 


1970 


2258 


NMJJ20217 


Hs.233611 1.00E-110 


1 


hypothetical protein DKFZp547J014 (DKFZp547l 


54E9 


385 


•TOO 

739 


Ar 1 1 OOZO 


ns. ioooou u 


O 

O 


PRHmfift mRNA enmnlete cds /cds= UN KNOWN 














/gb=A 


462D10 


63 


279 


NM.007220 


Hs.283646 100E-119 


1 


carbonic anhydrase VB, mitochondrial (CA5B), 


518B11 


359 


690 


NM_016056 


Hs.283670 1.00E-167 


2 


CGI-119 protein (LOC51643), mRNA /cds=(0,776) 


36H5 


1 


226 


BE778549 


Hs.283674 8.00E-85 


1 


601466063F1 cDNA, 5' end /c!one=)MAGE: 3869391 


126H10 


907 


1431 


NMJ317801 


Hs.283685 0 


1 


hypothetical protein FLJ20396 (FLJ20396), mR 


69B1 


2288 


3232 


AF1 03803 


Hs.283690 0 


6 


done H41 unknown mRNA /cds={323,1 099) /gb=AF 


98B1 


162 


489 


NM_018476 


Hs.233719 1.00E-110 


1 


uncharacterized hypothalamus protein HBEX2 


39C3 


997 


3088 


NM_020151 


Hs.283722 0 


2 


GTT1 protein (GTT1), mRNA /cds=(553,1440) /gb 


592E4 


13 


2219 


NMJD20357 


Hs.283728 0 


2 


PEST-containing nuclear protein (penp), mRNA 


142F11 


138 


371 


AF1 73296 


Hs.283740 1.00E-130 


1 


e<y)2 homolog mRNA, complete cds /cds=(21 6.521 


592F3 


480 


858 


NM_013234 


Hs.283781 0 


2 


muscle specific gene (M9), mRNA7cds=(171,827) 


159E5 


3 


281 


AL121916 


HS.2B383o i.uUE-113 


6 


L/IMA sequence rrom clone rvr i-ioyo io on 














chromosome 20. 


142H10 


517 


892 


AL121585 


HS.2B3864 9.00E-70 


2 


DNA sequence from clone RP1 1-504H3 on 














chromosome 20 C 


166D3 


1 


227 


X72475 


Hs.283972 6.00E-70 


1 


for rearranged Ig kappa light chain variable 


134E8 


980 


1302 


NMJ>14110 


Hs.284136 0 


47 


PRO2047 protein (PRO2047), mRNA /cds-(798, 968 


596C5 


30 


705 


NM_0Q6134 


Hs.284142 0 


2 


chromosome 21 open reading frame 4 (C21QRF4), m 


74A4 


1944 


2157' 


AL359585 


Hs.284158 1.00E-110 


3 


cDNA DKFZp762B195 (from clone DKFZp762B1 


159A4 


159 


1414 


AF165521 


Hs.284162 0 


4 


ribosomal protein L30 isolog (L30) mRNA, compl 


597F9 


836 


1000 


NM_016304 


Hs.284162 1.00E-88 


1 


60S ribosomal protein L30 isolog (LOC51 187), m 


462D2 


655 


1306 


NM_016301 


Hs.284164 0 


1 


proteinx0004 (LOC51184), mRNA /cds={3 1,885) 


458C6 


720 


910 


AP001753 


Hs.284189 1.00E-102 


1 


genomic DNA, chromosome 21q, section 97/1 05 / 


165D5 


1482 


2302 


AB040120 


Hs.284205 0 


2 


mRNA for BCG induced integral membrane protein 



274 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 



180C12 


309 


602 


BF381953 


Hs.284235 1.00E-148 


2 


601816251F1 cDNA, 5' end /clone=!MAGE:4050061 


67D9 


27 


2026 


AK024969 


Hs.284249 0 


10 


FU21316 fis, clone COL02253, highly sim 


39D1 


307 


2899 




Ha 284283 0 


5 


hi ifvrnnhilin fRTF^ mPKIA r»r»mnlAte» rHc 
uuiy i upi nun i iZJJ 1 1 1 lAOirA, CJUipicL" LUb 














/cds=(359,190 


147C8 


391 






H«? ?R49Q^ ? 0nF-*i8 


1 


mRWfl partial He /nHc— (f\ AA'W /nh-&C 


192C12 


333 


484 


AV700210 


Hs.284605 5.00E-57 


1 


AV700210 cDNA, 3' end /clone=GKBALC03 /clone_ 


49G11 


380 


523 


AV700636 


Hs.284674 4.00E-33 


1 


AV700636 cDNA, 3' end /clone=GKBAGH12 /clone_ 


115C11 


375 


1001 


AK023291 


Hs.285017 0 


1 


cDNA FLJ13229 fis, clone OVARC1000106 /cds=(15 


458H8 


1544 


2233 


AK023459 


Hs.285107 0 


1 


cDNA FLJ13397tls, clone PLACE1 001351 /cds=(22 


70F4 


11 


605 


AV700298 


Hs.285173 0 


4 


AV700298 cDNA, 3' end /clone=GKCBVG05 /c!one_ 


66C6 


5S4 


1415 


NMJ)01300 


Hs.285313 0 


5 


core promoter element binding protein (COPEB), 


169F2 


4 


460 


BF684382 


Hs.285555 0 


2 


602141 836F1 5' end /clone=IMAGE:4302776 


171F12 


646 


839 


X58529 


Hs.285823 6.00E-99 


2 


rearranged immunoglobulin mRNA for mu heavy chain 
enh 


142F10 


1438 


1728 


AK025788 


Hs.285833 1.00E-152 


1 


FLJ22135 fis, clone HEP20858 fcds=UNKNOW 


171 H2 


1 


2500 


AL050375 


HS.285853 5.00E-21 


1 


mRNA; cDNA DKFZp586J101 (from clone 














DKFZp586J1 


40C5 


786 


1163 


AK026603 


Hs.286124 0 


2 


FLJ22950 fis, clone KAT09618, highly sim 


458D9 


55 


684 


NM_016041 


Hs.286131 0 


1 


CGI-101 protein (LOC51009), mRNA /cds=(6, 635) 


458D1 


1 


310 


AK025886 


Hs.286194 1.00E-151 


1 


cDNA: FLJ22233fis, clone HRC02016/cds=(35,12 


515C10 


817 


1136 


AK021791 


Hs.286212 1.00E-138 


1 


cDNA FLJ11729 fis, clone HEMBA1 005394, modera 


71C7 


285 


2441 


AK026933 


Hs.286236 0 


7 


cDNA: FU23280 fis, clone HEP07194 /cds=(468,1 


184B9 


372 


612 


BE965319 


Hs.286754 3.00E-66 


2 


601659229R1 cDNA, 3 r end /clone=IMAGE:3895783 


586C12 


18 


381 


NMJ300996 


Hs.287361 0 


3 


ribosomal protein L35a (RPL35A), mRNA /cds=(6 


36C6 


152 


685 


AJ277247 


Hs.287369 0 


37 


for interleukin 21 (1L-21 gene) /cds=(71, 


513H8 


17 


690 


• NM_020525 


Hs.287369 0 


510 


interfeukin 22 (IL22), mRNA /cds=(71,610) /gb 


586G2 


3978 


4107 


NMJJ21621 


Hs.287387 3.00E-68 


1 


caspase recruitment domain protein 7 (CARD7), 


99D12 


2330 


2851 


NM_0 15906 


Hs.287414 0 


1 


transcriptional intermediary factor 1 gamma ( 


182A2 


284 


576 


AK024331 


Hs.287631 1.00E-156 


1 


cDNA FLJ14269 fis, clone PLACE1 003864 /cds=UN 


465A11 


2226 


2321 


AK024372 


Hs.287634 1.00E^2 


1 


cDNA FLJ14310fis, clone PLACE3000271 /cds=(40 


190A11 


679 


1126 


AK026769 


Hs.287725 0 


1 


cDNA: FLJ23116 fis, clone LNG07945, highly sim 


75E2 


479 


837 


AL390738 


Hs.287788 1.00E-146 


3 


DNA sequence from clone RP1 1 -438F9 on 














chromosome 13 C 


59£J7 


488 


1071 


AK022537 


Hs.287863 0 


1 


FU12475 fis, clone NT2RM 1000962 /cds=(16 


460E8 


1611 


1979 


AK024092 


Hs.287864 0 


1 


cDNA FLJ14030 fis, clone HEMBA1 004086 /cds=UNK 


465F11 


5714 


6271 


NM_006312 


Hs.287994 0 


1 


nuclear receptor co-repressor 2 (NCOR2), mRNA 


150E12 


2041 


2720 


AK026834 


Hs.287995 0 


3 


FLJ23181 fis, clone LNG11094 /cds=UNKNOW 


52D9 


703 


1482 


AB016247 


Hs.288031 0 


1 


for sterol-C5-desaturase, complete cds 


37F4 


1091 


1655 


AK025375 


Hs.288061 1.00E-141 


20 


FLJ21722 fis, clone COLF0522, highly sim 


188G5 


1081 


1753 


NM_001101 


Hs.288061 0 


69 


actin, beta (ACTB), mRNA /cds={73,1200) /gb=N 


171C12 


2103 


2426 


AB046857 


Hs.288140 1.00E-158 


1 


KIAA1637 protein, partial cds /cds=(0 


104E8 


1354 


1790 


AK023078 


Hs.288141 0 


1 


FLJ13015 fis, clone NT2RP3000624, modera 


181A4 


1890 


2507 


AK022030 


Hs.288178 0 


2 


cDNA FLJ11968 fis, clone HEMBB1001133 /cds^JNK 


129A1 


3522 


3748 


J04144 


Hs.288204 1.D0E-125 


1 


angiotensin l-converting enzyme mRNA, complete cds 
/ 


598D12 


1464 


1947 


AK025643 


Hs.288224 0 


3 


cDNA: FLJ21990 fis, clone HEP06386 /cds=(22,49 


52E6 


920 


1388 


AK023402 


Hs.288416 0 


2 


FLJ13340 fis, clone OVARC1001942, weakly 


165E3 


303 


640 


NM.020666 


Hs.288417 0 


1 


protein serine threonine kinase Clk4 (CLK4), 


53D3 


1 


153 


AK022280 


Hs.288435 6.00E-76 


1 


FLJ12218 fis, clone MAMMA1001075, modera 


586C2 


223 


448 


BF110312 


Hs.288443 1.Q0E-63 


3 


7n36d08.x1 cDNA, 3' end /clone= I MAGE: 3566654 
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521 F1 2 


1922 


2248 


AK026923 


Hs.288455 0 


1 


cDNA: FLJ23270 fis, clone COL10309, highly sim 


120A11 


825 


1855 


AK026078 


Hs.288555 0 


2 


cDNA: FLJ22425 fis, clone HRC08685 














/cds=UNKNOW 


129D11 


1723 


1984 


AK023470 


Hs.288573 1.00E-143 


2 


FLJ13408 fis, clone PLACE1 001672, weakly 


109B12 


1686 


2086 


AK025215 


Hs.288708 1.00E-121 


8 


FU21562 fis, clone COL06420 /cds=(238,2 


178F11 


387 


558 


NM_005402 


Hs.288757 3.00E-93 


1 


v-ral simian leukemia viral oncogene homolog 


56F8 


1262 


1604 


AK022735 


Hs.288836 0 


1 


cDNA FU12673 fis, clone NT2RM4002344 /cds=(2, 


163E11 


360 


1687 


AK024094 


Hs.288856 1.00E-25 


2 


FLJ14032 fis, clone HEMBA1004353, highly 


105B4 


741 


1243 


AK025O92 


Hs. 288872 0 


1 


FU21439 fis, clone COL04352 /cds=:{206,1 


106D10 


1598 


2291 


AB014515 


Hs.288891 0 


3 


for KIAA0615 protein, complete cds /cds={ 


460F8 


154 


2487 


NM_021818 


Hs.288906 1.00E-150 


2 


WW Domain-Containing Gene (WW45), mRNA /cds=( 


48A6 


560 


1258 


NM_017644 


Hs.288922 0 


1 


hypothetical protein FLJ20059 (FLJ20059), mR 


168B10 


1271 


1747 


AK023320 


Hs.288929 0 


1 


FU13258 fis f done OVARC10Q0852, modera 


114E2 


2395 


2849 


AK02325S 


Hs 288932 0 


t 


cDNA FLJ13194fis clon=» NT2RP3004378 weaklv 


586F9 


368 


730 


AK026353 


Hs.288936 1.00E-162 


4 


cDNA: FLJ22710 fis, clone HSi 13340 /cds=UNKNOW 


180B4 


831 


959 


NM_000344 


Hs.288986 1.00E-32 


•1 


survival of motor neuron 1, telomeric (SMN1), 


149A12 


10 


1958 


AK025467 


Hs.289008 0 


5 


FU21814 fis, clone HEP01 068 /cds=UN KNOW 


117B5 


5160 


5611 


NM_012231 


Hs.289024 1.00E-141 


1 


PR domain containing 2, with ZNF domain (PRDM2) 


469A5 


3132 


3365 


AK024456 


Hs.289034 1.00E-106 


1 


mRNA for FLJ00048 protein, partiaJ cds /cds~(2 


461 F6 


396 


473 


AK024197 


Hs.289037 7.00E-37 


1 


cDNA FU14135 fis, clone MAMMA1002728 /cds=UN 


176G11 


1049 


1811 


AK024639 


Hs.289069 0 


4 


cDNA: FLJ21016 fis, clone CAE05735 /cds=(90,11 


473A5 


1343 


1937 


NMJ)13326 


Hs.289080 0 


1 


colon cancer-associated protein Mid (MIC1), 


591G2 


14 


2259 


NM_005348 


Hs.289088 0 


14 


heat shock 90kD protein 1 , alpha (HSPCA), mRNA 


70D3 


21 


2912 


X15183 


Hs.269088 0 


17 


90-kDa heat-shock protein /cds=(50 t 2258) /g 


37E8 


780 


1509 


. AK026033 


Hs.289092 0 


5 


FU22380 fis, clone HRC07453, highly sim 


74B10 


408 


791 


X00453 


Hs.289095 1.00E-1S3 


2 


gene fragment for DX alpha-chain signal peptide, 


518B5 


870 


1128 


NM_005313 


Hs.289101 1.00E-119 


1 


glucose regulated protein, 58kD (GRP58), mRNA 


472A3 


116 , 


, 304 


X83300 


Hs.289103 4.00E-84 


1 


H.sapiens SMA4 mRNA /cds=(66,488) /gb=X83300 














/gN603028/ 


112G6 


1703 


2550. 


NMJ)01166 


Hs.269107 0 


5 


baculoviral IAP repeat-containing 2 (BIRC2), 


37F11 


1996 


2580 


U37547 


Hs.289107 0 


2 


JAP homo log B (MIHB) mRNA, complete cds 














/cds={1 159,301 


169A12 


371 


588 


X57812 


Hs.289110 2.00E-84 


1 


rearranged immunoglobulin lambda light chain /c 


472D6 


2102 


2424 


AF294900 


Hs.289118 1.00E-121 


1 


beta, beta-carotene 15,15'- dioxygenase (BCD 


151D1 


2214 


2294 


AK025846 


Hs.289721 1.00E-38 


2 


FU22193 fis, clone HRC01108 /cds=UNKNOW 


40A8 


160 


346 


A1761924 


Hs.289834 2,00E-94 


1 


wg68h03.x1 cDNA, 3' end /clone=IMAGE:2370293 


468D5 


42 


105 


AA719103 


Hs.290535 5.00E-29 


1 


zh33d10.s1 cDNA. 3* end /clone=IMAGE:4 13875 / 


515B6 


7 


249 


AA837754 


Hs.291129 2.00E-61 


1 


oe10d02.s1 cDNA fclone=fWTAGE:1 385475 /gb=AA 


594C9 


16 


319 


NM_005745 


Hs.291904 1.00E-150 


1 


accessory proteins BAP31/BAP29 (DXS1357E), m 


476C10 


180 


311 


AI184710 


Hs.292275 8.00E-62 


1 


qd64a01.x1 cDNA, 3' end /clone=IMAGE: 17342 16 


466G5 


65 


431 


AA461604 


Hs.292451 0 


1 


2x51d08.r1 cDNA, 5' end /clone=IMAGE;795759 1 


oo ir it 


1 AO 




DrO \ \J I DO 




i 


DuiQyHo<5.or f cljinm, o cna /uiune— iivirvocf t^.*4 i la 


590D6 


1 


406 


BG339050 


Hs.292457 0 


2 


602436875F1 cDNA, 5' end /done=IMAGE:4554643 


150G5 


160 


431 


AI440234 


Hs.292490 6.00E-66 


1 


ti99h12.x1 cDNA, 3* end /done=IMAGE:2140199 


594F8 


319 


447 


AA761571 


Hs.292519 1.00E-57 


1 


nz23d06.s1 cDNA, 3' end yclone=lMAGE:1288619 


122E2 


91 


307 


AI582954 


Hs.292553 4.00E-47 


1 


tr98s07.x1 cDNA, 3' end /cione=lMAGE:2227140 


41 E5 


363 


463 


D59502 


Hs.292590 3.00E-48 


1 ' 


HUM04lH11AcDNA, 3' end /c!one=GEN-041H11 /d 


99B8 


215 


378 


AI672433 


HS.292615 6.00E-62 


4 


wa03b05.x1 cDNA, 3' end /clone=IMAGE:2296977 


72C6 


198 


484 


AA719537 


Hs.292877 1.00E-112 


3 


Zh40g12.s1 cDNA, 3' end /clone=IMAGE:414598 / 


157H5 


49 


447 


AI962127 


Hs.292901 1.00E-126 


1 


wx77f07.x1 3' end /c1one=IMAGE:2549701 


115C2 


2052 


2613 


NM_006310 


Hs.293007 0 


1 


aminopeptidase puromycin sensitive (NPEPPS), 


463F3 


14 


445 


AW629485 


Hs.293352 0 


2 


hi59b07.x1 cDNA, 3* end /clone=IMAGE:2976565 


193H8 


94 


333 


AI263141 


Hs.293444 7.00E-58 


1 


qw90c01.x1 cDNA, 3' end /c!one=IMAGE: 1998336 


170G9 


46 


713 


AI452611 


Hs.293473 9.00E-21 


1 


tj27g07.x1 cDNA, 3' end /cione=l!\/IAGE:2 142780 
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100F9 


554 


666 


BE905040 


Hs.293515 ZOOE-43 


1 


601496859F1 cDNA, 5' end /clone=IMAGE:3898767 


588G9 


153 


507 


BF794089 


Hs.293658 100E-143 


1 


602255649F1 cDNA, 5' end /clone=IMAGE:4338732 


142G8 


2 


231 


AV701332 


Hs.293689 1.00E-79 


1 


AV701332 cDNA, 5' end /clone=ADAABD03 /done_ 


137A4 


1 


557 


BF029654 


Hs.293777 0 


1 


601765621F1 cDNA, 5' end /clone=IMAGE:3997900 


473C6 


442 


622 


BE748123 


Hs.293842 3.00E-63 


1 


501571679F1 cDNA, 5' end /done=IMAGE:3838675 


100E7 


198 


488 


BE743663 


Hs.293842 1.00E-145 


1 


501571679T1 cDMA, 3' end /clone=!MAGE:3838675 


110B4 


246 


469 


NMJ)16398 


Hs.293905 1.00E-122 


1 


hypothetical protein (HSPC131), mRNA/cds=<1 


456D2 


198 


543 


AW972477 


Hs.294083 1.00E-180 


1 


EST384566 cDNA /gb=AW972477 /gi=81 62323 /ug= 


100C10 


1 


398 


AW963235 


Hs.294092 0 


2 


EST375308 /gb=AW963235 /gi=81 53071 /ug= 


118F10 


418 


552 


BF245076 


Hs.294110 1.00E-48 


1 


601 86391 0F1 cDNA, 5' end fclone=IMAGE:4082235 


596H2 


1150 


2308 


BC002450 


Hs.294135 0 


20 


ribosomal protein L4, clone MGC:776, mRNA, co 


596B4 


139 


414 


BE621121 


Hs 294309 7 OOE-73 


3 


601493943F1 cDNA 5' end /clone=IMAGE ^8qGQ r i1 


114D4 


600 


738 


BE961923 


Hs.294348 8.Q0E-33 


1 


601655335R1 cDMA, 3* end /done=IMAGE:3845768 


65D11 


185 


625 


BE9S3811 


Hs.294578 1.00E-127 


6 


601657462R1 cDNA, 3' end /done= IMAGE: 3875846 


53E11 


433 


701 


BE954149 


HS.294612 5.00E-81 


1 


601657833R1 cDNA, 3' end /clone=IMAGE:387 5984 


179A11 


442 


776 


BF3 13856 


Hs.294754 9.00E-79 


1 


601 902261 F1 5 T end /clone=IMAGE;41 34998 


102B9 


146 


347 


H71236 


Hs.295055 7.00E-90 


2 


ys12f10.s1 cDNA, 3' end /clone=IMAGE:214603 / 


110F4 


136 


358 


H30108 


Hs.295107 1.00E-118 


1 


yu09f02.s1 cDNA, 3' end /clone=1MAGE:233307 / 


593F2 


78 


381 


AF212224 


Hs.295231 1.00E-172 


3 


CLK4 mRNA, complete cds /cds=(153,15l4) /gb=A 


ouby 


OCR 


41o 


Alvo^431 


HS.<iy£)4&1 l.UUc-^b 


2. 


O207e08.xl cDNA, 3 end /clone=JMAGt:1 674662 


102E4 


99 


413 


AI560651 


Hs.295682 1.00E-145 


8 


tq60f01.x1 CDNA, 3' end /clone=IMAGE:2213209 


486F7 


263 


489 


BF572855 


Hs.295806 1.00E-100 


1 


602079424F2 cDNA, 5 1 end /c)one=IMAGE:4254172 


39C1 


2054 


2315 


AL050141 


Hs.295833 1.00E-144 


6 


cDNADKFZp585O031 (from done DKFZp586O0 


192D3 


48 


551 


AW081320 


Hs.295945 1.00E-158 


4 


xc30f12.x1 cDNA, 3' end /clone=IMAGE:2585807 


10237 


753 


850 


AL1 17536 


Hs.295969 5.00E-39 


1 


cDNA DKFZp434G012 (from clone DKFZp434G0 


*f corn 


73 


1 1 yo 


ALobUl 90 


li ~. 1QC07U i nnC 1*2/1 


3 


mKNA full length insert cDNA clone EUROIMAGE 74 


°t( DO 


1 Uo 


.331 


a\am cfinoc 


ns.^yoyyf o.uub-r9 


Q 

o 


xgootu4.xl cDNA, 3 end /clone=llviAGt:2o29663 


151H9 


197 


507 


AW264291 


Hs.296057 1.00E-113 


1 


xq97g08.x1 cDNA, 3' end /clone=iMAGE:2758622 


56A1 


1034 


1220 


AJ012504 


Hs.296151 3.00E-74 


1 


activated in tumor suppression, clone TSA 


525D12 


42 


545 


AI922889 


Hs.296159 1.00E-14B 


42 


wn649l 1 .X1 cDNA, 3' end /clone=IMAGE:2450276 


72C12 


280 


545 


AW1 66001 


Hs.296159 1.00E-84 


10 


Xf43e11.x1 cDNA, 3' end /c!one= IMAGE :2620844 


99B1 


21 


286 


BE259480 


Hs.296183 4.00E-81 


3 


601106571F1 cDNA, 5' end fclone=lMAGE:3342929 


143F5 


18 


178 


BE962588 


Hs.295183 1.00E-55 


1 


601655929R1 cDNA, 3' end /clone=IMAGE:3855823 


110A10 


2115 


2237 


AL096752 


Hs.296243 1.00E-61 


1 


cDNA DKFZp434A012 (from clone DKFZp434A0 


l f \J\?1 


To 


OIK* 


DcyD41 34 


nS.^yb^40 4.UUt-9o 


1 


o01657o1oRi CDNA, 3 end /Clone-IIvJAGE.3o76U2o 




loo 


I DO** 


INlVI_U 1440D 




18 


programmea ceil aeatn 4 (PDCD4), mRNA /cds-{84 


184A12 


686 


1564 


U96628 


Hs.296251 0 


2 


nuclear antigen H731-like protein mRNA, compi 


479H10 


247 


540 


NMJ)02072 


Hs.296261 1.00E-117 


1 


guanine nucleotide binding protein (G protein 


179H11 


48 


250 


BF3 15059 


Hs.295266 3.00E-55 


1 


601899090F1 5* end /clone=tMAGE:41 23334 


182E9 


1576 


2251 


AK023460 


Hs.296275 0 


2 


FLJ13398 fis, clone PLACE1001377, highly 


459B11 


305 


545 


BF340402 


HS.296317 1.00E-79 


1 


602036746F1 cDNA, 5' end fclone=IMAGE:4 184602 


459B12 


349 


721 


AK001838 


Hs.296323 0 


1 


cDNA FU10976 fis, clone PLACE1001399 /cds=UN 


179F8 


1 


756 


BF342246 


Hs.296333 0 


2 


60201 301 9F1 5' end /clone=IMAGE:4 148741 
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171D1 


12 


330 


AV693913 


Hs.296339 1.00E-100 


1 


AV693913 cDNA, 5' end /clone=GKCDVG04 /clone. 


39B9 


1 


297 


AB046771 


Hs.296350 1.0OE-167 


1 


for KIAA1551 protein, partial cds /cds=(0 


36H12 


547 


1089 


M9B995 


Hs.296381 0 


2 


epidermal growth factor receptor-binding pro 


459F1 


867 


1020 


NM_0 14499 


Hs.296433 4.00E-76 


1 


putative purinergic receptor (P2Y10), mRNA /c 


584A11 


615 


1287 


NM_006392 


Hs.296585 0 


4 


nucleolar protein (KKE/D repeat) (NOP56), mRN 


593F7 


209 


752 


NM_005678 


HS.296948 0 


2 


SNRPN upstream reading frame (SNURF), transcr 


174F7 


493 


681 


BE253125 


Hs.297095 2.00E-60 


5 


60111664BF1 cDNA, 5' end /clone=lMAGE:3357178 


123H9 


132 


413 


BE965554 


Hs.297190 9.00E-88 


1 


60165948SR1 cDNA, V end /clone=IMAGE: 3896204 


123D6 


1105 


1595 


AF1 13676 


Hs.297681 0 


1 


clone FLB2803 PRO0684 mRNA, complete cds /cds= 


/I Ob 


lU/O 


•icon 
1b3U 


l>JIVl — UU33oU 


nS.Z9//t>3 U 


2 


vimentm (VIM), mKNA /cas-p zz,i 022; /go--Nivi__0 




1179 


1452 


kin* nn-i qao 
NM_ UU 1 9Uo 


l_J_ 107000 A ArtC 4 A O 


A 
1 


catnepsin B (UTSB), mRNA /cds-(i 77,1 196) /go= 


021 £.( 


•f 


oia 
ZZU 


KlKA AA4 r»o"5 

NIVMJU l DZ2 


LJo OOflICO h rtnc nn 
HS.29o2bZ I .Que- 1 1 9 


A 

4 


noosomai protein biy (KPoib;, mKNA/cas=(22 1 4 


ACCU~7 

4cbru 


9 


A 

339 


A V Vol 4 To! 


nS.29ooo4 I.UUfc-153 


A 
1 


ngr/uUo.Xl CDNA, o end /Clone-liW\ot:.295lD21 


AC A A A 

404A4 


O70 


1232 


bLfUUlO/7 


nS.299214 U 


A 
1 


clone iMAbc.zszzzys, mRNA, partial cds /cds- 


466F3 


49 


337 


AA1 32448 


Hs.299416 1.00E-141 


1 


zo20a03.s1 cDNA, 3' end /clone=IMAGE: 587404 / 


589B10 


123 


339 


AW073707 


Hs.299581 1.00E-55 


30 


xb01h03.x1 cDNA, 3' end /clone= IMAGE: 2575061 


521 H4 


3 


371 


NM_001 oao 


Hs.300141 1.00E-125 


4 


. ribosoma! protein L39 (RPL39), mRNA/cds={37,1 


599F12 


36 


328 


AW243795 


Hs.300220 2.00E-67 


1 


xo56f02.x1 cDNA, 3* end /clone=IMAGE:2707995 


479A6 


173 


356 


AW262077 


Hs.300229 3.00E-64 


1 


xq61e07.x1 cDNA, 3' end /clone=IMAGE:2755140 


111C8 


806 


1350 


NM_018579 


Hs.300496 1.00E-147 


5 


mitochondrial solute carrier {LOC5 131 2), mRN 


459D8 


1 


679 


NM_014478 


Hs.300684 0 


1 


calcitonin gene-related peptide-receptor co 


522C5 


98 


1360 


NMJ501154 


Hs.300711 0 


10 


annex] n A5 (ANXA5), mRNA /cds={1 92,1 154) /gb= 


596B7 


407 


750 


NM_003130 


Hs.300741 2.0DE-83 


1 


sorcin (SRI), mRNA /cds=(1 2.608) /gb=NM_00313 


191A3 


210 


440 


AA788623 


Hs 301104 4 0DE-34 


g 


ah29f09 s1 cDNA 3* end /clone=1 240265 /clone 


123E1 


15 


267 


BE963194 


Hs.301110 1.00E-60 


11 


60165681 1R1 cDNA, 3' end /clone=IMAGE:3865731 


116F11 


345 


650 


NM_0 14029 


Hs.301 175 2.00E-71 


2 


HSPC022 orolein fHSPC022^ mRNA /cds=n8 623^ 


58D4 


489 


611 


AWB53111 


Hs.301183 8.00E-50 


1 


MR3-SN0009-01 0400-1 01-f02 cDNA /gb=AW8631 11 


122D8 


3644 


4034 


AB037808 


Hs.301434 0 


1 


rnRNA for KFAA1387 Drotein oartial cds /cds^fO 


520F11 . 


276 


553 


BE886472 


Hs.301486 1.00E-111 


1 


601509688F1 cDNA, 5' end /done=IMAGE:391 1301 


512E5 


71 


687 


NMJXH011 


Hs.301547 0 


8 


ribosomal protein S7 (RPS7), mRNA /cds=(81 ,665 


463F9 


168 


689 


AV702152 


Hs.301 570 0 


■\ 


AV702152 cDNA 5 1 end /done=ADBBFH05 /clone 


117A12 . 


2239 


2395 


NM_007167 


Hs.301 637 5.00E-78 


1 


zinc finger protein 258 (ZNF258), mRNA /cds=(9 


190A6 


12942 13156 


AF155238 


Hs.301 698 1.00E-114 


1 


BAC 180i23 chromosome 8 map 8q24.3 beta-galacto 


594F1 2 


1409 


1841 


NMJ>05442 


Hs.301 704 0 


1 


eomesodermin (Xenopus laevis) homolog (EOMES) 


116G12 


5477 


.5571 


AB033081 


Hs,301721 6.00E-47 


1 


mRNA for KIAA1255 protein, partial cds /cds=(0 


123C4 


23 


579 


BE260041 


Hs.301809 1.00E-129 


4 


601150579F1 cDNA, 5' end /cfone=IIVIAGE:3503419 


192E12 


1458 


1854 


NM_007145 


Hs.301 81 9 0 


1 


zinc finger protein 146 (ZNF146), mRNA /cds=(8 


590G8 


1100 


1307 


AF132197 


Hs.301 824 3.00E-57 


1 


PR01331 mRNA, complete cds /cds=(422,616) /gb 


482E5 


. 1764 


2139 


NMJJ01295 


Hs.301 921 0 


1 


chemokine (C-C motif) receptor 1 (CCR1), mRNA 


583C5 


4283 


4684 


NM 014415 


Hs,301955 0 


1 


7ino flnnpr Drotein fZNF-U692741 mRNA /cds=f 

tell 1 X/ IHIMvl fJf V(W 111 1 »■ WW <fm * f J i I 9 1 1 \l »* \ / VM ^ ^ 


173G11 


645 


839 


X58529 


Hs.302063 1.00E-104 


4 


rearranged immunoglobulin mRNA for mu heavy chain 
enh 


597D11 


30 


369 


AL137162 


Hs.302114 1.00E-150 


5 


DNA sequence from clone RP5-843L14 on 














chromosome 20. 


191G9 


182 


353 


AC004079 


Hs.302183 9.00E-60 


1 


PAC clone RP1-167F23 from 7p15 /cds=(0,569) /g 


473D2 


102 


333 


BF477640 


Hs.302447 1.00E-126 


1 


7r01 c05.x1 cDNA /clone=IMAGE /gb=BF477640 /g 


479A9 


18 


267 


BE964D28 


Hs.302585 7.00E-79 


1 


601 657601 R1 cDNA, 3' end /done=IMAGE:3875617 


180A5 


894 


1325 


NM_Q 18295 


Hs.302981 0 


2 


hypothetical protein FLJ11000 (FLJ11000), mR 
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593H6 


950 


1151 


X00437 


Hs.303157 1.00E-104 


1 


mRNA for T-cell specific protein /cds=(37 f 975) /gb=XC 


Olb 1 c. 




533 


B(j054t>4a 


l 1— irtOOH il 4 fine 4<}D 

HS.oQoZ14 1,U0t-13a 


4 


7o45b01.x1 cDNA, 3' end /clone= IMAGE: 357691 2 


•f OQD1 n 


/OO 


1024 


r\IM_0OZ13o 


HS. 303627 1.00E-133 


2 


heterogeneous nuclear ribonucleoprotein D ( 


QQD A A 


■4 
1 


529 


NM_0029o2 


Hs.303649 D 


51 


small inducible cytokine A2 (monocyte chemota 


4DT tl 


^Q7 

oy/ 


496 


A 1472073 


Hs.303662 2.00E-28 


1 


tj85h03.x1 cDNA, 3' end /clone=!MAGE:21 48341 


103A1 


359 


687 


AF1 30085 


Hs.304177 1.00E-151 


1 


clone FLB8503 PR02286 mRNA, complete cds /cds 


180B11 


52 


240 


AI824522 


Hs.304477 4.00E-57 


1 


tx71d03.x1 cDNA, 3' end /clone=IMAGE:2275013 


519A10 


1 


104 


AI880542 


Hs.304620 3.00E-26 


1 


at80h05.x1 cDNA, 3 T end /clone=IMAGE:2378361 


479F6 


331 


582 


AA873734 


Hs.304886 1.C0E-131 


1 


oh55h07.s1 cDNA, 3' end /clone=IMAGE: 1470589 


176G3 


61 


324 


AI904802 


Hs.304919 2.00E-74 


1 


IL-BT0S7-1 901 99-037 cDNA /gb=AI904802 /gi=6 


471 G6 


169 


397 


AW592876 


Hs.304925 1.00E-122 


1 


hg04d05.x1 cDNA, 3' end /clone=IMAGE:2944617 


119D11 


3 


348 


AL049282 


Hs.306030 1.00E-179 


1 


mRNA; cDNA DKFZp564M1 13 (from clone 














DKF2p564M1 


112F7 


2398 


3008 


U80743 


Hs.306094 0 


1 


CAGH32 mRNA, partial cds /cds=(0,1871) /gb=U80 


460C1 


243 


533 


NM_001353 


Hs.306098 5.00E-71 


1 


a!do-keto reductase family 1, member C1 (dihy 


126A4 


469 


543 


L08048 


Hs.306192 Z00E-28 


1 


non-histone chromosomaf protein (HMG-1) 














retropseudo 


1 1 wo 


2113 






He ^or^97 ^ nnP ro 

rlo.OuOOiir O.UUC-uu 


i 


mKivA, cuna Uf\rz.p4o4AUi /. (trom clone 














DKFZp434A0 


467F8 


1860 


2406 


AL390039 


Hs.307106 0 


1 


DNA sequence from clone RP13-383K5 on 














chromosome Xq22 


192B12 


1 


454 


X72475 


Hs.307183 0 


6 


H saoiens mRNA for rearranged la kanna liahf chain 














variable 


116H11 


60 


402 


AF067519 


Hs.307357 1.00E-160 


1 


PITSLRE protein kinase beta SV1 isoform (CDC2L 


472D3 


150 


478 


AW975895 


Hs.307486 1.00E-124 


1 


EST388004 cDNA /gb=AW975895 /gi=8167117 /ug= 


458B4 


87 


354 


AW206977 


Hs.307542 1.00E-143 


1 


UI-H-BI1-afs-h-11-0-Ul.s1 cDNA, 3' end /clon 


463A1 1 


181 


397 


AI057025 


Hs. 307879 1.00E-69 


1 


oy75a12.x1 cDNA, 3' end /done=IMAGE: 1 671 646 


479C6 


138 


403 


BE264564 


Hs.308154 1.C0E-144 


1 


601192330F1 cDNA, 5' end /clone^!MAGE:3536383 


AGACiACi 
^OOU 1 u 


I to 


440 


Mloo i D4Z 


ns.ouyuzo U 


1 


qy86d04.xl cDNA, 3 end /cione=IIv?AGE:2Q 18887 


461G12 




*rOO 


r\lO( Vf OO 


We 0001^7 7 f\f\C OR 

ns.ouy i if ( .\j\jtz-/:Q 


1 


tc4icn.xi cDNA, 3 end /clone-lIvjAGE:2067188 


dfifiHR 

foono 


1*5 


AA7 
40/ 


A IOQrv?7ft 


ns.ouyuu u 


1 


TTyytUo.xl CDNA, 3 end /cIone=IlvlAGE:21 07431 


4/ fOO 


zo 


1 ft7 


/\iooJ44y 




1 


tg02f1 2.x1 cDNA, 3 end /clone=ilv!AGE:21 07631 


477PQ 


A7 






We ^flCH97 A 


1 


tg03e04.xl cDNA, 3 end /clone-IMAGE:21 07710 




CO 

DO 




A lAAT\1'i.7 


We 1f»097Q A 


1 


tc88b03j<1 cDNA, 3 1 end /c!one=IMAGE:2073197 




O I 


Aft A 


AM**/ DODO 


We *\r\Qk'XA'7 q nnc 
rts.ouyo4i y.uut-ji 


1 


tcyoDU4jc1 cDNA, 3 end /cione-HvlAGE;2073679 




■1 
1 


04U 


AI4/ DOZ/ 


Ule ■'iAO'S/IQ 1 HOC <I7<1 

ns.ouyj4y i .uut- 1 / 1 


2 


. tco/auojcl cDNA, 3 end /cione=li\/IAGE:20731Q4 


517G11 


62 


516 




w<& ^nQA^^ i nnp 
nb.ouy'too i .uuc- 1 o 




as^oguy.xi cuna,o end /clone- 1 iviage. 2318560 


468D1 1 






r\lDAOt OD 




H 
1 


tgy4TU/.xi cD IMA, 3 end /clone-lMAGE:21 16453 


186F5 


77 


418 


AIRRQftQft 
/-vioosoyo 


Wc inQR'jQ 1 nnP ri 


1 


tro/ci*i.xi cD in A, o end /clone- iiVIAGE:2222422 


116A12 


8 


158 


ni / jj£uo 


nb.oiuooo 


i 
1 


atu/ tuo.xi cdinA, o end /cione-iMAGE23544Z9 




JO 


1 7n 


A IflCCI Ovl 
MlODOiy4 


nS.olUy4o 1.UUt-o4 


1 


wI27a03.x1 cDNA, 3 1 end /clone=IMAGE:2426092 


J t £\jO 






A IQICOCH 

AI92o^o1 


HS.3111o7 3.00E-44 


1 


wo41h05.x1 cDNA, 3' end /clone= IMAGE :2457945 


4/ /Do 


1 


no 


AI958387 


Hs.311448 4.00E-42 


2 


wu02e08.x1 cDNA, 3 T end /clone=IMAGE:2515814 


4ozr 1 U 


13 


220 


AW043857 


Hs.311783 1.00E-10/ 


1 


wy81g04.x1 cDNA, 3 1 end /clone=IMAGE:2554998 


1o5A9 


46 


423 


AW1 30007 


Hs.312182 1.00E-130 


2 


Xf26f10.x1 cDNA, 3' end /clone=IMAGE:261 9211 




34 


181 


AW148618 


Hs.312412 3.Q0E-58 


2 


xe99f02.x1 cDNA, 3' end /c!one=IMAGE:261 6699 


coirni 
t>o3t12 


5945 


6393 


AL1 33572 


Hs.312840 0 


1 


mRNA; cDNA DKFZp434l0535 (from done 














UI\rZ.p4j4l 


471 D5 


306 


411 


AW298430 


Hs.313413 1.00E-46 


1 


UI-H-BW0-ajl-o09.0-UI.s1 cDNA, 3' end /clon 


482F7 


1 


449 


AW440965 


Hs.313573 0 


1 


he06d07.x1 cDNA, 3' end /clone=IMAGE:29 18221 


473B3 


179 


463 


BG150461 


Hs.313610 1.00E-135 


1 


7k01d08.x1 cDNA, 3' end /clone=IMAGE:3443006 


47GE9 


133 


434 


AW450835 


Hs.313715 1.00E-127 


1 


U!-H-BI3-a)f-f-06-0-Ul.s1 cDNA, 3 r end /clon 


71 B9 


344 


577 


AI733018 


Hs.313929 1.00E-115 


1 


oh60h01.x5 cDNA, 3' end /c!one=IMAGE: 147 1441 


479B6 


217 


443 


AW629176 


Hs.314085 2.00E-70 


1 


hi52a04.x1 cDNA, 3' end /clone=IMAGE:2975886 


191F11 


55 


123 


BE255377 


Hs.314898 1.00E-26 


1 


601115405F1 cDNA, 5 1 end /done=IMAGE:3355872 
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522F11 


14 


204 


BE962883 


HS.314941 9.C0E-83 


3 


bU ibob4idoKT cuinA, o end /clone-llulAtjjt.oHbbizo 


195F12 
173A5 


120 
429 


363 
824 


DE351010 
BE410105 


HS.315050 2.00E-77 
Hs.315263 1.00E-133 


1 
1 


nu£^gu4.xj cuna, o eno /clone = llviAv3b.3l4f di □ 
601302278F1 cDNA, 5' end /c!one=IMAGE: 3537002 


481 B2 
459G1 
113H4 


1063 
1428 
22 


1283 
1700 
359 


NM_006255 
NMJXJ6850 
BE901218 


Hs.315366 3.00E-72 
Hs.315463 1.00E-124 
Hs.3 15633 1.00E-127 


1 
1 

2 


protein kinase C, eta (PRKCH), mRNA /cds=(166,2 
suppression of tumorigenicity 16 (melanoma di 
601676O34F1 cDNA, 5* end /ctone=l MAGE: 395861 7 


583B7 


510 


754 


BE963666 


Hs.316047 2.00E-55 


2 


601656685R1 cDNA, 3' end fclone=IMAGE:3865820 


466E10 


488 


644 


AV729160 


Hs.316771 1.00E-54 


1 


AV729160 cDNA, 5' end /clons=HTCCAB04 /clone_ 


597A6 


50 


249 


AV710763 


Hs.316785 4.00E-31 


2 


AV710763 cDNA, 5' end /clone=CuAAJH09 /clone_ 


123C3 


41 


529 


BF1 83507 


Hs.3 18215 1.00E-158 


1 


601 809991 R1 cDNA, 3 end /c!one=IMAGE:4040470 


193E12 

165D8 

49F8 


15 

727 

520 


2274 
1344 
1094 


NMJJ06074 

BC002867 

M16942 


Hs.318501 0 
Hs.318693 0 
Hs.318720 0 


7 
1 
1 


stimulated trans-acting factor (50 kDa) (STAF 
clone IMAGE: 394051 9, mRNA, partial cds /cds= 
MHC class \\ HLA-DRw53-associated glycoprotein 
beta- 

CGI-72 protein (LOC51 105), mRNA /cds=(69,1400 
602125273F1 cDNA, 5' end /clone=lMAGE:42B1 906 


172E10 
585B1 


310 
51 


944 
296 


NMJJ16018 
BF696330 


Hs.318725 0 
Hs.318782 6.00E-90 


1 
4 


45E12 
460G2 


. 208. 
409 


737 
663 


NM_000636 
BG1 06948 


Hs.318885 0 
Hs.318893 5.00E-96 


7 
1 


superoxide dismutase 2, mitochondrial (SOD2) 
602291361 F1 cDNA, 5' end /clone=IMAGE:4386159 


480C1 


155 


325 


BF889206 


Hs.319926 4.00E-74 


1 


RC6-TN0073-041 200-01 3-H02 cDNA /gb=BF889206 


178F1 


1 


387 


BG1 12503 


Hs. 320972 1.00E-133 


3 


6022821 05F1 cDNA, 5' end /clone=IMAGE:4369633 



176G4 


1092 


1339 


AL1 10235 


Hs. 321 022 1.00E-136 


461 H6 


1701 


2239 


NM_024101 


Hs.321130 0 


513F2 


605 


1614 


AK001111 


Hs.321245 0 


525B4 


9 


251 


BE871962 


Hs.321262 6.00E-98 


467A4 


1974 


2223 


AK026270 


Hs.321454 6.00E-87 


589F10 


39 


276 


BF970928 


Hs.321477 5.0DE-77 


125A7 


: 1102 


1584 


BC000627 


Hs.321677 0 


597H3 


* 2786 


2920 


AL 136542 


Hs.322456 4.00E-46 


465E2 


40 


107 


BE747224 


Hs.322643 7.00E-22 


515A12 


1 


698 


AL050375 


Hs.322645 0 


589H11 


26 


265 


BG283132 


Hs.322653 4.00E-79 


586E5 


1939 


2162 


AK025200 


Hs.322680 1.00E-120 


595A2 


1 


306 


BG311130 


Hs.322804 2.00E-70 


459H11 


742* 


951 


BC002746 


Hs. 322824 1.00E-111 


64C3 


655 


887 


NM_020368 


Hs.322901 1.00E-112 


591 B8 


3626 


4574 


D80006 


Hs. 322903 0 


458C3 


5106 


5198 


NM_003035 


Hs. 323032 3.00E-43 


526B7 


2132 


2750 


NMJ324334 


Hs.323193 0 


167F4 


467 


731 


NMJD14953 


Hs. 323346 1.00E-136 


194B8 


1913 


3596 


AB051480 


Hs.323463 0 


478H9 


75 


564 


BF700502 


Hs.323662 0 



1 mRNA; cDNA DKFZp566P1 1 24 (from clone 

DKFZp566P 

1 hypothetical protein MGC2771 (MGC2771), mRNA 

2 cDNA FLJ1 0249 fis, clone HEMBB1 000725, highly 

1 5 601448005F1 cDNA, 5' end /clone=IMAGE:3352001 

1 cDNA: FU2261 7 fis, clone HSI05379, highly sim 

1 602270204F1 cDNA, 5' end /clone=IMAGE:4358425 

1 Signal transducer and activator of transcript 

2 mRNA; cDNA DKF2p761 D021 1 (from clone 
DKFZp761D 

1 601580941 F1 cDNA, 5' end /clone=l MAGE: 3929386 

2 mRNA; cDNA DKF2p586J1 01 (from clone 
DKFZp586J1 

6 602406784F1 cDNA, 5' end /done=IMAGE:451 8957 

3 cDNA: FLJ21 547 fis, clone COL06206 /cds^UNKNOW 

2 ia55a08.y1 cDNA, 5' end /clone_end=5' /gb=BG3 
1 Similar to dodecenoyl-Coenzyme A delta isome 

1 disrupter of silencing 10 (SAS10), mRNA /cds=( 

3 mRNA for KIAA01 84 gene, partial cds /cds=(0.2591 ) 
/gb 

1 TAL1 (SCL) interrupting locus (SIL), mRNA /cds 

2 hypothetical protein MGC3222 (MGC3222), mRNA 
2 KIAA1008 protein (KIAA1008), mRNA /cds=(93,28 
9 mRNA for KIAA1693 protein, partial cds /cds=(0 

1 602128860F1 cDNA, 5' end /clone=IMAGE:4285502 
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119B1 


1598 


2284 


NNL014664 


Hs.323712 0 


2 


KJAA0615 gene product (K1AA0615), mRNA /cds=( 


167H2 


1410 


3683 


AB046771 


Hs.323822 0 


4 


mRNA for KIAA1551 protein, partial cds /cds=(0 


595C12 


1 


528 


NMJ)21998 


Hs.323950 0 


6 


zinc finger protein 6 (CMPX1) (ZNF6), mRNA /cd 


462F1 


1 


356 


AK026836 


Hs.324060 1.00E-176 


1 


cDNA: FLJ23183 fls, clone LNG11477 /cds=(226,7 


122D10 


217 


424 


AK026091 


Hs.324187 2.00E-83 


1 


cDNA: FLJ22438 fis, clone HRC09232, highly sim 


525B2 


1028 


3282 


AL1 36729 


Hs. 324275 0 


2 


mRNA* cDNA DKFZd434D21 1 1 (from clone 

l i } I \ 1 Viy 1 ^ffl L^fXI ipUT^TWd 1 • * \%l Will vlUllV 
















DKF2p434D 


459B6 


3 


482 


BF668534 


Hs.324342 0 


1 


602123634F1 cDNA, 5' end fclone=IMAGE:4280408 


583D10 


232 


466 


NM_021104 


Hs.324406 100E-130 


2 


ribosomal protein L41 (RPL41), mRNA /cds=(83,1 


118F8 


2262 


2819 


NM_016824 


Hs.324470 0 


1 


adducin 3 (gamma) (ADD3), transcript variant 1 


461A5 


46 


391 


AW968541 


Hs.324481 L0DE-111 


1 


EST38061 7 cDNA /gb=AW968541 /gi=81 58382 /ug= 


467F11 


927 


1189 


NM.000817 


Hs.324784 1.00E-147 


1 


glutamate decarboxylase 1 (brain, 67kD) (GAD1 


103E12 


1686 


1771 


AK024853 


Hs.325093 


S.OOE-42 


1 


cDNA: FLJ21210 fis, clone COL00479 /cds=UNKNOW 


521 E11 


4276 


4689 


AB028990 


Hs.325530 0 


1 


mRNA for KIAA1067 protein, partial cds fcds=(0 




/HO 


oo3 


AA/oUtWo 


Hs.325374 1.00E-108 


A 
1 


n -4 J(r\£l ex A ^nklA 0< Mams- It, /! A /TZ' *. *5D7"7'7fl 

nzi4iUo.si cuna, i end /cione-iMAUe..l^o//Y s? 


71 G8 


2619 


2868 


NM_001964 


Hs.326035 1.00E-116 


1 


eany giovrtn response 1 (EGR1), mRNA fcos={270 % 


593D6 


742 


3372 


kill aa i^nr 

NM_004735 


Hs.326159 0 


4 


leucine rich repeat {in FLU) interacting prot 


463G9 


42 


608 


AW975482 


Hs.326165 0 


1 


EST387591 cDNA /gb=AW975482 /gi=8166696 /ug= 


526B12 


2380 


2639 


U83857 


Hs.326247 1.00E-143 


2 


Aad 1 (aad 1) mRNA, complete cds /cds=(77,l663) 


36A1 


63 


338 


AA010282 


NA 


1.00E-116 


1 


/gb= 

zi08h07.r1 $oaresJetaiJiver_spleenJNFLS_S1 
















r»r»MA 

CUinA 


459D10 


67 


164 


IV A <*\ A A A Crt 

AA044450 


NA 


3.00E^7 


1 


zk55a02.n SoaresjDregnantjjterus_ < NbHPu cDNA 
















clone 


469E6 


1 


216 


AA069335 


NA 


1.00E-104 


1 


zf74el0.r1 Soares_pineal_gland_N3HPG cDNA clone 


4000^ 


A 

4 


one 




NA 


4.QQE-88 


1 


tsrain cuna uorary cuna cione f tsuotiu 


68H9 


17 


383 


AA101212 


NA 


0 


1 


endothelial cell 937223 cDNA clone IMAGE:549605 3' 


458F3 


120 


498 


AA1 15345 


NA 


0 


1 


2l09f11.r1 Soares j>TegnanLuterus_NbHPU cDNA 
















clone 








nn IZZ<i7f 


NA 


0 


4 
1 


zv&tatiJi ooares^preynan^uierus^iNDnru cuinm 
















clone 


462C5 


1 


122 


AA1 36584 


NA 


2.00E-59 


1 


fetal retina 937202 cDNA done ^AGE:565899 Z* 


594A1 


60 


412 


AA 149078 


NA 


0 


1 


z!45e09,r1 Soares_pregnant uterus NbHPU cDNA 
















done 


515A9 


329 


449 


AA1 82528 


NA 


2.00E-46 


1 


NT2 neuronal precursor 937230 cDNA clone 


75H4 


7 


371 


AA1 87234 


NA 


1.00E-119 


1 


endothelial cell 937223 cDNA clone 1MAGE:624540 3' 


73F10 


1 


544 


AA2 10786 


NA 


0 


1 


cDNA clone IMAGE;682976 5' 


525D8 


1 


119 


AA214691 


NA 


6.00E-60 


1 


Express cONA library cDNA 5* 


37H4 


250 


401 


AA243144 


NA 


3.00E-48 


1 


cDNA done IMAGE:685113 5 1 


463B10 


145 


408 


AA250809 


NA 


1.00E-123 


1 


cDNA clone !WAGE:684374 5' 


464E10 


1 


303 


AA2511B4 


NA 


1.00E-119 


1 


cDNA clone IMAGE:684046 5' 


477H8 


\ 


123 


AA252909 


NA 


4.00E-58 


3 


cDNA clone IMAGE:689292 5' 


465C3 


\ 


279 


AA258979 


NA 


100E-129 


1 


CDNA done 1MAGE-.687151 5' 


588G6 


275 


529 


AA280051 


NA 


2.00E-94 


1 


cDNA clone IMAGE:705052 5 1 


465E9 


74 


429 


AA282774 


NA 


0 


1 


cDNA done ^GE:713136 5 1 


459E7 


49 


466 


AA283051 


NA 


0 


1 


cDNA clone IMAGE713078 5' 


164B4 


41 


329 


AA284232 


NA 


1.G0E-148 


2 


zc39c01 .T7 Soares_senescent_ftbroblasts_NbHSF 
















cDNA 


461G8 


289 


532 


AA290921 


NA 


100E-123 


1 


cDNA clone IMAGE:700335 5' 


470G7 


29 


441 


AA290993 


NA 


0 


1 


cDNA clone IMAGE:700425 5' 


500A12 


1 


519 


AA307854 


NA 


1.Q0E-174 


1 


(HCC) cell line cDNA 5* end similar to 


471F4 


9 


326 


AA309188 


NA 


1.00E-153 


1 


cDNA 


194B6 


134 


467 


AA312581 


NA 


1.00E-163 


1 


cDNA 5' end 
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69F3 


5 


321 


AA314369 


NA 


1.00E-176 


1 


(HCC) cell line II cDNA 5' end similar 


67G10 


1 


171 


AA319163 


NA 


3.00E-64 


2 


cDNA 5' end 


99A5 


1 


287 


AA322158 


NA 


1 .OOE-1 36 


1 


cDNA 5' end similar to similar to tropomyosin 


171B1 


1 13 


310 


AA332553 


NA 


1.00E-135 


1 


cDNA 5' end 


485D11 


46 


210 


AA360634 


NA 


2.00E-75 


1 


cDNA 5' end 


462G2 


1 


183 


AA377352 


NA 


4.00E-89 


2 


cDNA 5' end 


523A8 


1 


407 


AA397592 


NA 


0 


1 


cDNA clone IMAGE:728546 5' 


171G10 


1 


409 


AA401648 


NA 


0 


2 


cDNA clone JMAGE:726936 5' 


100F5 


42 


172 


AA402069 


NA 


4.00E-60 


1 


cDNA clone IMAGE:727161 5' 


459H7 


48 


375 


AA412436 


NA 


1.00E-163 


1 


cDNA clone IMAGE:731446 5' 


102A8 


25 


120 


AA418765 


NA 


1.00E-46 


1 


cDNA clone IMAGE:767795 5' 


73A3 


1 


424 


AA426506 


NA 


0 


1 


cDNA clone IMAGE:768117 5' 


72E10 


1 


442 


AA427653 


NA 


0 


11 


tumor NbHOT cDNA clone IMAGE:770045 5' 


72A1 


1 


261 


AA429783 


NA 


1.00E-142 


1 


zw57501.r1 SoaresJotafJetus_Nb2HF8_9w cDNA 
















clone 


460D12 


126 


388 


AA431959 


NA 


1.00E-93 


1 


cDNA clone IMAGE :782 188 3' 


460B11 


1 


437 


AA454987 


NA 


0 


1 


cDNA clone IMAGE:611916 5' 


518A8 


1 


329 


AA457757 


NA 


1 .00E-1 77 


1 


fetal retina 937202 cDNA clone IMAGE:838756 5' 


460 F7 


47 


490 


AA4o0o7o 


M A 

NA 


0 


1 


zxo3aU4.rl 5oares_total_Tetus_NDZnro_yw cuna 
















clone 


118H12 


1 


304 


AA476568 


NA 


1. 00E-1 63 


1 


zx02f1 1 .r1 SoaresJota!_felus_Nb2HF8_9w cDNA 
















clone 


40F11 


1 


533 


AA479163 


NA 


0 


1 


cDNA clone IMAGE:754246 5' similar to gb:X15606 


470F3 


76 


356 


AA482019 


NA 


1.00E-142 


1 


cDNA clone IMAGE:746046 3' 


466C2 


1 


354 


AA490796 


NA 


1. 00E-1 48 


1 


cDNA clone IMAGE:824101 5' 


464A9 


228 


364 


AA496483 


NA 


7.00E-71 


1 


tumor NbHOT cDNA clone IMAGE:755690 5' similar to 


123D11 


99 


297 


AA501725 


NA 


1.00E-103 


1 


cDNA clone IMAGE:929806 similar to contains Alu 


119G10 


128 


374 


AA501934 


NA 


1.00E-134 


1 


cDNA clone IMAGE:956346 


166A11 


19 


140 


AA516406 


NA 


1.00E-48 


1 


cDNA clone IMAGE:923858 3' 


36G1 


5 


480 


AA524720 


NA 


0 


1 


cDNA clone IMAGE:937468 3' 


109H9 


37 


286 


AA573427 


NA 


1. 00E-1 30 


2 


cDNA clone IMAGE: 102891 3 3 f 


477B2 


8 


273 


AA579400 


NA 


1. 00E-1 43 


1 


cDNA clone IMAGE:915561 similar to contains Alu 


178C10 


1 


354 


AA588755 


NA 


1. 00E-1 77 


1 


cDNA clone IMAGE:1 084243 3" 


486G7 


35 


99 


AA613460 


NA 


6.00E-28 


1 


cDNA clone I MAGE:1 144571 similar to contains 


472E9 


27 


389 


AA628833 


NA 


1.00E-119 


1 


af37g04.s1 SoaresJota!JetusJMb2HF8_9w cDNA 
















clone 


100C3 


122 


505 


AA639796 


NA 


0 


1 


cDNA clone IMAGE:1 159029 3' 


518A7 


39 


226 


AA665359 


NA 


4.00E-83 


1 


cDNA clone I MAGE: 1205697 similar to 


473D9 


377 


446 


AA683244 


NA 


1.0QE-30 


1 


schizo brain S11 cDNA clone IMAGE:971252 3* 


523D7 


80 


502 


AA701667 


NA 


1.00E-158 


1 


zi43g09.s1 Scares JetalJlver_spleen_1NFLS_S1 
















cDNA 


472B1 


37 


130 


AA744774 


NA 


1.00E-35 


1 


cDNA clone IMAGE:1283731 3' 


98C9 


10 


254 


AA748714 


NA 


1.00E-111 


1 


cDNA clone IMAGE: 1270595 3' 


196D7 


3 


442 


AA806222 


NA 


0 


1 


cDNA clone IMAGE: 1409989 3* 


118A8 


10 


381 


AA806766 


NA 


0 


1 


cDNA clone I MAGE: 1338727 3* 


98B3 


56 


159 


AA826572 


NA 


7.00E^7 


1 


cDNA clone IMAGE:1416447 3' 


154D9 


38 


405 


AA846378 


NA 


1.00E-164 


1 


cDNA clone I MAGE:1 394232 3' 


459C2 


1 


491 


AA909983 


NA 


0 


2 


Soaresj\JFL_T_GBC_S1 cDNA clone 
















IMAGE: 1523142 3* 


486A7 


1 


176 


AA916990 


NA 


1.00E-72 


1 


Soares_NFL_T_GBC_S1 cDNA clone 
















IMAGE: 1 527333 3 r 


460D2 


78 


537 


AA923567 


NA 


0 


1 


cDNA clone IMAGE:1536231 3' 


105F4 


86 


390 


AA974839 


NA 


4.00E-94 


1 


cDNA clone I MAGE: 1567639 3' 


461 H7 


295 


383 


AA974991 


NA 


2.00E-30 


1 


Soares_NFL_Tj3BC_S1 cDNA clone 
















IMAGE:1560953 3' 


162B1 


398 


470 


AA976045 


NA 


9.00E-28 


1 


cDNA clone I MAGE:1 558392 3 1 


53D8 


1 


422 


AA984245 


NA 


1.00E-162 


1 


schizo brain S11 cDNA clone IMAGE: 1629672 3' 


524A5 


3558 


4037 


AB020681 


NA 


0 


1 


mRNA for KIAA0874 protein, partial cds Length = 



4440 
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174H3 


81 


271 


AB021288 


NA 


1.00E-101 


1 


mRNA for beta 2-microglobulin, complete cds Length 
= 925 


115A2 


1920 


2309 


AB034747 


NA 


0 


4 


SIMPLE mRNA for small integral membrane protein of 
















lysosome/late endos 


39G7 


1578 


1920 


AB040875 


NA 


1.00E-135 


3 


hxCT mRNA for cystine/glutamate exchanger, 
















complete cds Length = 2000 


149H2 


430 


713 


AB044971 


NA 


1.00E-15B 


1 


mRNA for nucleolar phosphoprotein Nopp34, complete 
















cds Length = 1005 


458F6 


780 


1235 


AB045118 


NA 


0 


1 


FRAT2 mRNA, complete cds Length = 2164 


459D12 


2694 


3564 


AB045278 


NA 


0 


2 


beta3GnT5 mRNA for betal ,3-N- 
















acetylglucosaminyltransferase 5, complete 


103H7 


1294 


1933 


AB049881 


NA 


1.00E-139 


1 


similar to Macaca fascicularis brain cDNA, clone: QnpA- 
















18828 Length = 2517 


102E11 


1142 


1772 


AB050511 


NA 


0 


1 


similar to Macaca fascicularis brain cDNA, c!one:QnpA- 
















18828 Length = 2518 


460C3 


798 


930 


AB050514 


NA 


9.00E-54 


1 


similar to Macaca fascicularis brain cDNA, clone:QnpA- 
















18828 Length = 2519 


480A10 


4649 


5183 


AB058677 


NA 


0 


1 


mRNA for MEGF1 1 protein (KIAA1 781 ), complete cds 
















Length = 5702 


142G10 


2251 


2430 


AB050884 


NA 


6.00E-44 


1 


similar to Macaca fascicularis brain cDNA clone:QtrA- 
















13024, full Insert sequence 


494G5 


1585 


1998 


AF00521 3 


NA 


0 


1 


ankyrin 1 (ANK1) mRNA, complete cds Length = 2651 


154C6 


520 


826 


AF005775 


NA 


1.00E-150 


3 


caspase-like apoptosis regulatory protein 2 (clarp) 
















mRNA, alternative! 


186B6 


772 


1248 


AF039575 


NA 


0 


1 


heterogeneous nuclear ribonucleoprotein DOB mRNA, 
















partial cds 


471A4 


395 


611 


AF061944 


NA 


6.00E-84 


1 


kinase deficient protein KDP mRNA, partial cds Length 
















= 2653 


37G5 


277 


525 


AF067529 


NA 


1.0DE-129 


1 


PITSLRE protein kinase beta SV18 isoform (CDC2L2) 
















mRNA, partial cds 


479D1 


1270 


1570 


AF070635 


NA 


1.00E-144 


1 


clone 24818 mRNA sequence Length = 1643 


491 E2 


38 


225 


AF086214 


NA 


9.00E-74 


1 


full length insert cDNA clone ZC64D04 Length = 691 


517C2 


230 


465 


AF086431 


NA 


1.00E-113 


1 


full length insert cDNA done ZD79H10 Length = 530 


593C6 


1 


359 


AF1 13210 


NA 


0 


5 


MSTP030 mRNA, complete cds Length = 1024 


191A8 


135 


1169 


AF1 13213 


NA 


0 


3 


MSTP033 mRNA, complete cds Length = 1281 


144E9 


799 


943 


AF1 16679 


NA 


9.00E-29 


1 


PRO2003 mRNA, complete cds Length = 1222 


106E3 


583 


11B7 


AF1 16702 


NA 


0 


2 


PR02446 mRNA, complete cds Length = 1356 


72F8 


878 


1205 


AF1 30094 


NA 


1.00E-175 


1 


clone FLC0165 mRNA sequence Length = 1548 


458G9 


730 


1463 


AF157116 


NA 


0 


1 


clone 274512, mRNA sequence Length = 2172 


139F11 


18 


229 


AF161430 


NA 


1.00E-115 


1 


HSPC312 mRNA, partial cds Length » 360 


149H10 


406 


621 


AF161455 


NA 


3.00E-95 


2 


HSPC337 mRNA, partial cds Length = 1033 


68A9 


19 


243 


AF1 73954 


NA 


2.00E-27 


1 


Cloning vector pGEM-URA3, complete sequence 
















Length = 4350 


165B7 


65 


418 


AF202092 


NA 


0 


■1 


PC3-96 mRNA, complete cds Length = 1068 


52H1 


361 


594 


AF212226 


NA 


1.00E-34 


1 


RPL24 mRNA, complete cds Length = 1474 


162H8 


52 


404 


AF212233 


NA 


1.00E^179 


1 


microsomal signal peptidase subunit mRNA, complete 
















cds Length = 794 


54E10 


680 


1316 


AF212241 


NA 


0 


3 


CDA02 mRNA, complete cds Length = 2179 


117D8 


2052 


2482 


AF248648 


NA 


0 


3 


RNA-binding protein BRUNOL2 mRNA, complete cds 
















Length = 2615 


75E3 


326 


6S2 


AF249845 


NA 


0 


2 


isolate Stddi 10 hypervariable region I, mitochondrial 
















sequence 


459G12 


791 


1267 


AF250237 


NA 


0 


1 


hairy/enhancer of split 6 (HES6) mRNA, complete cds 
















Length = 1286 


177F6 


1968 


2423 


AF2S7856 


NA 


0 


1 


HT033 mRNA, complete cds Length = 2972 


115G8 


996 


1399 


AF267863 


NA ' 


0 


1 


DC43 mRNA, complete cds Length = 2493 


501 H3 


426 


1152 


AF279437 


NA 


0 


107 


interleukin 22 (IL22) mRNA, complete cds Length = 
















1167 


174B4 


900 


1332 


AF283771 


NA 


0 


2 


clone TCBAP0774 mRNA sequence Length = 1814 
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126C7 


454 


843 


AF332864 


NA 


1.00E-116 


2 


similar to Mus Ras association domain family 3 
















protein (Rassf3) mRNA 


105A9 


232 


624 


AF333025 


NA 


1.00E-140 


1 


prokineticin 2 precursor (PROK2) mRNA, complete 
















cds Length = 1406 


186F1 


4543 


5058 


AF347010 


NA 


0 


3 


mitochondrion, complete genome Length = 15570 


590B12 


4684 


5053 


AF347013 


NA 


0 


1 


mitochondrion, complete genome Length = 16566 


517H7 


4659 


5058 


AF347015 


NA 


0 


1 


mitochondrion, complete genome Length = 15571 


596E9 


220 


295 


AI027844 


NA 


3.00E-34 


1 


cDNA clone IMAGE:1671612 3' 


599B3 


608 


609 


AI039890 


NA 


1.00E-45 


1 


ox97d1 1 .x1 Soares_senescent_fibrobiasts_NbHSF 
















cDNA 


189H9 


22 


524 


AiU4lo2o 


MA 


n 
u 


i 


















done 


471 F6 


63 


526 


AI084224 


NA 


0 


1 


cDNA clone IMAGE: 167 141 8 3' 


142E9 


6 


372 


AI091533 


NA 


1.00E-179 


1 


oo23d05.x1 SoaresJ\JSF_F8_9WJ3T_PA_P_S1 
















cDNA clone 


72D2 


65 


529 


AI131018 


NA 


0 


6 


qb82e07,x1 SoaresJetal_heart_NbHH19W cDNA 
















clone 


468F6 


9 


428 


AI223400 


NA 


0 


1 


cDNA clone IMAGE: 1838447 3 similar to TR:015383 


185H1 


94 


199 


AI257714 


NA 


5.00E-50 


1 


SB pool 1 cDNA done IMAGE:2038526 


166A9 


1 


480 


AI275205 


NA 


0 


1 


cDNA clone IMAGE:1990616 3' 


499F2 


4 


395 


AI281442 


NA 


.0 


2 


cDNA clone IMAGE: 1967452 3 


517H5 


155 


457 


AI295509 


NA 


1.00E-158 


1 


cDNA clone IMAGE: 1896546 3 


144F7 


24 


364 


AI299573 


NA 


0 


1 


cDNA clone IMAGE:1900105 3 


519E9 


52 


408 


AI352690 


NA 


1.00E-180 


1 


cDNA clone IMAGE: 1946884 3 


466F9 


172 


440 


AI361 B39 


NA 


1.00E-109 


1 


cDNA clone 1MAGE:2022012 3 


144C9 


118 


373 


A1352793 


NA 


7.00E-63 


1 


cDNA clone IMAGE:2018948 3 similar to gb:M60854 


464B11 


19 


455 


AloboOOi 


MA 

NA 


f\ 
u 


i 


/■»riMA AlAno IMAnP'901 &At\0 V eimilar tn r*nnfatnc 
CL/INA CI Ullt; llVlnUC.iUIO'tOZ O alltlltdl IvJ i^UMlcilHo 


127B6 


40 


257 


AI37D412 


MA 

NA 


o.uuc-yo 


A 
1 


cuima cione iiviaoc i yo/ doi o 


166C4 


58 


271 


AI371227 


M A 

NA 


i nnc co 
1 .UUfc-b2 


A, 
\ 


cuna Clone hvimoc. iyo/ooo o similar 10 


467G7 


1 


450 


AI3B00 15 


MA 

NA 


U 


1 


CL/INM Clone NVLr\.OC.£ 1 U3 1 D3 O OJlUMcM VJ 


466C5 


316 


497 


AI380390 


NA 


o.ODc-44 


A 
1 


CUNA Clone l(VlAo£.ZIU/UOo o 


466B5 


200 


477 


AI381586 


NA 


1.00E-126 


1 


cDNA clone IMAGE:2074796 3' 


458G10 


347 


444 


AI384128 


NA 


2.00E-40 


1 


cDNA clone IMAGE:2088819 3' similar to contains 


467A8 


415 


522 


AI391500 


NA 


1.00E-41 


1 


cDNA clone IMAGE:2107686 3' 


477D1 


14 


269 


AI392705 


NA 


1.00E-137 


2 


cDNA clone IMAGE:21 09581 3' 


467B11 


1 


293 


AI393970 


NA 


1.00E-122 


1 


' cDNA clone IMAGE:2107950 3* 


522D3 


250 


526 


A1419032 


NA 


1.00E-127 


1 


cDNA clone IMAGE:2103029 3* 


149A11 


25 


313 


AI440491 


NA 


1.00E-132 


1 


cDNA clone IMAGE:2073277 3' 


471 CI 


77 


215 


AI458739 


NA 


1.00E-50 


1 


cDNA clone IMAGE:2149471 3' similar to gb:S85655 


116E10 


162 


503 


AI459584 


NA 


1.00E-171 


1 


CDNA clone IMAGE:21 56522 3' 


472C8 


1 


369 


AI498316 


NA 


0 


1 


' cDNA clone IMAGE:21 60886 3' similar to TR:Q62717 


468E8 


2 


451 


AI523354 


NA 


3.00E-92 


1 


cDNA clone IlvlA<jfc.21 looo\3 3 


477B5 


23 


295 


AI524524 


NA 


2.00E-86 


1 


cDNA Clone IMAC3b:2075323 6 


193H3 


368 


489 


AI525644 


NA 


4.Q0E-34 


1 


cDNA 5' 


66F1 


277 


436 


AI571519 


NA 


7.00E-84 


2 


cDNA clone iMAbfc.z^zou/y o similar to go.juoyuy 


171A11 


225 


429 


AI581199 


NA 


A nnr A f\A 

1.00E-101 


3 


cDNA clone iiviAot.iCi o4/o/ o similar to 


116F2 


337 


429 


AI597917 


NA 


4.00E-42 


1 


cDNA clone IMAGE:2258495 3 similar to contains 


461 G10 


9 


398 


AI627495 


NA 


1.00E-179 


1 


cDNA Clone IMAbt:2285386 3 


594D11 


205 


434 


AI628930 


NA 


1.00E-110 


1 


cDNA clone IMAGE:2281541 3* similar to 


489H9 


1 


507 


AI633798 


NA 


0 


4 


cDNA clone IMAGE:22421 1 5 3' 


171G7 


212 


431 


AI634972 


NA 


1.00E-103 


1 


cDNA clone IMAGE:2284157 3' 


165C12 


270 


581 


AI651212 


NA 


1.00E-175 


1 


cDNA clone 1MAGE:2304186 3' 


64B3 


1 


529 


AI678099 


NA 


0 


1 


Soares_NFL_T_GBCLS1 cDNA clone 
















IMAGE:2330166 3' 


134H3 


185 


289 


AI634022 


NA 


1.00E-34 


1 


cDNA clone IMAGE:2267411 3' 
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110B8 


169 


496 


AI68a560 


NA 


1.00E-132 


1 


SoaresjvlFL_T_GBC_S1 cDNA clone 
IMAGE:2330535 3' 


459F2 


160 


542 


AI6S7756 


NA 


0 


1 


cDNA clone IMAGE:2341 330 3' 


481 F11 


21 


340 


AI700738 


NA 


1.00E-167 


1 


CDNA clone IMAGE:2343628 3' 


438C5 


37 


533 


A1701165 


NA 


0 


4 


cDNA clone 1MAGE:2340734 3' 


104D9 


116 


241 


AI709236 


NA 


4.00E-60 


1 


HPLRB6 cDNA clone IMAGE:2353865 3' similar to 


112E1 


18 


576 


A1742850 


NA 


0 


1 


wg47a05.x1 SoaresJ4SFJ r 8_9WJDT_PAJ :, w S1 
cDNA clone 


113H12 


5 


140 


AI748827 


NA 


1.00E-63 


1 


HPLRB6 cDNA clone IMAGE:2356401 3' 


458B8 


150 


474 


AI760353 


NA 


0 


1 


cDNA clone IMAGE:2387703 3' 


461 H11 


334 


578 


A1762870 


NA 


1.00E-111 


1 


cDNA done iMAGE:2397996 3' 


458D10 


1 


465 


A1765153 


NA 


0 


1 


cDNA clone IMAGE:2393531 3' 


38B5 


2 


295 


AI766963 


NA 


1.00E-140 


1 


cDNA clone IMAGE:2400693 3* 


471A2 


320 


394 


A1796317 


NA 


2.00E-31 


1 


cDNA clone IMAGE:2384100 3* 


74D10 


15 


377 


AJ802547 


NA 


1.00E-124 


2 


cDNA clone JMAGE:21 86739 3' similar to TR.O15510 





117 

11/ 




MIoUoUDO 


MA 


1 nop 


480C5 


177 


517 


A1807278 


NA 


0 


175B12 


228 


513 


AI817153 


NA 


1.00E-132 


66E10 


14 


268 


AI858771 


NA 


1.00E-119 


47QH6 


65 


500 


AI880607 


NA 


0 


181D12 


7 


512 


AI884548 


NA 


0 


468H6 


52 


528 


A1884671 


NA 


0 


597C9 


284 


383 


AI904071 


NA 


1.00E-48 


467C2 


206 


351 


A1917642 


NA 


2.00E-59 


459D1 


25 


575 


AI948513 


NA 


0 


I QOC i 1 








MA 




493D7 


2032 


2171 


AJ001235 


NA 


4.00E-29 


116B1 


1169 


1744 


AJ009771 


NA 


0 


137B9 


296 


407 


AJ271637 


NA 


4.00E-32 


483E6 


4250 


4492 


AJ278191 


NA 


1.00E-95 


144A8 


988 


1152 


AK001163 


NA 


1.00E-75 


525C11 


49 


496 


AK001451 


NA 


0 


177D9 


707 


980 


AK004265 


NA 


7.00E-76 


111E10 


777 


1121 


AK004400 


NA 


1.00E-112 


458G4 


650 


1259 


AK008020 


NA 


8.00E-86 


47G7 


31 


328 


AK009988 


NA 


1.00E-111 


69G7 


1801 


1987 


AK012426 


NA 


5.00E-68 


52C10 


1092 


1267 


AK013164 


NA 


6.00E-46 


46D9 


3243 


3564 


AK014408 


NA 


1.00E-104 


178C11 


2069 


2326 


AK016683 


NA 


9.00E-83 


102C12 


698 


1339 


AK018758 


NA 


0 


585B3 


1278 


1873 


AK021925 


NA 


0 



1 tj47a07.x1 SoaresJYSFJ r 8J9WJJTJ'AJ>_S1 CDNA 

clone 

1 Soares_NFLT_GBC_S1 cDNA clone 

!MAGE:2357909 3' 
1 cDNA clone IMAGE:241 3005 3 1 

1 cDNA clone IMAGE:2429769 3' 

1 HPLRB6 cDNA clone IMAGE235501 3 3' 

1 cDNA clone IMAGE:2437818 3* similar to gb:L06797 

1 cDNA clone IMAGE2431 488 3' 

1 cDNA 

1 cDNA clone !MAGE:2392330 3' 

1 cDNA clone IMAGE:2470532 3' 

1 cDNA clone IMAGE:2550263 3' 

1 similar to Papio hamadryas ERV-9 like LTR insertion 

Length = 2240 

1 mRNA for putative RING finger protein, partial Length 

= 3038 

1 similar to Elaeis guineensis microsateiiite DNA, clone 

mEgCIR0219 

1 similar to Mus musculus rnRNA for putative mc7 

protein (mc7 gene) 
1 cDNA FLJ1 0301 fis, clone NT2RM2000032 Length = 

1298 

1 cDNA FLJ1 0589 fis, clone NT2RP2004389 

1 similar to Mus 1 8 days embryo cDNA, RIKEN full- 

length enriched library, 

1 simitar to Mus 1 6 days embryo cDNA, RIKEN fuil- 

length enriched library, 

1 similar to Mus adult male small intestine cDNA, RIKEN 

full-length enrich 

1 similar to Mus adult male tongue cDNA, RIKEN full- 
length enriched librar 

3 similar to Mus 1 1 days embryo cDNA, RIKEN full- 

length enriched library, 

2 similar to Mus 1 0, 1 1 days embryo cDNA, RIKEN full- 
length enriched libra 

1 similar to Mus 12 days embryo embryonic body below 

diaphragm region 

1 similar to Mus adult male testis cDNA, RIKEN full- 

length enriched librar 

1 similar to Mus adult male liver cDNA, RIKEN full- 

length enriched library 

1 cDNA FLJ11863 fis, clone HEMBA1 006926 Length = 

2029 
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46F3 


1377 


2006 


AK022057 


NA 


0 


1 


cDNA FLJ11995 fis, done HEMBB1001443, highly 
















similar to Rattus norveg 


73E7 


344 


1112 


AK023512 


NA 


0 


9 


cDNA FLJ13450fis, clone PLACE1003027, highly 
















similar to Homo sapiens 


465B12 


681 


1338 


AK024202 


NA 


0 


1 


cDNA FLJ14140fis, done MAMMA1002858, highly 
















similar to Rat cMG1 


142D12 


254 


358 


AK024740 


NA 


9.00E-27 


1 


cDNA: FU21087 fis, clone CAS03323 Length = 826 


472F7 


1330 


1623 


AK024764 


NA 


1.00E^164 


1 


cDNA: FU21111 fis, clone CAS05384, highly similar 
















to AF1 44700 Homo sa 


521A3 


26 


195 


AK024976 


NA 


2.00E-90 


1 


cDNA; FLJ21323 fis, clone COL02374 Length * 1348 


465D1 


2091 


2255 


AK025769 


NA 


1.00E-74 


1 


cDNA: FU22116 fis, done HEP18520 Length = 2271 


595E9 


16 


546 


AK026264 


NA 


0 


1 


cDNA: FLJ22611 fis, clone HSI04951 Length = 1426 


103E1 


1353 


1856 


AK026334 


NA 


1.00E-125 


1 


cDNA: FLJ22681 fis, clone HSI10693 Length = 1903 


524F3 


1635 


1742 


AK026443 


NA 


9.00E-51 


2 


cDNA: FLJ22790 fis, clone KAIA2176, highly similar to 
















HUMPMCA 


196H10 


938 


1286 


AK026819 


NA 


6.00E-82 


1 


cDNA: FLJ23166 ns, clone LNG09880 Length = 1941 


172F7 


349 


738 


A t/nl"71CO 

Ar\027Zoo 


MA 

NA 


U 


A 
I 


r nMA- PI IS^fiO^ fid rlnnp 1 Nt^l^QA? hinhh/ similar 
















tn AF1 1^539 Homo sa 


187B10 


1583 


2142 


AlMJZ/^bU 


MA 
NA 


1 nnP 17Q 


1 


rHWA* Fl WWCH fis rlnnp LNG1B050 Lennih = 2560 


190F11 


76 


635 


ALQ42081 


hi A 

NA 


r\ 
\J 


A 

1 


(synonyni. msso^ curi/A munv L/r\r^.p*T«J t tn 1 1 i v 


525A9 


1 


653 


AL042370 


NA 


0 


1 


(synonym, nteso) cuima cione ul\r^^)4J4t\^o£^ o 


464G8 


59 


6BS 


AL042376 


NA 


0 


1 


(synonym: hteso) cDNA clone Dr\hiip4J<»Az4iii o 


172B12 


380 


624 


AL047171 


NA 


1.00E-131 


1 


(synonym: hutel) cDNA clone DKFZp586F2018 5* 


193F3 


915 


1309 


AL049305 


NA 


1.00E-133 


1 


mRNA; cDNA DKFZp564A186 (from clone 
















DKF2p564A186) Length = 1659 


111H8 


102 


660 


AL049356 


NA 


1.00E-146 


1 


mRNA; cDNA DKFZp555E233 (from clone 
















DKF2p566E233) Length = 808 


526E6 


118 


551 


AL049932 


NA 


1.00E-147 


2 


mRNA; cDNA DKFZp564H241 6 (from clone 
















DKFZp564H2416) Length = 1855 


37C8 


707 


996 


AL050218 


NA 


1.00E-156 


1 


mRNA; cDNA DKFZp586l0923 (from clone 
















Ur\rZpaooluyzoj Lenytn — izo^ 


72A9 


1235 


1391 


AL110164 


NA 


2.00E-70 


1 


mRNA; cDNA DKF2p58SI0324 (from clone 
















DKF2p586l0324) Length = 1705 


107C8 


1042 


1398 


AL1 17644 


, NA 


0 


2 


mRNA; cuna Dr\r^p4o4iviuyo (Trom cione 
















i~)KP7n4'^AMfiQ^ 1 pnrjrh = lAtt 
urxr^.p'f OHtviussijf i_tsi (yut t*t%j<>j 


62E7 


1 


475- 


AL1 20453 


NA 


1.00E-117 


1 


/_,.____. u — — — r""JM A t*\nrta ril^P7«7£?1 f9fiG 

(synonym. namy^; cuna cione uisr^p/oiizuo o 


492A7 


77 


390 


AL1 21406 


NA 


1.00E-101 


1 


(synonym, hmeu) cuna cione Urxr^p/ozLji i / o 


598B1 ' 


• 443 


812 


AL1 33879 


NA 


1.00E-172 


1 


(synonym: hamy2) cDNA done DKFZp761J01 14 5 


458C10 


47 


351 


AL133913 


NA 


5.00E-76 


1 


(synonym: hamy2) cDNA done DKFZp761M2014 5* 


98E7 


922 


2284 


AL1 36558 


NA 


0 


6 


mRNA; cDNA DKFZp761B1514 (from clone 
















DKFZp761B1514) Length = 3453 


157F6 


3511 


3847 


AL1 36797 


NA 


0 


1 


mRNA; cDNA DKFZp434N031 (from clone 
















DKFZp434N031); complete cds 


68B4 


1009 


1595 


AL 136932 


NA 


0 


1 


mRNA; cDNA DKFZpooorno^ (from clone 


















458B6 


278 


955 


AL1 37601 


Kl A 

NA 


0 


1 


















nKF7n434E0811V partial cds 


177CQ 


1866 


2423 


AL1 37608 


NA 


o 




mRNA; cDNA DKFZp434J1 1 1 1 (from done 
















DKFZp434J1 111); partial cds 


72G1 


194 


474 


AL1 38429 


NA 


1.00E-151 


1 


(synonym: htes3) cDNA clone DKFZp434E0629 3' 


463H12 


12 


356 


AL513780 


NA 


1.00E-124 


1 


cDNA clone CLOBA003ZF07 5 prime 


181B6 


43 


638 


AL520535 


NA 


0 


1 


cDNA clone CS0DB006YD20 3 prime 


69B6 


352 


85B 


AL520892 


NA 


0 


1 


cDNA clone CS0DB002YG16 5 prime 


182A5 


119 


617 


AL521097 


NA 


0 


1 


cDNA clone CS0DB001 YA13 3 prime 


458E9 


3 


865 


AL528020 


NA 


0 


2 


cDNA clone CS0DC028YO09 3 prime 
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i 


'fj I 


ai coo^ao 


MA 




i 


cuima cions uouumu I4Y JU4 o prime 




70 
f 0 




Al EO0Af\R 

ALbo/4Ub 


MA 
NA 


A 


■4 
i 


cuina Clone Uouufviui4tlu3 o prime 


i uon4 


•1 f^A 


/IRA 


At 


MA 
NA 


A flAC -ICS 

1 . UUb-1 DO 


A 
1 


cuina cione UoUL>ruu2YnLJ9 o prime 




*}07 


/ Ob 


ALOO / l0D4 


MA 
NA 


U 


1 


cdina cione uouuruu4Yiuy o prime 




/1AO 


yuo 


Al KvlflORA 


MA 
fMA 


0 


A 
1 


cuna cione UoOUrU3ZTrij3 3 pnme 


I 1 DUI(\ 

I I onD 


433 


QO.O 
bO£ 


ALo4U3yy 


MA 
NA 


A rtflC OA 


1 


cuna cione Couutuui ymoo o prime 




ota 


010 


AL54390D 


kl A 

IMA 


0 


1 


cdinA clone csoDluu5YKl3 3 prime 


4/1 D3 


O 1 C 


403 


AL550Z29 


Kl A 

NA 


a nnc a a 


1 


cuna cions CSQDI039YD11 5 pnme 


< CM CO 


324 


QAA 

544 


Al CCA COG 

AL5545Ub 


Kl A 

NA 


0 


1 


cljna clone CS0DI0o3YJ17 5 pnme 


lObrb 


64 


575 


AL556016 


NA 


0 


1 


cDNA Clone CSODK010YH04 5 prime 


467G9 


61 


401 


AL556919 


NA 


1.00E-1 38 


1 


cDNA clone CSODK012YI02 5 pnme 


Or 


A AG 

149 


CDC 

bob 


AL559029 


Kl A 

NA 


0 


1 


CDNA clone CS0DJ010YJ1 1 5 prime 


59UB3 


76 


287 


AL559422 


NA 


1.00E-111 


2 


cDNA clone CS0DJ013YN0^ 5 pnme 


lo1H2 


168 


7flrt 

780 


Air? rnc c c 

AL559555 


NA 


0 


1 


cDNA clone CSODJO 13YP21 5 prime 


589 E3 


28 


447 


a 1 re* a n*r it 

AL561074 


NA 


0 


1 


cDNA clone CSODL001YN01 5 pnme 


4o/h9 


00c ■ 
326 


7on 
739 


AL561892 


MA 

NA 


1.00E-149 


1 


cDNA clone CSODB006YL04 3 prime 


oorlO 


12 


658 


AL562895 


NA 


0 


1 


cDNA clone CS0DC021 YO20 3 prime 


1 0/U7 


2 


A AO 

1 08 


ai rec7ic 

AL565736 


NA 


I.OOc-28 


1 


CUNA Clone CSODF007YCDb 3 prime 


177B1 


231 


505 


AL567986 


NA 


1.00E-128 


1 


cDNA clone CSODF036YI04 3 prime 


C A OETO 

0 12c3 


627 


OA C 

815 


a r r7CCM 

AL575666 


LI A 

NA 


1.00E-94 


1 


_ ,r\iiA _ i AoniMnnn\/r\nn *t * 

cDNA clone CSODI069YD02 3 prime 


nztio 


193 


623 


Al nC7CC 

AL575755 


NA 


0 


1 


cDNA clone CSODI070YG17 3 prime 


/tJH7 


197 


757 


AL5761 49 


NA 


0 


1 


cDNA cione CSOD1072YK21 3 prime 


37r1 


0"7C 

27b 


AAA 

41 1 


Al C77D7fl 

AL57/9/U 


Kl A 

NA 


A AAC JlO 

I.UUh-43 


1 


cDNA clone CSODK008YK22 3 pnme 


65D4 


278 


828 


Al C7flft7C 

AL578975 


NA 


0 


1 


cDNA clone CSODK01 2YN01 3 pnme 


1o2b^ 


*7A 


oo4 


AL579/45 


Kl A 

NA 


0 


1 


cDNA clone CSODJ003YG20 5 pnme 


A OA CO 

194r9 


450 


669 


A 1 eano c a 

AL582354 


NA 


3.00E-94 


1 


cDNA clone CSODL006YH05 3 prime 


184F2 


27 


501 


AL583322 


NA 


2.00E-37 


1 


cDNA clone CS0DL01 2YM 0 5 prime 


40 A3 


432 


638 


AL583391 


NA 


4.00E-83 


1 


cDNA clone CSODL012YA12 3 prime 


53 G7 


6 


462 


AU1 17298 


NA 


0 


1 


sapiens cDNA clone HEMBA1001091 5' 


37G7 


218 


706 


a 1 ia a n a r r\ 

AU1 18159 


NA 


0 


1 


sapiens cDNA done HEMBA1 002998 5' 


180F9 


174 


698 


At Ii(OAT04 

AU 120731 


NA 


0 


1 


sapiens cDNA clone HEWIBB 1001298 5* 


191F1 


298 


608 


AU135154 


NA 


1.00E-137 


1 


sapiens cDNA clone PLACE1001348 5' 


466G7 


11 


125 


AU1 53636 


NA 


1.00E-53 


1 


sapiens cDNA clone PLACE4000063 3' 


67F9 


1 


453 


AV648670 


NA 


0 


2 


cDNA clone GLCBLH08 3' 


155D6 


97 


337 


AV650434 


NA 


1.00E-104 


1 


cDNA clone GLCCEG06 3' 


596H6 


1 


397 


A 1 tr* r-i A4 r 

AV651615 


NA 


0 


1 


cDNA clone GLCCRF09 3' 


99D5 


41 


232 


AV653169 


NA 


6.00E-78 


1 


cDNA clone GLCDIB01 3 1 


331 C10 


33 


365 


A 1 / 1— ri<ino 

AV6541 88 


NA 


1 .00E-1 03 


6 


cDNA clone GLCDTC01 3 


121A12 


70 


188 


AV659358 


NA 


3.00E-47 


1 


cDNA clone GLCFWC05 3' 


460G9 


69 


476 


ai /r^n7r^ft 

AV687530 


NA 


0 


1 


cDNA clone GKCATH08 5 r 


vlTACC 

4/Qro 


1 


174 


AV689330 


NA 


2.00 1-50 


1 


cDNA clone GKCDJE03 5 


1Q9EB 


71 


471 


AV705900 


NA 


0 


1 


cDNA clone ADBBFE1 1 5 


A CCPO 


121 


226 


AV709955 


NA 


2.00E-26 


1 


cDNA clone ADCABF08 5 


n /rl 


CA 

69 


coo 
582 


a 1 /~r a r\ a a c 

AV7104 15 


Kl A 

NA 


0 


1 


cDNA clone CuAANDIO 5 




41 


536 


AV716565 


NA 


0 


6 


cDNA clone DCBCAFD1 5' 


1 U3U/ 


1 


A CA 

164 


A \ f~7 A fiG A A 

A V7 16644 


NA 


3.00E-77 


2 


cDNA clone DCBAUG10 5 


1 95M 1 


232 • 


A CO 

459 


A \ A A"7A 4 

AV716791 


NA 


1.00E-113 


2 


cDNA clone DCBAZC04 5' 


boU4 


208 


421 


AV7 19659 


NA 


1.00E-101 


1 


cDNA clone GLCGRA09 5' 


49bU4 


156 


bb3 


AV71 9938 


Kl A 

NA 


0 


1 


_|Ml 1 * _ » «^ 1 IAAA ^| 

cDNA clone GLCFUC08 5 


4/ 9A1 


12U 


Add 
4b9 


ai ninno ji 

AV720984 


NA 


1.00E-162 


1 


cDNA clone HTBB1C02 5 


499D6 


70 


406 


A 1 t—rr\A r\f\<\ 

AV721 008 


NA 


1.00E-112 


4 


cDNA clone HTBBHG03 5' 


4b1Uo 


A QO 


OfO 


a 1 r~r*^rt AtT 

AV723437 


NA 


0 


1 


cDNA clone HTBBUE10 5 


585G1 


173 


552 


AV724531 


NA 


0 


1 


cDNA clone HTBARD04 5' 


113B8 


1 


149 


AV724559 


NA 


3.00E-40 


1 


cDNA clone HTBCFB08 5* 


111H4 


497 


498 


AV724665 


NA 


0 


1 


cDNA clone HTBAYG03 5' 


458F5 


1 


534 


AV730135 


NA 


0 


1 


CDNA clone HTFAHA06 5* 


589F6 


21 


226 


AV735258 


NA 


6X0E-70 


1 


cDNA clone cdAAJF03 5' 


172C8 


209 


426 


AV738173 


NA 


9.00E-98 


1 


cDNA clone CBMAHC04 5' 


464G3 


43 


498 


AV743635 


NA 


0 


1 


cDNA clone CBLBAC03 5' 
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72D4 


43 


384 


AV745692 


NA 


1.00E-178 


2 


cDNA clone NPAACB06 5' 


592G12 


175 


571 


AV749844 


NA 


1.00E-176 


1 


cDNA clone NPCBVG08 5' 


169F6 


110 


250 


AV755117 


NA 


3.00E-28 


1 


cDNA clone TPAABA12 5 1 


99H3 


200 


513 


AV755367 


NA 


1.0DE-131 


2 


cDNA clone BMFAIB02 5' 


595G9 


399 


549 


AV75618B 


NA 


2.00E-31 


1 


cDNA clone BMFABD08 5 f 


595A12 


8 


572 


AW002985 


NA 


0 


2 


cDNA clone IMAGE:2475831 3' 


586B7 


184 


330 


AW004905 


NA 


8.00E-50 


1 


cDNA clone IMAGE:256531 7 3' similar to 


591 D6 


15 


436 


AW021037 


NA 


0 


1 


Cochlea cDNA clone IMAGE:2483601 5' 


188F1 


135 


476 


AW021551 


NA 


0 


1 


Cochlea cDNA clone IMAGE:2484414 5* 


467E8 


73 


474 


AW027160 


NA 


1.00E-162 


1 


Soares_thymus_NHFTh cDNA clone IMAGE:2512983 
















3* similar to 


472G2 


11 


110 


AW064187 


NA 


9.00E-38 


1 


CD4 intrathymic T-cell cDNA library cDNA 3' 


598F3 


43 


453 


AW071894 


NA 


0 


1 


cDNA clone !MAGE:2501 169 3' 


181C7 


10 


96 


AW131768 


NA 


8.00E-41 


1 


cDNA clone !MAGE:261 9947 3* 


181D1 


69 


216 


AW134512 


NA 


2.00E-77 


1 


Ul-H-BI1-abv-e-05-0-Ul.s1 NCI_CGAP_Sub3 cDNA 
















clone IMAGE:271 3065 3' 


472B10 


339 


458 


AW135717 


NA 


4.00E-54 


1 


UI-H-BI1.adm-a-03-0-UI.s1 NCI_CGAP_Sub3 cDNA 
















clone IMAGE:2717092 3' 


166B9 


240 


408 


AW1 37104 


NA 


6.00E-88 


1 


UI-H-BI1-acp-e-02-0-UI.s1 NCI_CGAP__Sub3 cDNA 
















clone IMAGE:2714979 3* 


188C1 


323 


461 


AW137149 


NA 


2.00E-72 


1 


UI-H-BJ1-acq-a-05-0-LH.s1 NCI_CGAP_Sub3 cDNA 
















clone IMAGE;2715152 3' 


65B2 


106 ' 


298 


AW1 48765 


NA 


7.00E-75 


1 


cDNA clone IMAGE:2616915 3 1 


524C3 


234 


429 


AW151854 


NA 


1.G0E-76 


2 


cDNA clone IMAGE:2623546 3' similar to 


479A8 


6 


327 


AW161820 


NA . 


1.00E-151 


1 


brain 00004 cDNA clone IMAGE:2781653 3' 


585E10 


7 


391 


AW1 65442 


NA 


0 


1 


SoaresJMHCe_cervix cDNA clone IMAGE:2697403 3' 


482C6 


9 


329 


AW1 88398 


NA 


1.00E-133 


1 


cDNA clone IMAGE:2665252 3' 


522G1 1 


39 


516 


AW248322 


NA 


0 


1, 


cDNA clone IMAGE:2820662 5' 


473D5 


283 


416 


AW274156 


NA 


4 00E-69 


1 


Soares NFL T GBC S1 cDNA clone 
















IMAGE:2814367 3' 


71C12 


20 


530 


AW293159 


NA 


o 


2 


Ul-H-BW0-aii-b-08-O-Ul.s1 NCI_CGAP Sub6 cDNA 
















clone IMAGE:2729414 3* 


472H1 1 


205- 


501 


AW293424 


NA 


1.00E-151 


1 


UkH-BI2-ahm-a-12-0-ULs1 NCLCGAP_Sub4 cDNA 
















clone 1MAGE:2727094 3' 


465H11 


17 


124 


AW293426 


NA 


tOOE-48 


1 


UI-H-B!2-ahm-b-02-0-U!.s1 NCLCGAP_Sub4 cDNA 
















clone IMAGE:2727122 3' 


461 H8 


19 


452 


AW295965 


NA 


0 


1 


UI-H-BJ2-ahh-f-07-0-Ul.s1 NCL.CGAP_Sub4 cDNA 
















clone IMAGE:2726917 3' 


464B7 


250 


551 


AW300500 


NA 


3.00E-95 


1 


cDNA clone IMAGE:2774602 3' 


465C7 


1 


322 


AW338115 


NA 


0 


1 


cDNA clone IMAGE:2833029 3' 


466H5 


10 


523 


AW341449 


NA 


0 


1 


Soares_NFL_T_GBC_S1 cDNA clone 
















IMAGE:2909025 3' similar to 


461 D9 


12 


325 


AW379049 


NA 


1.00E-134 


1 


HT0230 cDNA 


186E8 


51 


277 


AW330881 


NA 


1.00E-103 


1 


HT0283 cDNA 


180D4 


260 


348 


AW384988 


NA 


2.00E-30 


1 


HT0427 cDNA 


472C1 


13 


404 


AW390233 


NA 


1.00E-122 


1 


ST0181 cDNA 


462G12 


236 


321 


AW402007 


NA 


3.O0E-40 


1 


UI-HF-BK0-aao-g-02-0-Ul.r1 NIH_MGC_36 cDNA 
















clone [MAGE:3054530 5' 


177H2 


18 


338 


AW405863 


NA 


9.00E-52 


1 


UI-HF-BL0-acf-e-06-0-Ul.r1 NlriMGC_37 cDNA clone 
















l(V!AGE:305902S 5' 


140G10 


6 


308 


AW440517 


NA 


1.00E-152 


1 


cDNA clone IMAGE:2890615 3' 


482A10 


1 


231 


AW440869 


NA 


1.00E-114 


1 


cDNA clone IMAGE:291 81 51 3' similar to contains 


40B2 


18 


353 


AW444632 


NA 


4.00E-45 


1 


UI-H-BI3-ajw-b-11-0-ULs1 NCLCGAP_Sub5 cDNA 
















clone IMAGE:2733260 3' 


61 C2 


21 


392 


AW444812 


NA 


0 


1 


UI-H-BI3-ajy-d-11-0-Ul.s1 NCLCGAP_Sub5 cDNA 
















clone IMAGE:2733380 3* 


461H10 


151 


248 


AW449610 


NA 


8.Q0E-48 


1 


UI-H-BI3-aku-g-11-0-Ul.s1 NCLCGAP_Sub5 cDNA 
















clone IMAGE:2735804 3' 


479E10 


9 


425 


AW451293 


NA 


0 


1 


UI-H-BI3-alh-f-06-0-Ul.s1 NCLCGAP_Sub5 cDNA 



clone IMAGE:2736899 3' 
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489G6 


16 


303 


AW452023 


NA 


1.00E-125 


1 


Ul-H-B!3-aIm-f-06-0-Ul.s1 NCL.CGAP_Sub5 cDNA 
















clone IMAGE:2737306 3' 


463H8 


99 


289 


AW452096 


NA 


1.00E-103 


1 


UI~H-Bl3-alod-02-0-Ul.s1 NCI_CGAP_Sub5 cDNA 
















clone IMAGE:3068186 3' 


45933 


71 


535 


AW499658 


NA 


0 


1 


UI-HF-BR0p-ajj-c-07-0-Ut.r1 NIHJVIGCL52 cDNA 
















done IMAGE:3074677 5' 


37A2 


128 


395 


AW499828 


NA 


1.00E-110 


1 


UI-HF-BNO-ake-c-06-0-Ul.r1 NlH_MGC_50 cDNA 
















clone IMAGE:3076619 5' 


112E5 


88 


557 


AW499829 


NA 


0 


1 


UI-HF-BNO-ake-c-07-0-ULr1 NlH_MGC_50 cDNA 
















clone IMAGE:3076621 5' 


523F5 


435 


517 


AW500534 


NA 


4.00E-36 


1 


UI-HF-BNO-akj-d-04-0-UI.M NIHJWGCJO cDNA 
















clone IMAG&3077406 5' 


476E10 


152 


450 


AW501528 


NA 


1.00E-129 


1 


UI-HF-BP0p-ajf-o02-0-Ul.r1 NIHJVIGC_51 cDNA 
















clone IMAGE3073923 5' 


67D10 


36 


413 


AW504212 


NA 


0 


1 


UI-HF-BN0-alp-a-11-CMJI.r1 NIH_MGC_50 cDNA 
















clone IMAGE3080348 5' 


100E10 


29 


364 


AW504293 


NA 


LOOE-159 


1 


UI-HF-BN0*alg-b-10-0-Ul.r1 NIH_MGC_50 cDNA 
















clone IMAGE3079267 5' 


484D12 


35 


353 


AW510795 


NA 


1.00E-167 


1 


SoaresJ^FLT_GBC.S1 cDNA clone 
















IMAGE:291 1 933 3' similar to 


480B2 


109 


446 


AW572538 


NA 


1.00E-162 


1 


cDNA clone IMAGE:2832030 3' 


455D2 


272 


464 


AW573211 


NA 


2.00E-49 


1 


Soares_NFL_TJ3BC_S1 cDNA clone 
















!MAGE:2933767 3' similar to 


47G6 


125 


126 


AW614193 


NA 


1.00E-51 


1 


cDNA clone IMAGE:2951662 3* 


499D7 


1 


341. 


AW630825 


NA 


0 


2 


cDNA clone IMAGE:2969854 5* 


62H5 


10 


423 


AW651682 


NA 


0 


2 


cDNA clone IMAGE:2901099 5' 


104A7 


3 


461 


AW778854 


NA 


0 


1 


cDNA clone !MAGE:3037337 3' 


434H1 


9 


453 


AW780057 


NA 


0 


1 


cDNA clone IMAGE:3036046 3' 


491 E8 


18 


348 


AW792856 


NA 


1.00E-164 


2 


UM0001 cDNA 


65D11 


64 


646 


AW810442 


NA 


0 


3 


STD125 cDNA 


596F6 


49 


623 


AW813133 


NA 


0 


1 


ST0189 cDNA 


518H1 


131 


386 


AW819894 


NA 


1.00E-133 


1 


ST0294 cDNA 


115A7 


1 


315 


AW836389 


NA 


1.00E-169 


3 


LT0030 cDNA 


486D9 


32 


237 


AW837717 


NA 


1.00E-65 


1 


LT0042 cDNA 


477B12 


84 


253 


AW837808 


NA 


4.00E-67 


1 


LT0042cONA 


121A11 


253 


444 


AW842489 


NA 


1.00E-98 


1 


CN0032 cDNA 


472E6 


132 


447 


AW846856 


NA 


1.00E-149 


1 


CT0195cDNA 


164F9 


1 


462 


AW856490 


NA 


0 


1 


CT0290 cDNA 


103C4 


23 


366 


AW859565 


NA 


0 


1 


CT0355 cDNA 


129D3 


81 


295 


AW866426 


NA 


1.00E-108 


1 


SN0024 cDNA 


501 F9 


88 


421 


AW873028 


NA 


1.00E-170 


3 


cDNA clone IIVIAGE:3 120038 3' 


98G4 


1 


294 


AW873326 


NA 


. 1.00E-107 


1 


cDNA clone IMAGE:3009400 3' 


72D5 


55 


648 


AW886511 


NA 


0 


1 


OT0083 cDNA 


460A5 


101 


294 


AW891344 


NA 


1.00E-102 


1 


NT0079 cDNA 


459E9 


196 


260 


AW945538 


NA 


8.00E-28 


1 


EN0024 cDNA 


479H5 


17 


224 


AW948395 


NA 


1.00E-102 


1 


FN0040 cDNA 


165E7 


2 


599 


AW949461 


NA 


0 


1 


MAGA cDNA 


123G9 


104 


715 


AW954112 


NA 


0 


2 


MAGC CDNA 


183F3 


84 


503 


AW954476 


NA 


1.00E-159 


1 


MAGC cDNA 


196C5 


8 


189 


AW954580 


NA 


5.00E-98 


1 


MAGC cDNA 


515H10 


1 


512 


AW955265 


NA 


0 


1 


MAGC cDNA 


41 E8 


16 


671 


AW957139 


NA 


1.00E-145 


2 


MAGD cDNA 


66A7 


335 


503 


AW958538 


NA 


4.00E-85 


1 


IVAGE cDNA 


465G8 


169 


615 


AW960484 


NA 


0 


1 


MAGF cDNA 


519E6 


44 


290 


AW960593 


NA 


1.00E-134 


1 


MAGF cDNA 


594F4 


306 


571 


AW963171 


NA 


1.00E-112 


1 


MAGH cDNA 


155B2 


30 


673 


AW964218 


NA 


0 


3 


MAGH cDNA 


173B5 


1 


553 


AW965078 


NA 


0 


1 


MAGr cDNA 


176A6 


7 


312 


AW965490 


NA 


1.00E-136 


1 


MAGI cDNA 


498H9 


1 


455 


AW965987 


NA 


0 


2 


MAGI cDNIA 


517D11 


105 


484 


AW966098 


NA 


0 


2 


MAGI cDNA 
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166H7 


63 


559 


AW967388 


NA 


0 


1 


MAGJ cDNA 


462C8 


69 


212 


AW967948 


NA 


2.00E-72 


1 


MAGJ cDNA 


189C5 


8 


566 


AW968561 


NA 


0 


1 


MAGJ cDNA 


459C3 


129 


587 


AW969359 


NA 


0 


2 


MAGK cDNA 


174C1 


155 


527 


AW959546 


NA 


1.00E-170 


1 


MAGK cDNA 


191F6 


158 


543 


AW973953 


NA 


1.00E-152 


2 


MAGM cDNA 


461G9 


311 


437 


AW974749 


NA 


7.00E-47 


1 


MAGN cDNA 


104D1 


182 


594 


AW993791 


NA 


0 


1 


BN0034 cDNA 


188F5 


734 


1292 


AY007110 


NA 


0 


4 


clone TCCCTA00084 mRNA sequence Length = 1656 


48D7 


692 


1169 


AY029066 


NA 


1.00E-76 


4 


Humanin (HN1) mRNA, complete cds Length = 1567 


55B8 


1802 


2045 


BC000141 


NA 


3.00E-96 


1 


Similar to myelocytomatosis oncogene, clone 
















MGC:5183, mRNA 


37A8 


34 


301 


BC000374 


NA 


1.00E-101 


1 


ribosomal protein L18, clone MGC:8373, mRNA, 
















complete cds 


178E5 


20 


551 


BC000408 


NA 


5.00E-53 


1 


acetyl-Coenzyme A acetyltransferase 2 (acetoacetyl 
















Coenzyme A thiolase 


596G2 


27 


263 


BC000449 


NA 


3.00E-43 


2 


Similar to ubiquitin C, clone MGC:8448, mRNA, 
















complete cds 


179A3 


693 


1002 


BC000514 


NA 


1.00E-160 


3 


ribosomal protein L13a, clone MGC:8547, mRNA, 
















complete cds 


158F10 


169 


522 


BC000523 


NA 


1.00E-157 


1 


Similar to ribosomal protein S24, clone MGC:8595, 
















mRNA, complete cds 


515G5 


34 


270 


BC000530 


NA 


7.00E-38 


1 


ribosomal protein L1 9, clone MGC:8653, mRNA, 
















complete cds 


39B6 


286 


1073 


BC000590 


NA 


0 


9 


actin related protein 2/3 complex, subunit 2 (34 kD), 
















clone MGC:1416, 


169A4 


929 


1314 


BC000672 


NA 


0 


1 


guanine nucleotide binding protein (G protein), beta 
















polypeptide 2-1 ik 


166H4 


1350 


1745 


BC000771 


NA 


1.00E-169 


8 


Similar to tropomyosin 4, clone MG&3261, mRNA, 
















complete cds 


331F9 


482 


949 


BC000967 


NA 


0 


1 


clone IMAGE:3449287, mRNA, partial cds Length = 
















2156 


526C6 


633 


829 


BC001169 


NA 


1.00E-100 


1 


Similar to esterase 10, clone MGC:1873, mRNA, 
















complete cds 


135G12 


1598 


1766 


BC001303 


NA 


6.00E-42 


1 


Similar to splicing factor, arginirte/serine-rich 2 (SC- 
















35), clone MGC: 


491 C6 


613 


714 


BC001385 


NA 


3.00E-34 


1 


Similar to leucine rich repeat On FLU) interacting 
















protein 1, clone 


108D10 


234 


641 


BC001399 


NA 


2.00E-79 


1 


ferritin, heavy polypeptide 1, clone MGC:1749, mRNA, 
















complete cds 


196H5 


1387 


1899 


BC001412 


NA 


6.00E-55 


4 


eukaryotic translation elongation factor 1 alpha 1, 
















clone MGC: 1332, mR 


460F5 


973 


1350 


BC001413 


NA 


0 


1 


clone IMAGE:3140866, mRNA Length - 1634 


520C5 


348 


472 


BC001632 


NA 


5.00E-34 


1 


Similar to NADH dehydrogenase (ubiquinone) 
















flavoprotein 2 (24kD), don 


520D10 


1729 


2205 


BC00163? 


NA 


0 


2 


ATP synthase, H+ transporting, mitochondrial F1 
















complex, alpha subunit 


524A1 


564 


922 


BC001660 


NA 


1.00E-94 


2 


ribonucfease 6 precursor, clone MGC: 1360, mRNA, 
















complete cds 


121E7 


275 


381 


BC001697 


NA 


2.00E-26 


1 


Similar to ribosomal protein S15a, clone MGC:2466, 
















mRNA, complete cds 


109D1 


2441 


2835 


BC001798 


NA 


1.00E-123 


1 


clone MGC:3157, mRNA, complete cds Length = 3041 


180D9 


741 


921 


BC001819 


NA 


5.00E-85 


2 


ribonuclease 6 precursor, clone MGC:3554, mRNA, 
















complete cds 


72H5 


1264 


2808 


BC001854 


NA 


0 


8 


methionine adenosyltransferase II, alpha, clone 
















MGC:4537, mRNA, comple 


167H8 


1099 


1436 


BC002409 


NA 


1.00E-49 


1 


actin, beta, clone MGC:8647, mRNA, complete cds 
















Length = 1858 


53H1 


2398 


2513 


BC002538 


NA 


3.00E-41 


1 


serine (or cysteine) proteinase inhibitor, clade B 



(ovalbumin), member 
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125B3 


246 


585 


BC002711 


NA 


1.00E-40 


1 


cell division cycle 42 (GTP-binding protein, 25kD) ? 
















clone MGC:3497, mR 


331 H8 


201 


557 


BC002837 


NA 


0 


1 


clone MGC:4175, mRNA, complete cds Length = 1092 


150C4 


1699 


2040 


BC002845 


. NA 


8.00E-29 


1 


eukaryotic translation elongation factor 1 alpha 1, 
















done MGC:3711,mR 


70D7 


345 


850 


BC002900 


NA 


0 


1 


Similar to proteasome (prosome, macropain) subunit, 
















alpha type, 2, do 


476B5 


1431 


1761 


BC002929 


NA 


1.00E-141 


1 


clone IMAGE: 3954899, mRNA, partial cds Length = 
















2467 


38D7 


200 


688 


BC002971 


NA 


0 


2 


clone 1MAGE:354371 1, mRNA, partial cds Length = 
















1934 


74A11 


652 


1724 


BC003063 


NA 


0 


5 


Similar to likely ortholog of yeast ARV1 , clone 
















IMAGE:35C6392, mRNA 


105H12 


1148 


1370 


BC003090 


NA 


1.00E-105 


1 


COP9 homolog, clone MGC:1297, mRNA, complete 
















cds Length = 1637 


50F4 


8 


301 


BC003137 


NA 


1.00E-115 


1 


ribosomal protein S3, clone MGC: 3657, mRNA, 
















complete cds 


175G9 


93 


216 


BC003352 


NA 


1.00E-33 


1 


tumor protein, translation ally-controlled 1, clone 
















MGC:5308, mRNA, com 


587E9 


72 


554 


BC0O3358 


NA 


4.00E-60 


2 


ribosomal protein L10, clone MGC:5189, mRNA, 
















complete cds 


71 F8 


491 


911 


BC0O34O6 


NA 


0 


1 


cytidine monophosphate-N-acetylneuraminic acid 
















hydroxylase (CMP-N-acet 


512E11 


308 


372 


BC003563 


NA 


2.00E-27 


1 


guanine nucleotide binding protein (G protein), gamma 
















5, clone MGC:196 


118B11 


76 


343 


BC003577 


NA 


1 .00E-1 1 1 


1 


clone IMAGE:3544292, mRNA, partial cds Length = 
826 


107E3 


9 


634 


BC0O3697 


NA 


o 


1 


clone MGC:5564, mRNA, complete cds Length = 2145 


128D4 


1408 


1550 


BC004186 


NA 


1.Q0E-34 


1 


guanine nucleotide binding protein, beta 1, clone 
















MGC:2819, mRNA, comp 


58H6 


554 


859 


BC004245 


NA 


1.00E-171 


2 


ferritin, light polypeptide, clone MGC:10465, mRNA, 
















complete cds 


481 D8 


134 


460 


BC004258 


NA 


6 00E-73 




hvnothetical Drotein PRD1741 clnne MGC"10753 
















mRNA, complete cds 


520F6 


160 


1400 


BC004317 


NA 


o 


3 


clone MGC' 10924 mRNA comolete cds Lenath = 
















1837 


489G7 


511 


787 


BC004458 


NA 


2.00E-60 




enolase 1 faioha^ clone MGC*4315 mRNA comolete 
cds 


115B8 


1162 


1640 


BC004521 


NA 


0 


2 


ATP synthase, H+ transporting, mitochondrial F1 
















complex, alpha subunit 


118A2 


1126 


1369 


BC004805 


NA 


4.00E-38 


1 


similar to Mus muscuius, clone IMAGE:3584831, 
















mRNA Length = 1910 


73D2 


1174 


1751 


BC004872 


NA 


0 


1 


clone MGC:11034, mRNA, complete cds Length = 
















2471 


522E3 


681 


993 


BC004900 


NA 


1.00E-175 


10 


ribosomal protein L1 3a, clone IMAGE:3545758, 
















mRNA, partial cds 


55G12 


1 


232 


BC004928 


NA 


3.00E^68 


1 


done MGC: 10493, mRNA, complete cds Length - 
















2567 


520C2 


3 


139 


BC004994 


NA 


1.00E-31 


1 


myosin regulatory light chain, clone MGC:4405, 
















mRNA, complete cds 


460H4 


1577 


1923 


BC005101 


NA 


0 


1 


clone IMAGE:361 8561 , mRNA Length = 2113 


154F12 


122 


283 


BC005128 


NA 


2.00E-46 


1 


ribosomal protein L7a, clone MGC: 10607, mRNA, 
















complete cds 


592C8 


647 


925 


BC005187 


NA 


2.00E-32 


1 


Similar to hypothetical protein, clone MGC:12182, 
















mRNA, complete cds 


591D1 


726 


837 


BC005361 


NA 


5.00E-31 


1 


proteasome (prosome, macropain) subunit, alpha 
















type, 4, clone MGC: 1246 


458A7 


1307 


1568 


BC005816 


NA 


4.0DE-98 


1 


Similar to deltex (Drcsophlla) homolog 1, clone 
















1MAGE-.3688330, mRNA, p 


122C6 


263 


378 


BC005928 


NA 


1.00E-29 


1 


S100 calcium-binding protein A8 (calgranulin A), clone 
















MGC: 14536, mRNA 


47H11 


273 


854 


BC006008 


' NA 


0 


1 


clone 1MAGE:4285740, mRNA Length = 1040 
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598E1 


850 


1226 


BC006176 


NA 


0 


2 


clone IMAGE:4054156, mRNA, partial cds Length = 
















1423 


175A1 


570 


887 


BC006282 


NA 


1.00E-161 


1 


Similar to RIKEN cDNA 1 110020N13 gene, clone 
















MGC:10540 


150H12 


543 


1098 


BC006464 


NA 


0 


1 


calmodulin 2 (phosphorylase kinase, delta), clone 
















MGC:2168 


583E5 


980 


1246 


BC006849 


NA 


1.00E-127 


1 


Similar to RIKEN cDNA 2410044K02 gene, clone 
















MGC:5469 


41H7 


619 


1308 


BC007004 


NA 


0 


2 


Similar to oxysterof-binding prolein-related protein 1, 
















clone IMAGE:40 


56C12 


13 


187 


BC007063 


NA 


6.00E-27 


1 


peroxiredoxin 1, clone MGC:12514, mRNA, complete 
















cds Length = 973 


183C11 


2986 


3328 


BC007203 


NA 


1.00E-169 


1 


hypothetical protein MGC10823v clone MGC:12957, 
















mRNA, complete cds 


109H10 


1343 


1627 


BC007277 


NA 


1.00E-156 


1 


Similar to RIKEN cDNA 0610039P13 gene, clone 
















MGC:15619, mRNA 


588E11 


423 


1324 


BC007299 


NA 


0 


3 


Similar to ATP synthase, H+ transporting, 
















mitochondrial F1 complex, a I 


164F12 


72 


336 ■ 


BE002854 


NA 


1.00E-147 


1 


BN0090 cDNA 


106A12 


22 


608 


BE005703 


NA 


0 


1 


BN0120 cDNA 


472E11 


168 


297 


BE044364 


NA 


1.00E-66 


1 


Soares_NFLJTJ3BC_S1 cDNA clone 
















IMAGE:3040218 3' 


458H11 


2 


510 


BE049439 


NA 


0 


1 


cDNA clone 1MAGE:2834924 3* 


46F7 


18 


527 


BE061115 


NA 


0 


1 


BT0041 cDNA 


105A8 


1 


166 


BE085539 


NA 


3.00E-74 


1 


BT0669 cDNA 


467F5 


27 


247 


BE086076 


NA 


1.00E-115 


1 


r^*m ^ r\ki a 

BT0672 cDNA 


469B6 


5 


188 


BE091932 


NA 


6.Q0E-87 


1 


BT0733 cDNA 


66D7 


18 


568 


BE1 60822 


NA 


0 


1 


HT0422 cDNA 


593F8 


110 


451 


BE163106 


NA 


1.00E-1 65 


1 


HT0457 cDNA 


468B10 


1 


461 


BE1 68334 


NA 


0 


1 


HT0514 cDNA 


192E1 


1 


602 


BE1 76373 


NA 


0 


1 


HT0585 cDNA 


109A9 


100 


377 


BE1 77661 


NA 


1.00E-129 


1 


HT0598 cDNA 


468B9 


27 


145 


BE 178880 


NA 


3.00E-31 


1 


HT0609 cDNA 


526E11 


6 


222 


BE217848 


NA 


1.00E-118 


3 


cDNA clone IMAGE:3 174941 3 1 


115H2 


226 


227 


BE218938 


NA 


2.00E-97 


1 


cDNA clone IMAGE:31 76478 3' 


126B3 


1 


509 


BE222301 


NA 


1.00E-151 


1 


cDNA clone IMAGE:3166180 3' 


195F2 


123 


470 


BE222392 


NA 


4.00E-91 


1 


cDNA clone iMAGE:31 66335 3' 


170F7 


1 


375 


BE242649 


NA 


0 


1 


acute myelogenous leukemia cell (FAB M1) Baylor- 
















HGSC 


459F10 


35 


432 


BE247056 


NA 


5.00E-84 


1 


eel! acute lymphoblastic leukemia Baylor-HGSC 
















project=TC3A 


491G11 


269 


516 


BE253336 


NA 


1.00E-116 


1 


cDNA clone !MAGE:3357826 5' 


471H10 


140 


202 


BE254064 


NA 


2.00E-26 


1 


cDNA clone IMAGE:3354554 5 


521 H9 


22 


605 


BE292793 


NA 


0 


2 


cDNA clone IMAGE:2987838 5' 


472A9 


33 


436 


BE297329 


NA 


0 


1 


cDNA clone IMAGE:3532809 5 


99E10 


59 


423 


BE328818 


NA 


0 


1 


cDNA clone IMAGE:3181355 3" 


192C3 


4 


335 


BE348809 


NA 


0 


1 


cDNA clone IMAGE:31 52438 3 


140G6 


206 


405 


BE348955 


NA 


3.00E-85 


1 


cDNA clone IMAGE:31 44625 3 


483D12 


1 


534 


BE349148 


NA 


1.00E-160 


1 


cDNA clone IMAGE:31 50275 3 


491H12 


1 


526 


BE379820 


NA 


0 


1 


cDNA clone IMAGE:351 0960 5' 


481 D5 


212 


333 


BE464239 


NA 


3.00E-45 


1 


cDNA clone I MAGE: 31 94693 3 


469 H8 


31 


179 


. BE466500 


NA 


2.00E-71 


1 


cDNA clone IMAGE:31 95395 3 


56D11 


72 


353 


BE467470 


NA 


1.00E-113 


1 


cDNA clone IMAGE: 321 2950 3' 


471 D10 


1 


249 


BE502246 


NA 


1.00E-119 


2 


cDNA clone IMAGE:31 97344 3* 


471C2 


255 


486 


BE502992 


NA 


1.00E-12B 


1 


cDNA clone IMAGE:3214462 3' 


56A2 


291 


669 


BE538333 


NA 


1.00E-164 


1 


cDNA clone IMAGE:3454710 5* 


191F12 


488 


587 


BE547584 


NA 


9.00E-28 


1 


cDNA clone IMAGE:3461312 5* 


525F3 


5 


236 


BE550944 


NA 


1.00E-125 


1 


cDNA clone IMAGE:3233200 3 1 


473B7 


46 


228 


BE551867 


NA 


4.00E-86 


1 


cDNA clone IMAGE:31 95555 3' 


467C6 


48 


404 


BE569141 


NA 


1.00E-162 


1 


cDNA clone IMAGE:3681180 5' 


110D3 


193 


473 


BE613237 


NA 


1.00E-157 


2 


cDNA clone IMAGE:3856357 3' 
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140F9 


20 


344 


BE614297 


NA 


1.0QE-84 


1 


cDNA clone IMAGE:3906Q37 3' 


473B12 


63 


216 


BE645630 


NA 


3.00E-51 


1 


cDNA clone IMAGE:3288143 3' similar to contains 


460C2 


156 


594 


BE646470 


NA 


0 


1 


cDNA clone IMAGE:3292133 3' 


172E5 


329 


491 


BE670804 


NA 


7.00E-72 


8 


cDNA clone IMAGE:3285031 3' similar to gb:J0413( 


469D4 


50 


553 


BE674685 


NA 


0 


1 


cDNA clone IMAGE:3292800 3' similar to TR:O606f 


171F2 


10 


280 


BE676054 


NA 


1.00E-96 


1 


cDNA clone IMAGE.3295273 3' 


102E12 


102 


357 


BE737348 


NA 


2.00E-93 


1 


cDNA clone IMAGE: 3640772 5 


121C11 


198 


488 


BE748663 


NA 


1.00E-150 


1 


cDNA clone IMAGE: 3838675 3' 


126D1 


208 


449 


BE763412 


NA 


1.00E-122 


1 


NT0036 cDNA 


172H5 


52 


581 


BE768647 


NA 


0 


1 


FT0010cDNA 


176F12 


178 


646 


BE792125 


NA 


0 


1 


cDNA clone IMAGE:3936215 5' 


71 A6 


16 . 


437 


. BE825187 


NA 


0 


1 


CN0028 cDNA 


115F11 


14 


132 


BE858152 


NA 


4.00E-60 


1 


cDNA clone IMAGE:3306735 3' 


61A11 


1 


448 


BE872245 


NA 


0 


1 


cDNA clone IMAGE:3850435 5' 


171B8 


155 


377 


BE875145 


NA 


8.00E-88 


1 


cDNA done IMAGE: 389 1244 5' 


108A6 


370 


539 


BE876375 


NA 


7.00E-72 


2 


cDNA clone IMAGE:3889033 5' 


166B1 


1 


472 


BE877115 


NA 


1.00E-153 


1 


cDNA clone IMAGE: 3887598 5' 


63D11 


208 


496 


BE878973 


NA 


1.00E-141 


1 


cDNA clone IMAGE: 3895002 5' 


525C3 


208 


400 


BE879482 


NA 


7.00E-88 


1 


cDNA clone IMAGE:3894277 5' 


526F7 


335 


603 


BE881113 


NA 


1.00E-126 


1 


cDNA clone IMAGE:3894306 5' 


152G12 


122 


659 


BE881351 


NA 


0 


2 


cDNA clone IMAGE: 3892808 5' 


539H4 


118 


510 


BE882335 


NA 


0 


2 


cDNA clone IMAGE:3907044 5' 


51B12 


199 


631 


BE884898 


NA 


3.00E-56 


1 


cDNA clone IMAGE:3908551 5' 


114C1 


286 


530 


BE887646 


NA 


1.00E-121 


1 


cDNA clone IMAGE:3913468 5* 


120H2 


282 


706 


BE888744 


NA 


0 


1 


cDNA clone IMAGE:3915133 5 


107D11 


172 


497 


BE891242 


NA 


0 


1 


cDNA clone 1MAGE:3917201 5' 


513G4 


263 


662 


BE891269 


NA 


0 


1 


cDNA clone IMAGE:3917064 5' 


166B8 


7 


453 


BE891928 


NA 


0 


1 


cDNA clone IMAGE:3920185 5» 


185G9 


23 


390 


BE894437 


NA 


1.00E-145 


1 


cDNA clone IMAGE:3918224 5' 


189A8 


211 


485 


BE896691 


NA 


1.00E-82 


1 


cDNA clone IMAGE:3925062 5' 


598A7 


78 


301 


BE897669 


NA 


1.00E-83 


1 


cDNA clone IMAGE:3923346 5' 


191D9 


189 


575 


BE899595 


NA 


0 


3 


cDNA clone IMAGE:3952215 5* 


331F2 


109 


287 


BF001438 


NA 


3.Q0E-96 


2 


cDNA clone IMAGE:3313517 3' 


192C9 


57 


419 


BF033741 


NA 


0 


1 


cDNA clone IMAGE:3857635 5 r 


117H4 


73 


454 


BF056055 


NA 


0 


1 


cDNA clone IMAGE:3443950 3' similar to contains 


104B10 


6 


412 


BF058599 


NA 


100E-177 


1 


cDNA clone IMAGE:3477311 3* 


331A12 


13 


164 


BF059133 


NA 


1.0QE-72 


1 


cDNA clone IMAGE:3480249 3* 


40H1 


81 


507 


BF060725 


NA 


0 


1 


7j59h07.x1 Soares_NSF_F8_9W_OT_PA_P_S1 
















cDNA clone 


464F1 


1 


510 


BF061421 


NA 


0 


1 


7j52c11.x1 SoaresJ^SF_F8_9W_OT_PA_P_S1 
















cDNA clone 


71E11 


1 


441 


BF105172 


NA 


0 


1 


cDNA clone IMAGE:4042560 5' 


129D7 


92 


561 


BF1 16224 


NA 


0 


2 


cDNA done IMAGE:3570793 3 1 


145E10 


83 


624 


BF131060 


NA 


0 


1 


cDNA clone IMAGE:4051731 5' 


113B6 


105 


410 


BF1 94880 


NA 


1.00E-157 


1 


cDNA clone IMAGE:3643600 3' 


157E9 


102 


308 


BF197153 


NA 


100E-108 


2 


cDNA done IMAGE :3561 933 3' 


127H8 


1 


173 


BF1 97762 


NA 


3.00E-92 


1 


cDNA done IMAGE:3653139 3' 


462D1 


29 


177 


BF221 780 


NA 


7.0QE-78 


1 


cDNA clone 1MAGE:3578603 3' 


472B8 


7 


229 


BF306204 


NA 


9.00E-70 


1 


cDNA Clone IMAGE:4 138980 5' 


62A3 


187 


612 


BF30991 1 


NA 


1.00E-162 


1 


cDNA clone IMAGE:4 138171 5' 


476G4 


316 


487 


BF330908 


NA 


5.00E-66 


1 


BT0333 cDNA 


524D1 


86 


258 


BF339088 


NA 


8.00E-88 


1 


cDNA done IMAGE:4 182956 5 1 


58G4 


13 


606 


BF341359 


NA 


0 


2 


cDNA clone IMAGE:4149195 5' 


480E7 


68 


288 


BF357523 


NA 


4.00E-97 


1 


HT0945 cDNA 


116C9 


8 


170 


BF364413 


NA 


2.00E-B1 


1 


NN1068 cDNA 


168F4 


11 


595 


BF369763 


NA 


0 


1 


GN0120 cDNA 


495F1 


1 


318 


BF373638 


NA 


1-00E-108 


2 


FT0176 cDNA 


98E1 


81 


499 


BF377518 


NA 


0 


2 


TN0115cDNA 
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169C5 


17 


500 


BF380732 


NA 


o 


1 


464E1 1 


12 


272 


BF432643 


NA 


1.00E-129 


1 


183G2 


119 


548 


BF433058 


NA 


1.0QE-112 


1 




?1 

c. I 






MA 


n 
u 


■ 


117C9 


179 


462 


BF433657 


NA 


2.00E-99 


1 


514A3 


170 


245 


BF435621 


NA 


2.00E-34 


2 


459G8 


78 


417 


BF445405 


NA 


1.00E-179 


1 


433D10 


12 


474 


BF447885 


NA 


0 


1 


519H12 


319 


394 


BF449068 


NA 


3.00E-27 


1 


584H11 


78 


487 


BF475501 


NA 


7.00E-50 


1 



UT0073 cDNA 

cDNA clone IMAGE:3406531 3' 

cDNA clone IMAG&356550D 3' 

cDNA clone IMAGE:3703678 3' 

cDNA clone IMAGE:3702965 3' similar to contains 

Lupski_sciatic_nerve cDNA clone IMAGE:3394901 3* 

similar to 

cDNA clone IMAGE:3699337 3' 
cDNA clone 1MAGE:3706147 3' 
cDNA clone IMAGE:3579059 3' 
LupskLsciaticjierve cDNA clone IMAGE:3396242 3' 



471 G8 


214 


400 


BF478238 


NA 


9.00E-61 


109F10 


20 


329 


BF507849 


NA 


1.00E-172 


173E10 


147 


231 


BF510393 


NA 


L00E-39 


464D1 


32 


460 


BF513602 


NA 


1.00E-105 


118D9 


106 


248 


BF514341 


NA 


4.00E-45 


462E3 


29 


197 


BF515538 


NA 


1.00E-87 


459C7 


70 


661 


BF525720 


NA 


0 


462F8 


151 


684 


BF526421 


NA 


0 


174H6 


1 


367 


BF530382 


NA 


0 


477C5 


183 


689 


BF569545 


NA 


0 


46C3 


2 


626 


BF571362 


NA 


0 


465B1 


350 


508 


BF591040 


NA 


3.00E-39 


477G7 


6 


127 


BF592138 


NA 


2.00E-57 


180B2 


53 


264 


BF593930 


NA 


1.00E-114 


1 OiJi | C. 




578 








471 F9 


77 


590 


BF667621 


NA 


o 




1fi 

lu 


RR4 


DrOOOUBU 


MA 






R7 


?75 


RFR7n*iR7 
PrO 1 U JO / 


MA 


1 fif*F-Q7 
f ,UUi_-3/ 


112B4 


17 


303 


BF671 020 


NA 




1 54(10 


□ 


196 


BFR7R9QR 


NA 




514H9 




179 


BFRQ1 17R 
oroa i no 


NA 

Is/A 




99H1 


146 


327 


BFRQ1 


NA 








681 




NA 


n 

u 


69B10 * 


17 


96 


BF726114 


NA 


3.G0E-37 


151H10 


18 


366 


BF732404 


NA 


0 


124D2 


36 


378 


BF736784 


NA 


1.00E-179 


463H5 


30 


152 


BF740663 


NA 


3.00E-56 


469D2 


164 


398 


BF744387 


NA 


6.00E-74 


72E1 


17 


128 


BF749089 


NA 


1.00E-44 


98C3 


9 


515 


BF758480 


NA 


0 


46E11 


26 


162 


BF773126 


NA 


5.00E-57 


124C8 


32 


257 


BF773393 


NA 


1.00E-115 


166G8 


312 


549 


BF797348 


NA 


1.00E-108 


146D8 


222 


288 


BF805164 


NA 


5.00E-29 


49G4 


99 


460 


BF813798 


NA 


0 


469F8 


31 


455 


BF816700 


NA 


4.00E-88 


98C1 


37 


375 


BF818594 


NA 


1.00E-163 


62C9 


166 


359 


BF821451 


NA 


3.00E-28 


51 F8 


28 


367 


BF827734 


NA 


t.OOE-175 


56F7 


15 


429 


BF845167 


NA 


9.00E-84 


476D11 


1 


303 


BF869167 


NA 


1.O0E-165 



1 cDNA clone !MAGE:3700476 3' simiiar to contains 

1 UI-H-BI4-apv-h.02-0-UI.s1 NCI_CGAP_Sub8 cDNA 

clone IMAGE:3088755 3' 

1 UI-H-BI4-aon-h-07-0-ULs1 NCI_CGAP_Sub8 cDNA 

clone IMAGE:3085659 3' 

1 UI-H-BW1-amt-a-11-0-Ul.s1 NCI_CGAP_Sub7 cDNA 

done IMAGE:3070773 3' 

1 Ul-H-BW1-and-h-1 0-O-Ut.sl NCLCGAP_Sub7 cDNA 

clonelMAGE:3082218 3' 

1 UI-H-BW1-anq-b-09-0-UJ.s1 NCI_CGAP_Sub7 cDNA 

clone IMAGE:3083051 3' 

1 cDNA clone IMAGE:4212877 5' 

1 cDNA clone JMAGE:421 3536 5' 

1 cDNA clone IMAGE:4214327 5' 

1 cDNA clone IMAGE:431 0435 5' 

1 cDNA clone IMAGE:4252059 5' 

1 cDNA clone IMAGE;3319177 3' 

1 cDNA clone IMAGE:3573334 3' 

1 nab48e03.x1 Soares_NSF_F8 - 9W_OT_PA_P_S1 

cDNA clone 

1 cDNA clone IMAGE:4303392 5' 

1 cDNA clone IMAGE:4278888 5' 

2 cDNA clone IMAGE:4279827 5' 
1 cDNA clone IMAGE:4290951 5' • 
1 cDNA clone IMAGE:4292143 5' 
1 cDNA clone IMAGE:424891 6 5' 
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5 CI0084 cDNA 
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1 RT0038 cDNA 

1 HN0025 cDNA 

1 HT1035 cDNA 

2 ET01 1 9 cDMA 
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60G10 


1 


189 


H86841 


NA 


1.00E-100 


1 


cDNA clone 1MAGE:220310 5' similar to SP:S44265 


470D6 


1 


314 


H92914 


NA 


1.00E-146 


1 


Soares_pineal_gland_N3HPG cDNA clone 
















IMAGE:231988 3* 


483E5 


839 


944 


K02885 


NA 


1.00E-26 


1 


T-cell receptor active beta-chain V-D-J-beta-1 .2-C- 
















beta-1 (TCRB) mRNA, 


516F5 


1753 


2047 


L11284 


NA 


1.00E-131 


1 


Homosapiens ERK activator kinase (MEK1) mRNA 
















Length = 2222 


525E11 


105 


738 


L40557 


NA 


1.0QE-112 


1 


perforin (PRF1) mRNA, 3' end Length = 818 


74F1 


661 


826 


M11124 


NA 


5.00E-41 


1 


MHC HLA DQ alpha-chain mRNA from DRw9 cell line 
















Length = 835 


121E3 


1323 


1870 


M12824 


NA 


0 


4 


T-cell differentiation antigen Leu-2/T8 mRNA, partial 
















cds Length = 197 


66H2 


713 


1190 


M17783 


NA 


0 


1 


glia-derived nexin (GDN) mRNA, 5' end Length = 1191 


41 A9 


698 




MO^Of f 


NA 




A 
\ 


ruinLr nuA-uy oeta mKNA, compieie cos Lengtn — 
















1104 


478D10 


436 


605 


M55674 


NA 


4 OOE-33 


1 


frlnnp M21?1 ohnsnhnnlvrpratp mut^^p ? Tmuscfp 
















specific isozyme) (PGAM 


469B8 


5 


377 


N20190 


NA 


o 


1 


2NbHM cDNA clone IMAGE:264340 3 r 


109E4 


21 


449 


N23307 


NA 


o 


2 


2NbHM cDNA clone IJvlAGE:267836 3' 


171 HQ 


an 

OKJ 


OO 1 


N754B6 


NA 




i 


9NhHM cDNA clone IMAGF-26Anfi8 5' 




J 


oyt> 


iNt/ Of O 


VIA 


1 .UUC-144 


£ 


^rMDruvi cuina cione iiviA\3t.*£o*t*tyy o 


49QA1 1 


25 


475 


Nol /UU 


NA 


0 


1 


•^KlU.UIk./t ^>nMA Minna IMIA <"»C»OC"7f\»^C C 

2NuniVi CDNA Clone irviAv3fc,2o7u2b 5 


599D6 


185 


483 


N34251 


NA 


1.00E-150 


1 


2NDnM cDNA clone IIViAGt:2679o7 5 


188F3 


112 


357 


N36787 


NA 


1.00E-107 


1 


2NbHWl cDNA clone IMAGE: 2731 45 3' 


AC CD4n 


7 


558 


N49B;>o 


MA 

NA 


0 


1 


yzOoan 1 .si boares_muitiple_sc!erosis_2NDHivibP 
















cDNA 


40D4 


199 


575 


N58136 


NA 


1.00E-153 


1 


spleen 1NFLS cDNA clone IMAGE: 247587 3' 


183E2 


227 


366 


N80573 


NA 


2.00E-53 


1 


Soares_fetalJung_NbHL1 9W cDNA clone 
















|MAGE:300873 3' similar to 


139G6 


9 


269 


N94511 


NA 


1.0QE-125 


1 


zb80g04.s1 Soares_senescent_fibroblasts_NbHSF 
















cDNA 


126B8 


1 


256 


N99577 


NA 


1.00E-137 


2 


spleen 1NFLS cDNA clone IMAGE: 295067 5' 
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118A10 


893 


5056 


NCJ3O1807 


NA 


0 


7 


mitochondrion , complete genome Length - 16568 


41 B2 


1 


471 


NM_000873 


NA 


0 


1 


intercellular adhesion molecule 2 (ICAM2), mRNA 
Length = 1035 


62A8 


1877 


1958 


NM_Q00958 


NA 


1.00E-37 


4 


prostaglandin E receptor 4 (subtype EP4) (PTGER4), 
mRNA 


179H10 


53 


265 


NM_000983 


NA 


1.00E-44 


1 


ribosomal protein L22 (RPL22), mRNA Length = 602 



331 D3 


71 


343 


NM_001024 


NA 


1.00E-144 


41G10 


3162 


3565 


NMJ301243 


NA 


3.00E-47 


591 E9 


1027 


1483 


NM_002211 


NA 


0 


497C6 


4946 


5064 


NNL002460 


NA 


9.00E-36 


597D8 


1232 


1461 


NM 005356 


NA 


2.00E-48 


166G2 


50 


319 


NM_005745 


NA 


2.00E-90 


468D2 


3245 


3480 


NM_011086 


NA 


8.00E-63 


599A4 


1335 


1630 


NMJ314644 


NA 


2.00E-69 




olo 


1 ODl 




MA 

NA 


U 


495C6 


622 


838 


NMJ)15435 


NA 


1.00E-104 


463D11 


480 


632 


NM_015995 


NA 


1.00E-77 


49C10 


817 


964 


NM_019604 


NA 


3.0DE-28 


188E4 


390 


643 


NM_019997 


NA 


6.00E-79 


103H2 


1421 


1662 


NMJJ21432 


NA 


3.00E-66 


465G11 


1685 


1761 


NMJ>21777 


NA 


1.00E-34 


166D8 


1265 


1951 


NM_022152 


NA 


0 


459G6 


1 


123 


NMJ)24567 


NA 


2.00E-36 


461 G2 


667 


1182 


NM_025977 


NA 


1 .00E-28 


62A5 


759 


1200 


NMJ)30780 


NA 


0 


52C11 


1277 


1954 


NMJ330788 


NA 


0 


108A7 


910 


3014 


NM_031419 


NA 


0 


74E11 


47 


464 


NM_031435 


NA 


0 


56B3 


1518 


1962 


NM_031453 


NA 


1.00E-176 


46F2 


118 


663 


NMJJ31480 


NA 


1.00E-105 


192B3 


51 


290 


R11456 


NA 


1.00E-105 


458B9 


43 


359 


R64054 


NA 


1.00E-159 


169F11 


1 


429 


R85137 


NA 


0 


465B5 


16 


392 


R88126 


NA 


1.00E-164 


477F8 


1 


525 


T77017 


NA 


0 


39G11 


162 


455 


T80378 


NA 


1.00E-145 


107D7 


1 


371 


T80654 


NA 


0 


465A1 


6 


314 


T85830 


NA 


1.00E-114 


48D12 


2300 


2533 


U08015 


NA 


1.Q0E-128 



5 ribosomal protein S21 (RPS21), mRNA Length = 343 

1 tumor necrosis factor receptor superfamily, member 6 
(TNFRSF8), mRNA 

2 integrin, beta 1 (fibronectin receptor, beta polypeptide, 
antigen CD29 

2 interferon regulatory factor 4 (IRF4), mRNA Length = 
5065 

1 lymphocyte-specific protein tyrosine kinase (LCK), 

mRNA Length = 2032 
1 accessory proteins BAP31/BAP29 (DXS1357E), 

mRNA Length = 1314 
1 similar to Mus phosphoinositide kinase, fyve- 

containing (Pikfyve), mRNA 
1 KIAA0477 gene product (KIAA0477), mRNA Length = 

5676 

3 glutaminase (GLS), mRNA Length = 4606 

1 double ring-finger protein, Dorfin (DORFIN), mRNA 

Length = 1640 

1 Kruppel-like factor 13 (KLF13), mRNA Length = 1079 

1 class-l MHC-restricted T cell associated molecule 

(CRTAM), mRNA 
1 similar to Mus musculus cDNA sequence AB041 581 

(AB041581) 

1 similar to Mus RIKEN cDNA 1 1 1 002QM21 gene 

(111002QM21Rik) 
1 a disintegrin and metalloproteinase domain 28 

(ADAM28), transcript var 
1 PP1201 protein (PP1201), mRNA Length = 2309 

1 hypothetical protein FU21616 (FLJ21616), mRNA 

Length = 1858 

1 similar to Mus RIKEN cDNA 251Q048LO2 gene 

(2510048L02Rik) 
1 folate transporter/carrier (LOCB1034), mRNA Length ■ 

2534 

1 DC-specific transmembrane protein (LOC81501), 

mRNA Length - 1974 

4 molecule possessing ankyrin repeats induced by 
lipoporysaccharide 

1 hypothetical protein DKFZp564lQ422 

(DKFZP564I0422), mRNA 
1 hypothetical protein MGC11034 (MGC1 1034), mRNA 

Length = 3301 

1 hypothetical protein AD034 (AD034), mRNA Length = 

2495 

1 spleen 1NFLS cDNA clone IMAGEri 29880 5' similar 

to 

1 cDN A clone IMAGE: 1 39969 5* 

1 brain N2b4HB55Y cDNA clone IMAGE:180492 5' 

1 cDNA clone IMAGE: 186850 5' 

1 1NIB cDNA clone JMAGE:23326 5' 

1 1N1B cDNA clone IMAGE:24693 5' 

1 spleen 1NFLS cDNA clone IMAGE:108950 5' 

1 spleen 1NFLS cDNA clone IMAGE: 112441 5' 

1 NF-ATc mRNA, complete cds Length - 2743 
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121F1 


13 


380 


U46388 


NA 


1.00E-150 


1 


cell line Patu 8988t cDNA clone xs425 


127B12 


3 


330 


U52054 


NA 


0 


4 


S6 H-6 mRNA expressed in chromosome 6- 
















suppressed melanoma cells 


487C2 


4054 


4187 


U52682 


NA 


2.00E-28 


1 


lymphocyte specific interferon regulatory 
















factor/interferon regulatory 


110B3 


1404 


2081 


U53530 


NA 


0 


1 


cytoplasmic dynein 1 heavy chain mRNA, partial cds 
















Length = 2694 


466C8 


34 


175 


U75805 


NA 


3.00E-47 


1 


cDNA clone f46 


148G12 


1513 


1639 


U87954 


NA 


1.00E-27 


1 


erbB3 binding protein EBP1 mRNA, complete cds 
















Length = 1648 


70A4 


564 


1381 


U94359 


NA 


0 


2 


glycogenin-2 like mRNA sequence Length = 4066 


158E4 


843 


945 


U97075 


NA 


1.00E-33 


1 


FLICE-Iike inhibitory protein short form mRNA, 
















complete cds 


459A1 


227 


446 


W00465 


NA 


1.0QE-60 


1 


2NbHM cDNA clone IMAGE:291 193 5' 


459A2 


60 


350 


W00491 


NA 


1.00E-126 


1 


2NbHM cDNA clone IMAGE:291255 5' similar to 


459B1 


76 


551 


W026D0 


NA 


0 


1 


spleen 1NFLS cDNA clone IMAGE:295099 5' 


166C10 


10 


415 


W16552 


NA 


0 


1 


Soares_fetaiJung_NbHL19W cDNA clone 
















IMAGE~301703 5' 


471 C6 


3 


383 


W19201 


NA 


1.00E-149 


1 


SoaresJeta!JungJ\lbHL19W cDNA done 
















IMAGE:303ri 8 5 T similar to 


520A8 


75 


382 


W19487 


NA 


1.00E-154 


1 


zb36f09.r1 Soaresj>arathyroidJumor_NbHPA cDNA 
















clone 


459B7 


57 


158 


W25068 


NA 


9.00E-50 


1 


SoaresJetalJung_NbHL19W cDNA clone 
















IMAGE:308696 5'" 


188D3 


39 


283 


W26193 


NA 


2.00E-91 


1 


randomly primed sublibrary cDNA 


75B12 


8 


386 


W27655 


NA 


1.00E-166 


1 


randomly primed sublibrary cDNA 


163F8 


74 


330 


W47229 


NA 


1.00E-117 


1 


zc39c01.r1 Soares senescent fibroblasts NbHSF 
















cDNA 


478E6 


2 


322 


W56487 


NA 


3.00E-51 


1 


zc59c07.M Soaresj>arathyroid_tumor_NbHPA cDNA 
















clone 


73H4 


76 


297 


W72392 


NA 


1.00E-121 


1 


Soares JetaLheart_NbHH19W cDNA clone 
















IMAGE:345661 3' 


66D5 


1 


457 


W74397 


NA 


0 


3 


Soares JetalJieartJ^bHH19W cDNA clone 
















IMAGE:345236 5' 


496D4 


85 


450 


W79598 


NA 


0 


1 


Soares JetalJieartJtoHH19W cDNA clone 
















IMAGE:347020 5' 


165D1 


108 


287 


W80882 


NA 


4.00E-94 


1 


Soares JetaLheart_NbHH19W cDNA clone 
















IMAGE™347240 5' 


463G1 


5 


406 


W86427 


NA 


0 


1 


zh61 d 1 ,s1 Soares_fetalJiver_spleen_1 NFLS_S 1 
















cDNA 


469G11 


1276 


1621 


X06180 


NA 


0 


1 


mRNA for CD7 antigen (gp40) Length = 1656 


113E11 


126 


885 


X65318 


NA 


0 


1 


Cloning vector pGEMEX-2 Length ■ 3995 


482E1 


921 


1168 


X79536 


NA 


1.00E-102 


1 


mRNA for hnRNPcore protein A1 Length - 11 98 


123G8 


408 


848 


XMJ>02068 


NA 


8.00E-73 


1 


glutamate-ammonia ligase (glutamine synthase) 
















(GLUL), mRNA 


185E1 


508 


734 


XM_002158 


NA 


1.00E-27 


1 


proteasome (prosome, macropain) subunit, alpha 
















type, 5 (PSMA5), mRNA 


71A9 


1131 


1252 


XMJJ02269 


NA 


4.00E-29 


1 


ARP3 (actin-related protein 3, yeast) homolog 
















(ACTR3), mRNA 


49G7 


1 


257 


XM_003189 


NA 


1.00E-142 


3 


similar to eukaryotic translation initiation factor 4A, 
















isoform 2 (H, 


128B5 


783 


980 


XMJJ03304 


NA 


6.00E-41 


1 


toll-like receptor 2 (TLR2), mRNA Length = 2600 


185G10 


853 


1057. 


XMJJ03507 


NA 


Z00E-26 


1 


small inducible, cytokine subfamily B (Cys-X-Cys), 
















member 5 {epithelial 


41 C9 


588 


1221 


XM_003593 


NA 


0 


1 


CD38 antigen (p45) (CD33) f mRNA Length = 1227 


156C4 


127 


270 


XM__004020 


NA 


6.00E-71 


1 


ribosomal protein S23 (RPS23), mRNA Length = 488 


66E2 


1344 


1577 


XM_004500 


NA 


1.00E-46 


1 


CD83 antigen (activated B lymphocytes, 
















immunoglobulin superfamily) (CD 


61C6 


474 


937 


XM_00461 1 


NA 


2.00E-80 


1 


Ras homolog enriched In brain 2 (RHEB2), mRNA 
















Length = 987 


184A7 


971 


1361 


XMJ304720 


NA 


0 


1 


hypothetical protein FLJ1 1000 (FLJ11000), mRNA 
















Length =1680 
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128E6 


580 


741 


XM_004839 


NA 


5.00E-38 


1 


pre-B-cell colony-enhancing factor (PBEF), mRNA 
















Length - 2377 


55A11 


1096 


1305 


XMJ305162 


NA 


1.00E-60 


1 


GTP-binding protein overexpressed in skeletal muscle 
















(GEM), mRNA 


519C4 


1307 


1441 


XMJ305543 


NA 


1.00E-69 


1 


aquaporin 3 (AQP3), mRNA Length = 1441 


129F1 


1854 


2367 


XM_005693 


NA 


0 


1 


Inositol polyphosphate-5-phosphatase, 40kD 
















(INPP5A), mRNA 


522C10 


700 


916 


XM_005698 


NA 


7.00E-53 


1 


programmed cell death 4 (PDCD4), mRNA Length = 
1622 


180G6 


1884 


2290 


XM_005799 


NA 


1.00E-166 


1 


integrin, beta 1 (fibronectin receptor, beta polypeptide, 
















antigen CD29 


55F4 


2573 


2748 


XM_0C5883 


NA 


4.00E-73 


1 


early growth response 2 (Krox-20 (Drosophila) 
















homolog) (EGR2), mRNA 


492H7 


976 


1176 


XIW 005980 


NA 


4.00E-33 


1 


proteoglycan 1, secretory granule (PRG1), mRNA 
















Length -1176 


476B4 


1541 


1918 


XMJ306741 


NA 


0 


1 


hypothetical protein FLJ10701 (FLJ10701), mRNA 
















Length = 2299 


493H5 


145 


379 


XWL006881 


NA 


2.00E-56 


1 


interleukin 22 (IL22), mRNA Length = 676 


499B4 


11117 11410 


XM_007156 


NA 


3.00E-34 


1 


spastic ataxia of Charlevoix-Saguenay (sacsin) 
















(SACS) t mRNA 


183D7 


4270. 


4376. 


XM.007189 


NA 


5.00E-37 


1 


tbrkhead box OIA (rhabdomyosarcoma) (FOX01A), 
















mRNA Length = 5037 


115B6 


4151 


4408 


XMJ307605 


NA 


2.00E-50 


2 


thrombospondin 1 (THBS1), mRNA Length = 5719 


587B4 


31 


264 


XW1_G07650 


NA 


1.00E-114 


3 


beta-2-microglobulin (B2M), mRNA Length = 918 


598H5 


206 


300 


XM_008062 


NA 


1.00E-31 


1 


ribosomal protein S15a (RPS15A), mRNA Length = 
435 


73E4 


3252 


3505 


XMJ308082 


NA 


1.00E-119 


1 


adaptor-related protein complex 1, gamma 1 subunil 
















(AP1G1), mRNA 


64F7 


186 


334 


XMJD08449 


NA 


1.00E-47 


1 


small inducible cytokine A4 (homologous to mouse 
















Mip-1b) (SCYA4) 


585E1 


.904 


1020 


XM_009533 


NA 


1.00E-26 


1 


CGI-06 protein (LOC51604), mRNA Length = 2146 


75B8 


710 


1406 


XM_009574 


NA 


0 


1 


nucleolar protein (KKE/D repeat) (NOP56), mRNA 
















Length = 1910 


467A5 


210 


620 


XM_009641 


NA 


0 


1 


v-src avian sarcoma (Schmrdt-Ruppin A-2) viral 
















oncogene homolog (SRC), 


44A3 


480 


854 


XMJ309917 


NA 


0 


1 


splicing factor 3a, subunit 1, 120kD (SF3A1), mRNA 
















Length = 2614 


114D12 


2269 


2491 


XM_0Q9929 


NA 


7.00E-56 


1 


LIM domain kinase 2 (LIMK2), mRNA Length = 3699 


52F6 


.1 


230 


XM_010593 


NA 


2.00E-36 


1 


signafing lymphocytic activation molecule (SLAM), 
















mRNA Length =1791 


185E5 


1576 


1695 


XM_010897 


NA 


3.00E-32 


1 


neural precursor cell expressed, developmentally 
















down-regulated 5 (NED 


106C3 


1359 


1824 


, XMJ311080 


NA 


0 


1 


T cell activation, increased late expression (TACTILE), 
















mRNA 


56H11 


40 


617 


XM011082 


NA 


0 


1 


interleukin 21 (IL21), mRNA Length = 617 


53B2 


2711 


2839 


XMJ311714 


NA 


3.00E-29 


1 


neutral sphingomyelinase (N-SMase) activation 
















associated factor (NSMAF 


47A3 


896 


1231 


XM_011865 


NA 


1.00E-55 


1 


isopentenyl-diphosphate delta isomerase (IDI1), 
















mRNA Length = 1835 


159E9 


17 


178 


, XMJ311914 


NA 


1.00E-73 


1 . 


ribosomal protein S24 (RPS24), mRNA Length = 515 


39E6 


339 


535 


XM_0 12059 


NA 


1.00E-44 


1 


hypothetical protein MDS025 (MDS025), mRNA 
















Length = 1225 


142F6 


523 


745 


XM_0 12328 


NA 


2.00E-40 


1 


granzyme B (granzyme 2, cytotoxic T-iymphocy te- 
















as sociated serine ester 


118D4 


329 


765 


XMJH2649 


NA 


1.00E-114 


1 


small inducible cytokine A7 (monocyte chemotactic 
















protein 3) (SCYA7), 


168H9 


2502 


2616 


XM_015180 


NA 


2.00E-33 


1 


apolipoprotein L, 6 (APOL6), mRNA Length = 2915 


58D2 


1582 


1742 


XM_015921 


NA 


2.00E-30 


1 


putative chemokine receptor; GTP-binding protein 
















(HM74). mRNA 


465H9 


86 


440 


XM_016138 


NA 


2.00E-45 


1 


hypothetical protein FLJ12439 (FLJ12439), mRNA 



Length = 1614 



300 



WO 02/057414 



PCT/US01/47856 



Table 3A, Candidate nucleotide sequences identified using differential cDNA 

hybridization analysis 

184G1 2651 3584 XM__016481 NA 0 3 hypothetical protein (DJ328E19.C1.1), mRNA Length 

= 3603 

107G9 8199 8786 XM_016721 NA 0 1 zinc finger protein 106 (ZFP1 06), mRNA Length = 

10462 

39F11 2719 3671 XMJ)16972 NA 0 2 similar to hypothetical protein (H. sapiens) 

(LOC82646), mRNA 

159A7 19 561 XMJ)1B498 NA 1.00E-167 3 ribosomal protein L5 (RPL5), mRNA Length = 984 

459H2 2956 3450 Y16414 NA 0 1 mRNA for exportin {tRN A) Length = 3497 
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Example Genome 






Number 


Clone 


Start End 


Accession 


Probability Clones 


Genbank Description 


172H5 


12457 13616 


AC000015 


0 


2 


chromosome 4 clone B271E1 map 4q25, 
complete sequence L 


464A9 


21144 21280 


AC000068 


2.00E-70 


1 


Chromosome 22q11.2 Cosmid Clone 102g9 
In DGCR Region, c 


472B10 


20340 20745 


AC000087 


2.00E-67 


1 


Chromosome 22q11.2 Cosmid Clone 83c5 In 
DGCR Region, co 


103C4 


93389 93611 

119111 119521 
119522 119890 
119989 121059 


AC000119 

AC000119 
AC000119 
AC000119 


0 


5 


BAC clone RG104I04 from 7q21-7q22. 
complete sequence [H 


514A3 


201218 201293 


AC000353 


5.00E-34 


2 


Chromosome 11q13 BAC Clone 18h3, 
complete sequence Leng 


524A9 


24315 24820 
•24879 25274 


AC002073 
AC002073 


0 


3 


PAC clone RP3-515N1 from 22q11.2-q22, 
complete sequence 


458D10 


28080 28625 


AC002297 


0 


1 


Genomic sequence from 9q34, complete 
sequence [Homo sap 


476D3 


106080 106289 


AC002302 


1.00E-86 


1 


Chromosome 16 BAC clone CIT987-SKA- 
345G4 ~complete geno 


471D10 


34638 34885 


AC002306 


1.00E-118 2 


DNAfrom chromosome 19-cosmid R33799, 












genomic sequence, 


596F6 


75526 76327 


AC002467 


0 


1 


BAC clone CTA-364P16 from 7q31 , complete 
sequence [Homo 


473F3 


74912 75540 


AC002549 


0 


2 


Xp22 BAC GS-377014 (Genome Systems 
BAC library) complet 


111E12 


24581 24992 


AC003086 


0 


1 


BAC clone CTB-104F4 from 7q21-q22, 
complete sequence Le 


471 E9 


39706 40014 


AC003103 


1.00E-151 


1 


chromosome 17, clone HCIT268N12, 
complete sequence Leng 


526B9 


39477 39615 


AC003695 


3.00E-29 


1 


chromosome 17, clone hRPC.859_O_20, 
complete sequence L 


331A3 


47793 48492 


AC003976 


1.00E-164 5 


chromosome 17, clone hCIT.91_J_4, 












complete sequence Len 


105C1 


115642 116079 


AC004067 


0 


1 


chromosome 4 clone B366024 map 4q25, 
complete sequence 


469H8 


35828 35976 


AC004080 


5.00E-71 


1 


PAC clone RP1 -170019 from 7p15-p21, 
complete sequence L 


55F9 


114263 114415 


AC004169 


3.00E-46 


1 


chromosome 4 clone C0236G06 map 4p16, 
complete sequence 


487F9 


35319 35718 


AC004187 


0 


1 


clone UWGC:y17c131 from 6p21, complete 
sequence Length 


459H7 


13409 13739 


AC004190 


1.00E-166 1 


from UWGC:y18c282 from 6p21, complete 












sequence Length = 


464D1 


28530 29042 


AC004221 


1.00E-106 


1 


DNAfrom chromosome 19, cosmid R29144 
(LLNLR-252D12) an 


468A7 


53111 53416 


AC004386 


5.00E-80 


2 


Homo Sapiens Chromosome X clone 
bWXD691 , complete seque 


188F1 


859 1200 


AC004520 


0 


1 


BAC clone CTB-119C2 from 7p15, complete 
sequence Length 


523F5 


38269 38756 


AC004644 


3.00E-38 


1 


chromosome 16, cosmid clone 367E12 
(LANL), complete seq 


142E4 


113118 114014 


AC004686 


0 


14 


chromosome 17, clone hRPC.1073_F_15, 
complete sequence 
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135F10 


117050 117275 
39469 39637 


AC004686 
AC004762 


3 00E-75 

V. W La f 


1 


472C8 


120427 120603 


AC004838 


6.00E-92 


1 


464F11 


64853 


65242 


AC004849 


5 00E-59 


2 




54796 


55320 


AC004854 


n 


1 


513R4 

U 1 kjU^t 


94866 


95147 


AC004858 


2 00E-57 


1 


tOOuf 


53959 


54083 




1 00F-44 


1 


OOHLFO 


56155 


56311 


AH004913 




1 
I 


171R1 
1 / ID 1 


23796 


24098 


ACnf)4Q18 


1 OHF-14^ 






33758 


34061 




1 00F-135 


1 


1D1A1 


50075 


50425 


AC004997 


1 OOE-129 




4fi^ftA 


28181 


28635 


AC005014 

r\\s\j\j\j\j i"r 


n 


1 
1 




93162 


93469 


AC005068 


1 00F-160 






28806 


29061 




1 OQF-119 






24385 


25049 






1 




37679 


37878 




R 00F-&^ 


1 


*f / On I U 


12753 


12826 






1 
1 


OO I r\ I & 


34177 


34328 


apoo^sqi 




1 
1 


111H11 


85156 


86081 


AC005488 


0 


2 


472H11 


22517 


22813 


AC005531 


1.00E-150 


1 


139G6 


96577 


97117 


AC005540 


0 


3 


479 F4 


116180 116836 
70951 71038 


AC005540 

Aonfvw* 

iiw VJ L» w wOv 


3.00E-41 


1 


4RQH4 


27949 


28457 




0 


1 


4fi^A7 


127455 127799 


Arnn c i74n 


1.00E-154 1 


126B8 


27782 


28073 


AC005837 


1.00E-160 2 


479D2 


202167 202536 


AC005859 


2.00E-46 


1 


39G6 


62582 


63099 


AC005920 


0 


1 


63E1 


39129 


39250 


AC006006 


3.00E-59 


1 



chromosome 20, P1 clone 28 (LBNL H134), 
complete sequen 

PAC clone RP4-589D8 from 7q31.1-q31.3, 
complete sequenc 

PAC clone RP4-659J6 from 7q33-q35, 
complete sequence Le 
PAC clone RP4-673M15 from 7p13-p11.2 t 
complete sequence 

PAC clone RP4-687K1 from 14, complete 

sequence Length = 

PAC clone RP5-852024 from 7p22, 

complete sequence Lengt 

clone DJ0876A24, complete sequence 

Length = 98870 

PAC clone RP5-894A10 from 7q32-q32, 
complete sequence L 

PAC clone RP5-901A4, complete sequence 
Length = 94851 

PAC clone RP1-130H16 from 22q12.1-qter, 
complete sequen 

BAC clone GS1-166A23 from 7p21, complete 
sequence Lengt 

BAC clone CTB-137N13 from 7, complete 
sequence Length = 

PAC clone RP5-1099C19 from 7q21-q22, 
complete sequence 

BAC clone CTB-163K11 from 7q31, complete 
sequence Lengt 

PAC clone RP1-240K6 from 14, complete 
sequence Length = 

chromosome 19, cosmid R27216 (LLNLR- 
232D4) and 3' overl 

chromosome 19, cosmid R29942, complete 
sequence Length 

clone NH0313P13, complete sequence 
Length = 185737 

PAC clone RP4-701O16 from 7q33-q36, 
complete sequence L 
clone RP1 1-53318, complete sequence 
Length = 133761 

chromosome 5, P1 clone 1369f10 (LBNL 
H28), complete seq 

chromosome 17, clone hRPK.329JEJ1, 
complete sequence L 
chromosome 5p, BAC clone 50g21 (LBNL 
H154), complete se 

chromosome 17, clone hRPK.318_A_15, 

complete sequence L 

Xp22-83 BAC GSHB-324M7 (Genome 

Systems BAC Library) com 

chromosome 17, clone hRPK.700J-l_6, 

complete sequence Le 

PAC clone RP4-813F11 from 7q32-q34, 

complete sequence L 
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461 B11 
119G10 

64A2 

459B7 

37H4 

512E3 

171H10 

72A1 

195H12 

113B6 

588G6 

463B2 

115F11 

187H11 

477 E6 

53E10 

462C8 

478C7 

181A8 

159F6 

163F10 

124G4 

331A5 

463C5 

485D5 



181 B6 



140287 140770 
81312 81740 

109063 109613 

13630 14294 

58820 59058 

39935 40123 

33704 33969 

106659 106958 

38763 38930 

36330 36635 

174012 174265 

65534 66031 

71976 72094 

34068 34544 

106567 106656 

123408 123785 

164080 164223 

174303 174379 
27207 27305 

4600 4798 

111852 112188 

94927 95303 

192082 192785 

117939 118047 

101528 101815 

94681 95267 

95517 95326 
95858 96487 
96742 96838 
187608 187732 
95554 96149 



AC006010 
AC006033 

AC006050 

AC006077 

AC006111 

AC006139 

AC006165 

AC006207 

AC006323 

AC006344 

AC006449 

AC006483 

AC006511 

AC006536 

AC007009 

AC007040 

AC007068 

AC007068 
AC007097 

AC007201 

AC007263 

AC007283 

AC007318 

AC007383 

AC007444 

AC007458 

AC007458 
AC007458 
AC007458 
AC007458 
AC007488 



1.00E-154 2 
0 1 



0 2 

0 1 

1.00E-67 1 

3.00E-94 1 

8.00E-78 1 

1.00E-149 1 

2.00E-61 1 

1.00E-157 1 

2.00E-93 1 
0 

8.00E-60 1 

0 1 

6.00E-30 1 
0 



1 



1 

4.00E-72 2 

4.00E-43 1 
5.00E-59 2 
1.00E-151 1 
1.00E-126 2 
0 3 
3.00E-51 1 
9.00E-41 1 
1.00E-152 8 



clone DJ0935K16 

BAC clone RP11-121A8 from 7p14-p13, 

complete sequence L 

chromosome 17, clone hRPK.268_F_2, 

complete sequence Le 

chromosome 5, P1 clone 254f11 (LBNL 

H62), complete sequ 

chromosome 16 clone RP11-461A8, 

complete sequence Lengt 

clone UWGC:y55c068 from 6p21, complete 

sequence Length 

clone UWGC:y54c125 from 6p21, complete 
sequence Length 

12p13.3 BAC RPCI3-488H23 (Roswell Park 
Cancer Institute 

clone RP5-1151M5, complete sequence 
Length = 86267 

PAC clone RP4-726N20 from 7q32-q34, 

complete sequence L 

chromosome 17, clone hCIT.58_E_17, 

complete sequence Le 

BAC clone CTB-161C1 from 7, complete 

sequence Length = 

12p13.1 (17.1-21.3 cM) BAC RPCI11-69M1 
(Roswell Park Ca 

chromosome 14 clone BAC257P13 map 

14q31, complete seque 

BAC clone RP11-560C1 from 7p22-p21, 

complete sequence L 

BAC clone RP11-298H3 from 2, complete 

sequence Length = 

12p BAC RPCI11-75L1 (Roswell Park 

Cancer Institute BAC 

BAC clone RP11-332E22 from 7q35-q36, 
complete sequence 

chromosome 19, cosmid R34383, complete 
sequence Length 

chromosome 14 clone RP11-79J20 
containing gene for chec 
BAC clone RP11-536I18 from 2, complete 
sequence Length 

clone RP1 1-420C9, complete sequence 
Length = 204230 

BAC clone RP11-310K15 from 2, complete 
sequence Length 

clone RP11-340F1 from 7p14-15, complete 
sequence Length 

12q15 BAC RPCI11-444B24 (Roswell Park 
Cancer Institute 



3q27 BAC RPCI11-246B7 (Roswell Park 
Cancer Institute BA 
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102E12 


12533 12977 


AC007540 


4.00E-93 


1 


471 C6 


9877 10401 


AC007561 


1.00E-160 


1 


471C1 


27629 27769 


AC007676 


1.00E-27 


1 


40D4 


120766 121349 


AC007882 


0 


1 


166C10 


90374 90790 


AC007899 


o 


1 


492A7 


11200 11376 


AC007911 


7.00E-57 


1 


459B3 


65768 66232 

WW 1 WW WWi-Wjfc. 


AC008009 


o 


2 


463F10 


127622 127783 


AC008083 


3 OOE-85 


1 


585C4 


176255 176348 


AC008124 


6.00E-38 


1 


468E6 


134033 134685 


AC008279 


0 


2 


112E9 


37565 37926 

W f WWW W 1 Wt_w 


AC008408 


o 


4 


145C5 


37996 38360 
131866 132484 


AC008408 
AC008592 


1.00E-141 


8 


458D8 


134190 134862 
82521 83080 

\JC— \J C— l ww www 


AC008592 
AC008623 


0 




584G2 


44371 44929 


AC008723 


o 


2 


144 F7 


73662 74295 


AC008750 


2.00E-54 


2 


149G2 


99171 99875 


AC008760 


1.00E-121 


6 


194H5 


52930 53250 


AC008795 


5.00E-89 


2 


117H9 


57088 57263 
101321 102169 


AC008795 
AC008860 


0 


1 


155D6 


102715 102980 
103113 103402 
34277 34517 


AC008860 
AC008860 
AC008982 


1.00E-103 1 


458 E4 


33802 34039 


AC008985 


8.00E-77 


1 


176A6 


170428 170746 

| I W 1 • Wf IW 


AC009073 


1.00E-138 


1 


146D8 


11633 11699 


AC009086 


1.00E-28 


1 


458B8 


176406 176888 


AC009120 


0 


1 


73C4 


136885 137479 


AC009299 


0 


1 


54F4 


202039 202564 


AC009312 


0 


1 



12q24.1 BAC RPCI11-128P10 (Roswell Park 
Cancer Institut 

clone RP11-394E1, complete sequence 
Length = 106093 

clone RP1 1-9B17, complete sequence 
Length = 152138 

BAC clone RP11-499D5 from 7p11.2-q11.2, 
complete sequen 

BAC clone RP1 1-531 C1 1 from 2, complete 
sequence Length 

chromosome 18, clone RP11-520K18, 
complete sequence Len 
3q26.2-27 BAC RPC111-436A20 (Roswell 
Park Cancer Instit 

12 BAC RP1 1-493L12 (Roswell Park Cancer 
Institute BAC L 

Chromosome 12q13-62.7-72 BAC RPCI11- 
352M1 5 (Roswell Par 
BAC clone RP1 1-427F22 from 2, complete 
sequence Length 

chromosome 5 clone CTC-278H1, complete 
sequence Length ■ 

chromosome 5 clone CTC-576H9, complete 
sequence Length 

chromosome 19 clone CTB-14D10, complete 
sequence Length 

chromosome 5 clone CTB-95B16, complete 
sequence Length 

chromosome 19 clone CTD-2616J11, 
complete sequence Leng 
chromosome 19 clone CTD-3128G10, 
complete sequence Leng 
chromosome 5 clone CTD-2052F19, 
complete sequence Lengt 

chromosome 5 clone CTD-2185A1, complete 
sequence Length 



chromosome 19 clone LLNLF-172E10, 
complete sequence Len 
chromosome 19 clone LLNLF-198H7, 
complete sequence Leng 
chromosome 16 clone RP11-31011, 
complete sequence Lengt 
chromosome 16 clone RP11-368N21, 
complete sequence Leng 
chromosome 16 clone RP11-484E3, 
complete sequence Lengt 
BAC clone RP11-26B22 from 2, complete 
sequence Length = 

clone RP11-425F6, complete sequence 
Length - 204834 
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480E2 


143559 143986 


AC009313 


0 


1 


BAC clone RP11-440P12 from 2, complete 














sequence Length 


519E9 


13492 


13848 


AC009404 


1.00E-178 


1 


BAC clone RP1 1-28H22 from 2, complete 
sequence Length = 


129D12 


81260 


81769 


AC009466 


1.00E-151 


1 


chromosome 11, clone RP11-87N22, 
complete sequence Leng 


37E10 


124522 125457 


AC009477 


0 


3 


BAC clone RP1 1-209H16 from 2, complete 














sequence Length 


129A12 


6750 


7331 


AC009506 


0 


1 


clone RP1 1-542H1, complete sequence 
Length = 191764 


515H10 


5494 
74019 


5990 
74540 


AC009812 
AC009812 


3.00E-69 


4 


chromosome 3, clone RP11-48B3, complete 
sequence Length 


165D1 


53879 


54343 


AC009951 


0 


1 


clone RP1 1-107E5, complete sequence 
Length = 159791 


53D8 


30308 


30860 


AC010132 


1.00E-159 


1 


BAC clone RP1 1-1 1 1 K1 8 from 7p1 1 .2-p2, 
complete sequence 


487F11 


16839 


17267 


AC010480 


1.00E-130 3 


chromosome 5 clone CTD-2315M5, 














complete sequence Length 


461G10 


8988 


9327 


AC010677 


1.00E-163 


1 


BAC clone CTD-2304L4 from 7, complete 
sequence Length = 


115H2 


19073 


19679 


AC010789 


4.00E-97 


2 


chromosome 10, clone RP11-190J1, 
complete sequence Leng 




126247 126428 


AC010789 








168A9 


78976 


79540 


AC010877 


0 


2 


BAC clone RP1 1-218F6 from Y, complete 
sequence Length = 


468G6 


98034 


98744 


AC010878 


1.00E-107 3 


clone RP1 1-230E20, complete sequence 














Length = 154115 


477B12 


167367 167895 


AC010913 


0 


1 


BAC clone RP1 1-44N22 from 2, complete 














sequence Length = 


192E1 


10683 


11328 


AC011245 


0 


1 


clone RP1 1-49805, complete sequence 
Length = 56793 


467C2 


4521 


4890 


AC011462 


1.00E-178 1 


chromosome 19 clone CTC-435M10, 














complete sequence Lengt 


189F3 


12090 


12208 


AC011495 


8.00E-60 


1 


chromosome 19 clone CTB-33G10, complete 
sequence Length 


144C9 


38166 


38421 


AC011500 


1.00E-62 


1 


chromosome 19 clone CTB-60E1 1 , complete 
sequence Length 


162E8 


41387 


41499 


AC012005 


8.00E-30 


1 


clone RP11-533E23, complete sequence 
Length = 189557 


158G6 


70285 


70462 


AC012170 


3.00E-95 


1 


chromosome 15 clone RP1 1-562A8 map 
15q21.1, complete se 


189B11 


19127 
23196 


19241 
23655 


AC013436 
AC013436 


8.00E-29 


3 


BAC clone RP11-105B9 from 7, complete 
sequence Length = 


98C9 


178883 179326 


AC015651 


1.00E-107 1 


chromosome 17, clone RP11-55A13, 














complete sequence Leng 


69F8 


57839 


58168 


AC015819 


0 


1 


chromosome 18, clone RP1 1-405M12, 
complete sequence Len 


47F9 


3198 


3826 


AC016395 


0 


1 


chromosome 10 clone RP11-153K11, 
complete sequence Leng 


480E3 


39766 


40155 


AC016623 


2.00E-35 


1 


chromosome 5 clone CTD-2345N17, 
complete sequence Lengt 


196G12 


59552 


60523 


AC016637 


0 


2 


chromosome 5 clone RP11-34J15, complete 
sequence Length 
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518A8 61011 61433 AC016751 0 1 

36C11 54765 54868 AC017002 2.00E-30 2 

489H9 108513 109049 AC017003 0 2 

479H6 142657 142930 AC017020 8.00E-45 1 

483D10 99413 99875 AC017101 0 1 

112B4 87464 88155 AC018511 1.00E-129 2 

117653 117940 AC0 18511 

171F2 157933 158203 AC01 8673 2.00 E-96 1 

166H12 116351 116665 AC018682 1.00E-177 1 

123F8 140561 141314 AC018904 0 3 

116C9 191414 191866 AC019206 0 1 

472E9 148765 149172 AC020550 1.00E-140 1 

129D1 66284 67154 AC020595 0 3 

465H10 82476 83166 AC020629 0 2 

182E2 83346 83465 AC020716 1.00E-33 2 

84373 84451 AC020716 

37G8 35257 35957 AC020750 0 1 

125F8 43854 44125 AC022007 1.00E-149 1 

523A8 2991 3475 AC022149 0 1 

459E7 90726 91104 AC022173 0 1 

469F8 53281 53724 AC022336 6.00E-92 1 

463H5 75118 75256 AC022382 5.00E-72 1 

466G7 20276 20522 AC023058 2.00E-53 2 

21327 21875 AC023058 

470B8 127894 128301 AC024568 1.00E-169 1 

473E11 21558 21818 AC024939 1.00E-117 1 

470E1 150190 150573 AC025165 1.00E-171 1 

480B5 107499 107766 AC025253 9.00E-66 1 

583B5 27783 27958 AC025257 1.00E-44 1 



BAC clone RP11-504O20 from 2, complete 
sequence Length 

clone RP11-68E19, complete sequence 
Length = 205662 

clone RP11-78C11, complete sequence 
Length = 118385 

BAC clone RP11-185K15 from Y, complete 
sequence Length 

clone RP11-556A11, complete sequence 
Length = 195635 

chromosome 10 clone RP11-77G23, 
complete sequence Lengt 

clone RP11-145A4, complete sequence 
Length = 187099 

clone RP11-417F21, complete sequence 
Length = 181405 

chromosome 15 clone RP11-50C13 map 
15q21.3, complete se 

BAC clone RP1 1-401 N16 from 2, complete 
sequence Length 

BAC clone RP11-198M19 from 2, complete 
sequence Length 

BAC clone RP11-358M9 from 2, complete 
sequence Length = 

12q BAC RP11-76E16 (Roswell Park Cancer 
Institute BAC L 

clone RP11-449G13, complete sequence 
Length = 171805 

chromosome 3 clone RP1 1-105H19 map 3p, 
complete sequenc 

chromosome 3 clone RP1 1-4B1H17 map 3p, 
complete sequenc 

chromosome 19 clone CTD-3093B17, 
complete sequence Leng 
chromosome 7 clone RP1 1-29B3, complete 
sequence Length 

3 BAC RP1 1-71H17 (Roswell Park Cancer 
Institute BAC Lib 

chromosome 3 clone RP1 1-266J6 map 3p, 
complete sequence 

3 BAC CTB-187G23 (CalTech BAC Library 
B) complete seque 

chromosome 5 clone CTD-2179L22, 
complete sequence Lengt 
12 BAC RP11-485K18 (Roswell Park Cancer 
institute BAC L 

12 BAC RP11-571M6 (Roswell Park Cancer 
Institute BAC Li 

12 BAC RP11-499A10 (Roswell Park Cancer 
Institute BAC L 

12 BAC RP11-56G10 (Roswell Park Cancer 
Institute BAC Li 
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37H8 86118 86418 AC026425 1.00E-148 1 

166A9 119110 119797 AC026794 0 1 

103D4 105697 105794 AC034240 5.00E-40 2 

117H4 49581 49962 AC053513 0 1 

459B8 64143 64709 AC066580 0 1 

174D1 41807 42055 AC067945 2.00E-69 2 

115078 115365 AC067945 

178F5 105048 105223 AC068492 7.00E-37 1 

66E6 2116 2578 AC068499 100E-135 2 

178C12 15618 15959 AC068789 0 1 

145F12 110468 110647 AC069298 3.00E-89 4 

110779 111202 AC069298 

141211 141790 AC069298 

519F3 159763 160355 AC069304 0 1 

464B11 52608 53051 AC073347 0 1 

469E12 85540 85930 AC073917 0 2 

118C12 141407 141495 AC083868 6.00E-70 3 

142293 142607 AC083868 

168G5 6632 7097 AC087065 0 2 

479G12 127024 127342 AC090942 1.00E-119 1 

122G1 41957 42383 AC091118 0 1 

479D7 153992 154141 AF001549 6.00E-29 1 

461 H7 21977 22331 AF015262 2.00E-69 1 

463E9 27006 27615 AF015725 0 1 

480D9 15848 16252 AF027207 "1.00E-123 1 

465E9 296143 296800 AF131216 0 1 

469D2 23811 24045 AF161800 2.00E-78 1 

37G7 200214 200755 AJ003147 0 2 

201078 201309 AJ003147 

459A1 36969 37402 AL008730 8.00E-82 2 



chromosome 5 clone CTD-2183D23, 
complete sequence Lengt 
chromosome 5 clone CTD-2276B5, complete 
sequence Length 

chromosome 5 clone CTD-2335C11, 
complete sequence Lengt 
clone RP11-359J14, complete sequence 
Length = 155958 

chromosome 3 clone RP11-109J15 map 3p t 
complete sequenc 

clone RP11-629B4, complete sequence 
Length = 162471 

BAC clone RP11-809C23 from 2, complete 
sequence Length 

chromosome 19, cosmid R26574 (LLNL- 
RJ225F10), complete 
12 BAC RP11-1049A21 (Roswell Park 
Cancer Institute BAC 

chromosome 3 clone RP11-56K23, complete 
sequence Length 



BAC clone RP11-632K21 from 7, complete 
sequence Length 

BAC clone RP11-775L16 from 7, complete 
sequence Length 

12q BAC RP11-415D21 (Roswell Park 
Cancer Institute BAC 

chromosome 7 clone RP11-148L5, complete 
sequence Length 

chromosome 22q1 1 clone cos6 f complete 
sequence Length = 

chromosome 3 clone RP11-220D14 map 3p, 
complete sequenc 

chromosome 16 clone CTC-510K1, complete 
sequence Length 

Chromosome 16 BAC clone CIT987SK-A- 
270G1, complete sequ 
chromosome 21 clone Pac 255P7 map 21 q- 
AML, complete seq 

chromosome 21 clone cosmid clone D68F9 
map21q22.2, com 

chromosome 21 clone cosmid D13C2 map 
21q22.2, complete 

chromosome 8 map 8p23-p22 clones CTB- 
164D9, CTB-169o5, 

chromosome 8q21.2 BAC 189m5, complete 
sequence Length = 
complete genomic sequence between 
D16S3070and D16S3275 

DNA sequence from PAC 487J7 on 
chromosome 6q21-22.1. Co 
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480C8 


37929 


38457 


AL008733 


0 


1 


DNA sequence from clone RP1-163G9 on 
chromosome 1p36.2- 


4S2D9 


36712 
40603 


37037 
40772 


AL021878 
AL021878 


0 


2 


DNA sequence from clone RP1-257I20 on 
chromosome 22q13. 


182H1 


30506 


30760 


AL022238 


3.00E-96 


2 


DNA sequence from clone RP5-1042K10 on 
chromosome 22q13 


166F6 


75035 


75547 


AL022240 


0 


1 


DNA sequence from clone 328E19 on 
chromosome 1q12-21.2 


165C12 


179455 179766 


AL022329 


1.00E-175 


1 


DNA sequence from clone CTA-407F11 on 














chromosome 22q12 


465A12 


26329 


26834 


AL022331 


0 


1 


DNA sequence from clone CTA-440B3 on 
chromosome 22q1 2.1 


524D1 


70719 


70891 


AL022394 


2.00E-87 


1 


DNA sequence from clone RP3-511B24 on 
chromosome 20q11. 


53E3 


129077 129538 


AL022396 


0 


1 


DNA sequence from PAC 380E1 1 on 














chromosome 6p22.3-p24. 


126D1 


69809 


70220 


AL031178 


0 • 


1 


DNA sequence from clone RP3-341E18 on 
chromosome 6p11.2 


466A9 


103757 104346 


AL031277 


0 


1 


DNA sequence from clone 1177E19 on 














chromosome 1p36.12-3 


472E11 


41594 


41778 


AL031595 


9.00E-97 


1 


DNA sequence from clone RP4-671014 on 
chromosome 22q1 3. 


462E8 


72042 


72629 


AL031672 


0 


1 


DNA sequence from clone RP4-691N24 on 
chromosome 20p1 1 . 


478C2 


29633 


29708 


AL031708 


9.00E-28 


1 


DNA sequence from clone LA16-315G5 on 
chromosome 16, co 


53B1 


30963 


31311 


AL031729 


1.00E-163 


1 


DNA sequence from clone RP1-159A19 on 
chromosome 1p36.1 


178B2 


38674 


38800 


AL033383 


3.00E-27 


1 


DNA sequence from clone RP5-1013A10 on 
chromosome 6p24. 


104A7 


40604 


41062 


AL033397 


0 


1 


DNA sequence from clone 27K12 on 
chromosome 6p11 .2-12.3 


190F11 


77693 


78285 


AL033519 


0 


1 


DNA sequence from clone RP3-340B19 on 
chromosome 6p21 .2 


121A11 


15252 


15679 


AL034344 


9.00E-52 


1 


DNA sequence from clone RP1-118B18 on 
chromosome 6p24.1 


173B5 


102500 102752 


AL034384 


7.00E-58 


1 


chromosome Xq28, cosmid clones 7H3, 














14D7.C1230, 11E7, 


121A12 


34566 


34684 


AL034397 


6.00E-47 


1 


DNA sequence from clone 159A1 on 
chromosome Xq12-13.3. 


104B10 


73639 


74045 


AL034418 


1.00E-176 


1 


DNA sequence from clone RP5-1049G16 on 
chromosome 20q12 


471 F1 


37083 


37364 


AL034553 


1.0OE-15O 1 


DNA sequence from clone RP5-914P20 on 














chromosome 20q13. 


463H8 


97563 


97753 


AL035405 


1.00E-102 .1 


DNA sequence from clone 21 018 on 














chromosome 1p35.1-36.2 


472E6 


20949 


21271 


AL035413 


1.00E-155 1 


DNA sequence from clone RP4-657E11 on 














chromosome 1p35.1 


121F1 


65029 


65503 


AL035455 


0 


1 


DNA sequence from clone RP5-1018E9 on 
chromosome 20q13. 


465B1 


37269 


37445 


AL035530 


2.00E-47 


1 


DNA sequence from clone RP1-111C20 on 
chromosome 6q25.3 


482C9 


64837 


65129 


AL035662 


1.00E-163 1 


DNA sequence from clone RP4-599F21 on 



chromosome 20q12- 
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166B9 


39808 


39976 


AL049715 


1.00E-87 


1 


DNA sequence from clone RP4-646P11 on 














chromosome 1, com 


591D6 


65470 


65892 


AL049795 


0 


1 


DNA sequence from clone RP4-622L5 on 














chromosome 1p34.2- 


72G1 


82160 


82440 


AL049829 


1.00E-148 


1 


chromosome 14 DNA sequence *** IN 














PROGRESS ***BAC R-12 




9111 




AL050330 


o 


2 


DNA sequence from clone RP1-3E1 on 














chromosome 6p21.23-2 


479G5 


18853 


19244 


AL096712 


1.00E-125 


1 


DNA sequence from clone RP4-744I24 on 














chromosome 6p12.1 




80145 


80583 

WWW W 


AL096773 


4.00E-85 


1 


DNA sequence from clone 1000E10 on 














chromosome 1 p1 2-1 3.3 


1 COL/ 1 1 






AL096808 


1 00E-166 

1 . \J W L_ 1 WW 


1 


genomic region contsiriing hypervariable 














minisatellites 


19QF10 


1148 


2507 


AL 109616 

/VI— 1 WWW 1 W 


o 


95 


chromosome 21 Cosmid LLNLc116L1110, 














complete sequence L 


46QR8 


13155 


13527 


AL1 09755 


o 


1 


DNA sequence from clone RP3-340H11 on 














chromosome 6q24.1 


105F4 


57995 


58306 


AL 1 09758 


5.00E-98 


1 


chromosome 14 DNA sequence *** IN 














PROGRESS *** BAC R-87 




136248 136356 


AL 1 09847 


7.00E-29 


1 


chromosome 14 DNA sequence BAC R- 














603H7 of library RPCI- 


60G8 

Www 


84706 


84959 


AL109914 


1.00E-135 


1 


DNA sequence from clone RP11-27F12 on 














chromosome 6p22.3 


102A8 


169378 169473 


AL109918 


2.00E-34 


1 


DNA sequence from clone RP1-152L7 on 














chromosome 6p1 1 .2- 


471 nfi 


63862 


64021 


AL1 17186 


4 00E-80 


1 


chromosome 14 DNA sequence *** IN 














PROGRESS *** BAC R-29 


176E10 


145991 


146554 


AL1 17258 


3.00E-63 


1 


chromosome 14 DNA sequence BAC R- 














244E17 of library RPCI 


AR0F7 
*touu/ 


2975 


3356 


AL1 17352 


1.00E-153 


1 


DNA sequence from clone RP5-876B10 on 














chromosome 1q42.1 


110D3 


48631 


48886 


AL121573 


3.00E-65 


2 


DNA sequence from clone RP1-306F2 on 














chromosome 6p12.1- 


40B2 


106788 107123 


AL121657 


2.00E-42 


1 


BAC sequence from the SPG4 candidate 










i 




region at 2p21-2p2 


52B9 


56473 


56690 


AL121899 


1.00E-104 2 


DNA sequence from clone RP11-128M1 on 














chromosome 20. Co 


485A6 


5475 


7084 


AL121985 


1.00E-138 


7 


DNA sequence from clone RP1 1-404F10 on 














chromosome 1q23. 




15867 


16574 


AL121985 










17098 


17504 


AL121985 










24037 


24292 


AL121985 








40E4 


54176 


54528 


AL121998 


1.00E-179 


1 


DNA sequence from clone RP5-1 103B4 on 














chromosome 1 Cont 


118H12 


21398 


21744 


AL1 32838 


0 


1 


chromosome 14 DNA sequence BAC R- 














85G20 of library RPCI- 


599F11 


153822 154345 


AL133153 


0 


1 


chromosome 14 DNA sequence BAC R- 














895M1 1 of library RPCI 


478G8 


115784 116115 


AL1 33243 


1.00E-120 


1 


BAC sequence from the SPG4 candidate 














region at 2p21-2p2 


107H8 


119760 120729 


AL1 33330 


0 


22 


DNA sequence from clone RP1-68D18 on 














chromosome 11p12-1 




121182 121863 


AL1 33330 










122773 122940 


AL1 33330 










143751 


144379 


AL1 33330 
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146057 147016 


AL133330 










159262 159639 


AL1 33330 








471 E7 


127891 


128013 


AL1 33340 


6.00E-46 


1 


DNA sequence from clone RP11-204H22 on 
chromosome 20. C 


118H5 


3922 
4557 


4021 
5184 


AL1 33392 
AL1 33392 


1.00E-38 


2 


DNA sequence from clone CITF22-45C1 on 
chromosome 22 Co 


40A3 


96202 
97177 


96785 
97568 


AL1 33412 
AL133412 


0 


3 


DNA sequence from clone RP11-131A5 on 
chromosome 9q22.1 


482A5 


28668 
51083 


29037 
51210 


AL133415 


3.00E-34 


4 


DNA sequence from clone RP1 1-124N14 on 
chromosome 1 0. C 


54G9 


54866 


55153 


AL1 35783 


1.00E-154 


1 


DNA sequence from clone RP3-527F8 on 
chromosome Xq25-27 


515C12 


72222 


72601 


AL135818 


1.00E-146 


2 


chromosome 14 DNA sequence BAC C- 
2547L24 of library Cal 


109A9 


53171 


53447 


AL1 36320 


1.00E-137 


1 


DNA sequence from clone RP3-323N1 on 
chromosome 10. Con 


476H10 


127150 127680 


AL137017 


0 


1 


DNA sequence from done RP11-120J1 on 














chromosome 9 Cont 


192C3 


122511 


122837 


AL137100 


1.0QE-117 


1 


chromosome 14 DNA sequence BAC R- 
108M1 2 of library RPCI 


55G3 


38923 
42456 


39058 
42686 


AL137142 
AL137142 


7.00E-44 


2 


DNA sequence from clone RP11-173P16 on 
chromosome 13q12 


466G2 


24290 


24402 


AL137144 


9.00E-42 


1 


DNA sequence from clone RP1 1-210E23 on 
chromosome 13q31 


140F9 


27354 


27715 


AL1 37798 


8.00E-82 


1 


DNA sequence from clone RP5-1 182A14 on 
chromosome 1 Con 


37A2 


134590 134750 


AL1 37800 


3.00E-69 


1 


DNA sequence from clone RP1-127C7 on 














chromosome 1q25.1- 


493C2 


734 


1052 


AL138714 


1.00E-157 


1 


DNA sequence from clone RP11-121J7 on 
chromosome 13q32. 


463B9 


1911 


2509 


AL138717 


9.00E-70 


1 


DNA sequence from clone RP11-11D8 on 
chromosome 6 Conta 


194F9 


46595 


46814 


AL1 38755 


6.00E-94 


1 


DNA sequence from clone RP11-48M17 on 
chromosome 9p24.1 


483D12 


80220 


80755 


AL1 38776 


1.00E-157 


1 


DNA sequence from clone RP1 1-20H6 on 
chromosome 1q25.1- 


464G9 


14032 


14659 


AL1 39020 


0 


1 


chromosome 14 DNA sequence BAC R- 
164H13 of library RPCI 


59G1 


34476 


34936 


AL1 39274 


0 


1 


DNA sequence from clone RP1 1-39312 on 
chromosome 6, com 


129D3 


65447 


65661 


AL1 39289 


1.00E-1O7 2 


DNA sequence from clone RP1 -92014 on 














chromosome 1p33-34 




66950 


67158 


AL1 39289 








464C2 


55616 


56289 


AL1 39328 


0 


1 


DNA sequence from clone RP1 1-84N7 on 
chromosome 13. Con 


57H10 


155342 155810 


AL139330 


0 


2 


DNA sequence from clone RP1 1-266C7 on 














chromosome 6q25.2 


470G6 


44695 


44978 


AL1 39399 


1.00E-13O 1 


DNA sequence from clone RP1 1-574A21 on 














chromosome Xq21. 


476F5 


42969 


43159 


AL139801 


5.00E-98 


1 


DNA sequence from clone RP1 1-247M1 on 
chromosome 13, co 
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107G11 


139776 140378 


AL1 57402 


0 


2 


DNA sequence from clone RP1 1-553K8 on 
chromosome 1q31.2 


172B12 


136072 136492 


AL1 57768 


1.00E-155 


1 


DNA sequence from clone RP1 1-481 A22 on 
chromosome 13 Co 


149A11 


438 663 


AL1 57776 


1..00E-123 


1 


DNA sequence from clone RP11-68J15 on 
chromosome 6, com 


165E7 


65361 67034 


AL1 57789 


0 


1 


chromosome 14 DNA sequence BAC R- 
880O3 of library RPCI- 


192B3 


51907 52253 


AL1 57938 


1.00E-176 


1 


DNA sequence from clone RP1 1-544A12 on 
chromosome 9q34. 


50A11 


5753 5886 


AL158136 


1.00E-59 


1 


DNA sequence from clone RP1-44N23 on 
chromosome 6 Conta 


472F9 


84638 85232 


AL158159 


0 


1 


DNA sequence from clone RP1 1-498N2 on 
chromosome 9, com 


462G12 


132520 132708 


AL160155 


2.00E-95 


1 


DNA sequence from clone RP1 1-461N23 on 
chromosome 13, c 


117H6 


1976 2518 


AL1 60233 


0 


1 


chromosome 14 DNA sequence BAC C- 
2373J19 of library Cal 


460B9 


207 739 
2023 2537 


AL1 60408 
AL1 60408 


1.00E-104 


2 


DNA sequence from clone RP4-781K5 on 
chromosome 1q42.1- 


467F10 


8461 8829 


AL161627 


1.00E-122 


1 


DNA sequence from clone RP1 1-287A8 on 
chromosome 9, com 


469A10 


81966 82313 


AL161781 


1.00E-175 


1 


DNA sequence from clone RP11-297B17 on 
chromosome 9, co 


598H2 


222231 222679 


AL162151 


0 


1 


chromosome 14 DNA sequence *** IN 
PROGRESS *** BAC C-31 


466C5 


147064 147687 


AL1 62578 


0 


1 


DNA sequence from clone RP11-2J18 on 
chromosome 6, comp 


467C9 


216403 216544 


AL1 63303 


3.00E-38 


1 


chromosome 21 segment HS21C103 Length 
= 340000 


462H9 


63385 63502 


AL1 63853 


6.00E-59 


1 


chromosome 14 DNA sequence BAC R- 
248B10 of library RPCI 


464A10 


63421 63807 


AL353744 


2.00E-55 


1 


clone RP13-100-A9 on chromosome X 


99E10 


6789 7153 


AL353804 


0 


1 


DNA sequence from clone RP13-216E22 on 
chromosome Xq1 3. 


477D10 


49708 50171 


AL354716 


4.00E-96 


1 


DNA sequence from clone RP11-86F4 on 
chromosome 6, comp 


518F10 


3379 3602 


AL354891 


2.00E-94 


1 


DNA sequence from clone RP1 1-4417 on 
chromosome 13, com 


464D8 


122494 122702 


AL354977 


1.00E-87 


2 


DNA sequence from clone RP1 1-509J21 on 
chromosome 9, co 


459H6 


109525 109864 


AL355520 


1.00E-179 


1 


DNA sequence from clone RP4-595C2 on 
chromosome 1q24.1- 


196C6 


21603 21783 


AL355615 


7.00E-96 


2 


DNA sequence from clone RP1 1-33E24 on 
chromosome 6, com 


110B8 


11907 12312 


AL355797 


1.00E-145 


1 


DNA sequence from clone RP1-9E2 on 
chromosome 6, comple 


180B2 


142517 142726 


AL355871 


1.00E-72 


1 


DNA sequence from clone RP1 1-47K1 1 on 
chromosome 1, com 


464H5 


50106 50463 


AL356276 


0 


2 


DNA sequence from clone RP11-367J7 on 
chromosome 1. Con 


105H4 


32156 32236 
32440 32804 


AL356379 
AL356379 


2.00E-27 


2 


DNA sequence from clone RP1-63P18 on 
chromosome 1. Cont 
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113H1 


22550 22837 


AL356481 


1.00E-160 


1 


170F7 


46442 46855 


AL357374 


0 


1 


522D3 


113148 113424 


AL360182 


1.00E-127 


1 


36E9 


38157 38346 


AL390196 


4.00E-47 


9 


587E3 


15704 16062 


AL442128 


1.00E-173 2 


468E8 


52779 53344 


AL445201 


1.00E-123 


1 


39G11 


106047 106169 


AL445687 


2.00E-26 


1 


101F1 


1538 1656 


AL449244 


5.00E-44 


2 




1676 2096 


AL449244 






466D1 


56761 56929 


AL450344 


5.00E-85 


1 


142E9 


116227 116568 


AL590763 


0 


8 




116669 117358 


AL590763 








154792 155165 


AL590763 






459E9 


26826 26890 


AP000471 


2.00E-27 


1 


472C1 


95646 96035 


AP000501 


1.00E-101 


1 


464A7 


7930 8285 


AP000526 


1.00E-178 


1 


165E11 


643 1244 


AP000554 


1.00E-147 2 


72D8 


27091 27486 


AP000555 


0 


1 


470B4 


15634 15703 


AP001429 


5.00E-28 


1 


59E12 


59103 59520 


AP001574 


1.00E-144 2 




60671 61189 


AP001574 






138G5 


313261 313931 


AP001693 


1.00E-31 


27 




315877 315967 


AP001693 








319062 319564 


AP001693 








319957 320293 


AP001693 








320563 321212 


AP001693 








328767 329184 


AP001693 






158G11 


107888 108375 


AP001721 


0 


1 


462F9 


330129 330645 


AP001728 


1.00E-133 1 


479A12 


74529 74902 


AP002907 


1.00E-141 


1 


470B2 


123506 123689 


AP003117 


4.00E-72 


2 


46D1 


79174 79657 


AP003471 


1.00E-164 2 




83490 84099 


AP003471 






496C4 


745790 746197 


NT 0044060 


1 



DNA sequence from clone RP11-216B9 on 
chromosome 9, com 

DNA sequence from clone RP11-353C18 on 
chromosome 20 Co 

DNA sequence from clone RP11-549L6 on 
chromosome 10, co 
clone RP1 1-60E24 on chromosome 6 
DNA sequence from clone RP11-365P13 on 
chromosome 13, c 

DNA sequence from clone RP11-358L16 on 
chromosome 10, c 

done RP1 1-567B20 on chromosome 1 
Novel human gene mapping to chomosome 
22 Length = 2315 

DNA sequence from clone RP11-136K14 on 
chromosome 6 Con 

chromosome X sequence from 6 PACs 1 
BAC and 1 cosmid, r 



genomic DNA, chromosome 21q22,3, 

clone: B2308H 15 Length 

genomic DNA, chromosome 8p11.2, 

clone:91h23to9-41 Len 

genomic DNA, chromosome 22q11.2, Cat 

Eye Syndrome regio 

genomic DNA, chromosome 22q1 1.2, 

BCRL2 region, clone:KB 

genomic DNA, chromosome 22q1 1.2, 

BCRL2 region, clone:KB 

genomic DNA, chromosome 21q22.2, 

clone:T1212, LB7T-ERG 

genomic DNA, chromosome 8q23, clone: 

KB1991G8 Length = 

genomic DNA, chromosome 21 q, section 
37/105 Length = 34 



genomic DNA, chromosome 21q, section 
65/105 Length = 34 

genomic DNA, chromosome 21 q, section 
72/105 Length = 34 

genomic DNA, chromosome 8q23, clone: 
KB431C1 Length = 9 
genomic DNA, chromosome 8q23, clone: 
KB1958F4 Length = 

genomic DNA, chromosome 8q23, clone: 
KB1552D7 Length = 

chromosome 1 working draft sequence 
segment 
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468E10 2015 2118 NT_0044522.00E-32 2 

479H12 394087 394676 NTJ)044800 1 

472G2 268543 268642 IMTJ)04525 3.00E-42 1 

477D9 231154 231469 NTJ)04531 1.00E-177 1 

460F7 786014 786511 NT_0045230 1 

171F11 1E+06 1036701 NTJ)04858 1.Q0E-26 1 

184H1: 2E+06 1770512 NT_0046980 4 

2E+06 1822054 NT_004698 
2E+06 1832854 NT_004698 
514H9 289858 289941 NT_004705 1 .OOE-29 1 

463G1 175158 175615 NT.0047250 1 

466C9 543567 544240 NT_004753 0 1 

496D7 2E+06 1515549 NT_004754 0 1 

583G8 733247 733667 NT_004771 1.00 E- 128 1 

124D2 107397 107739 NTJ)04916 1.00E-178 1 

479A8 285973 286345 NTJ)051301.00E-165 1 

165F7 1E+06 1435537 NTJ305151 1.00E-125 1 

465F7 773772 774502 NTJ)051660 2 

73A3 80919 81448 NT_005182 0 2 

81502 81742 NT_005182 
124G7 2E+06 1859389 NT_005204 1.00 E-1 80 1 

479G6 552674 553005 NTJ)05229 1.00E-141 5 

1E+06 1122605 NTJ305229 
194C2 481052 481444 NT_005230 1.00E-101 1 



159F11 795978 796616 NT_0052750 1 

472B1 1013 1410 NT_0053110 1 

470G7 375182 375594 NT_0053990 1 

100C3 803712 804094 NT_0054200 2 

970577 971108 NTJ)05420 

98H4 2E+06 1829143 NTJD054230 1 
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chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 



chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 
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105A10 

465C3 

112E5 

111H6 

457G7 

182F12 

112B5 

64B3 

465E12 

470D5 

479G2 

112E1 

466H5 

189A8 

45H8 

104D1 

459G8 

480E11 

115G2 

479G3 

461H11 

462F11 

463A5 

464C5 

109H9 

137B5 



1E+06 1144092 NTJD05435 1.00E-167 2 
13444 13890 NT_005471 0 1 
3169 3793 NTJJ054850 1 
146878 146999 NT_0054992.00E-55 1 
198880 199329 NT_005505 0 1 
140059 140193 NT 005516 1.00E-144 3 



140754 141039 NT_005516 

137689 138300 NT 0055290 

55213 55793 NT_0055350 

866776 867258 NT 0057690 



4 
1 
2 



1E+Q6 1021292 NTJ)05769 

1E+06 1395364 NT 005795 1.00E-1 47 3 



2E+06 1749621 NTJ)05795 
294179 294607 NTJ)059100 

392884 393490 NT0059730 

339511 340153 NTJ)Q59850 

22414 22869 NTJXK991 1.00E-110 

1E+06 1012040 NT 0060981.00E-1 13 

282259 282753 NT 0061020 

367701 368248 NT0061 1 1 0 

486179 486804 NT 0061140 

4E+06 3514655 NTJ)062041.00E-177 

71744 72258 NT_0062580 

378023 378482 NT 0063970 

80360 81081 NTJD064100 

2E+06 1609976 NT_0064891.00E-1 38 

190095 190533 NT 0066110 2 

89260 89769 NT 0069460 3 

2E+06 1613357 NTJ306951 100E-86 4 



chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 
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73H4 

174H6 

124C8 

174G11 

471H11 

471G8 

67C5 

479H4 

100D7 

45B9 

169F11 
468H11 

470H6 

471 F9 

469G8 

193E6 

480D2 

58G4 

490F10 

463B3 
116E10 



992358 992685 NT 

431672 432054 NT 

282413 283138 NT 

829762 830370 NT 

613132 613314 NT 

189279 189630 NT 

287017 287563 NT. 

90555 90944 NT 

64180 64371 NT 

331150 331412 NT 

479878 480193 NT. 

489788 490607 NT 

291836 292284 NT 



.007288 0 1 
0073080 1 
.007951 0 1 
.007972 0 1 
.007978 9.00E-96 1 
.008012 1.00E-147 1 
.0080370 2 
008047 1.00E-174 1 
.008050 1.00E-1 34 6 
008050 

.008060 1.00E-1 65 12 
008060 

008081 0 1 



106661 106897 NT 008128 1.00E-121 2 



110374 110691 NT 
520107 520754 NT. 

392744 393279 NT. 

433686 434156 NT. 

1E+06 1228306 NT. 

90407 90990 NT. 

1E+06 1055972 NT. 

669853 669980 NT. 

743459 744217 NT. 
1E+06 1369815 NT 



008128 

0081390 1 

0081570 1 

.0083380 1 

008445 6.00E-56 1 

008484 0 1 

008513 1.00E-1 39 1 

.008653 5.00E-39 2 
.008653 

008682 0 1 



1 E+06 1 462064 NT_008769 0 



190A9 
473B7 

490A11 



2E+06 2026887 NT. 
2E+06 2027460 NT. 
2E+06 2028265 NT 
806672 807345 NT. 



008769 
008769 
.008769 

008774 0 4 



75339 75524 NT 008783 4.00E-72 2 



75869 76181 NT. 
484304 484753 NT. 



.008783 

.008921 0 1 



chromosome 6 working draft sequence 
segment 

chromosome 6 working draft sequence 
segment 

chromosome 7 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 8 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 



chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 

chromosome 10 working draft sequence 
segment 
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Table 3B: Identified Genomic Regions thaicode for novel human rnRNA's 



585E10 

458B9 

471 F4 

478H7 

109F10 

117F1 

467B6 
158H6 
471 C2 
182G2 

462B12 

458A3 

470D7 

525F3 

186E8 

465G2 

476C1 

476G8 

588E4 

479H5 

178C10 

192C9 

119F12 

67G10 

98C1 

458G10 

459D1 



328767 3291 51 NT_008978 0 1 

955258 955846 NTJ3090730 1 

288811 289312 NTJM91070 1 

1E+06 1255050 NTJ)091 841. 00E-92 1 

1E+06 1136705 NT_009314 1.00E-171 1 

401530 402043 NTJXJ93340 2 

2E+06 1600694 NTJ309334 

3E+06 3011938 NTJD093385.00E-93 2 

351515 351940 NTJJ094380 2 

977560 977791 NT_009452 1.00E-127 1 

21455 21913 NT 0094580 3 



167133 167630 NTJD09458 
518389 518876 NT 009464 0 



2E+06 1890445 NTJ)094710 
9540 10050 NT_0095400 
163261 163590 NTJ309616L00E-125 1 
2E+06 1502030 NTJ)097140 1 
2E+06 1787964 NTJ309759 1.00E-1 30 2 
321714 322118 NT_009763 1.00E-170 1 
2E+06 1609230 NTJ)097706.00E-26 1 
1E+06 1136791 NT_0100361.00E-134 1 
2E+06 2151529 NT_0100620 1 
6E+06 6026576 NT.01 01 130 1 
5E+06 5344032 NTJD101940 1 
3E+06 2680702 NT_0102041.00E-128 1 
112609 112890 NT_010222 100E-132 2 
6684 7232 NT_01 02370 1 
478693 479052 NTJ)10253 1.00E-120 1 
2E+06 2123962 NTJ)102890 1 



chromosome 11 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 1 1 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 1 1 working draft sequence 
segment 

chromosome 11 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 12 working draft sequence 
segment 

chromosome 14 working draft sequence 
segment 

chromosome 14 working draft sequence 
segment 

chromosome 14 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 
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110G1 303146 303706 NTJ)103080 1 

73A4 758542 758734 NT_0103105.00E-42 1 

470F5 495497 496038 NTJM 0360 0 1 

469B6 1E+06 1095404 NT J) 104 19 1.00 E-1 23 1 

479E10 468259 468674 NT_0104320 1 

100F5 177425 177795 NTJ)105051.00E-169 1 

462C5 22345 22727 NTJ)1 05230 1 

71H3 125549 125838 NT_0105305.00E-77 1 

161E8 1E+06 1067677 NTJ310641 1.00E-123 1 

464D9 120516 121079 NT_0106570 1 

114G3 385825 386329 NTJ31O672L0OE-152 3 

387069 387398 NT.010672 

424808 425286 NTJD10672 

459E6 262663 263161 NT_0107570 

134H3 583781 583868 NT.0107997.00E-32 

467E5 1E+06 1376833 NT01 08080 

462A11 436300 437040 NT_0108160 

460C2 168998 169554 NTJ)1 08330 

467A8 480458 480865 NT_Q109860 

480F8 137902 138430 NTJ)1 10290 

470F8 472324 472740 NTJ)1 11410 

100E3 445588 445677 NT011145Z00E-37 

' 445757 446041 NTD11145 

104A12 169627 169811 NT_0112402.00E-99 

69B10 358921 359000 NTJD112456.00E-37 

465C7 243467 243788 NT_01 1 269 0 

464E7 1E+06 1182829 NTJH1 597 1.00E-1 07 

61A11 67055 67582 NT_01 17240 

140G10 761394 761693 NT_0158051.00E-138 3 

761753 762151 NT 015805 



chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 16 working draft sequence 
segment 

chromosome 15 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 



chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 17 working draft sequence 
segment 

chromosome 18 working draft sequence 
segment 

chromosome 18 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome 19 working draft sequence 
segment 

chromosome X working draft sequence 
segment 

chromosome X working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 
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486C4 
480G4 
461 G8 
118D9 
68C9 
470E5 
127H8 
47G6 
467E8 
480C6 
69H11 
107D7 
471 E11 
468F11 
464H12 
462B11 
196D7 

100E10 
142F9 

595A12 

75A2 

468G12 

471 F6 

463H12 

473E4 

461C8 



503899 504524 NTJ)163540 2 

260275 260648 NTJJ1 63550 1 

276786 277233 NTJH65930 1 

413201 413343 NTJ)169687.00E-46 1 

2E+06 2193260 NT 0175681.00E-169 1 

526603 527148 NTJ3175821.00E-131 2 

248872 249411 NT_01 93900 1 

204945 205445 NT_01 94470 1 

210239 210638 NT 0218891.00E-170 1 

210001 210545 NT_0218970 X 

94439 94993 NT_021903 1.00E-104 1 

466791 467280 NT_0219180 1 

418049 418124 NT_0219678.00E-32 1 

370984 371480 NT 0221030 1 

1E+06 1024449 NT_0221 71 1.00E-155 1 

242113 242753 NT_0221740 1 

65778 66218 NT_0223150 5 

66514 66886 NT_022315 

148157 148338 NT 022358 4. 00E-95 1 



193054 193433 NTJJ22457Q 6 

240726 241196 NT022457 

286545 287198 NT_022457 

40034 40650 NT__0224880 2 

24792 25256 NTJ)225551.00Et133 1 

276616 277063 NT_022751 0 1 

403620 404200 NTJ3227656.00E-89 1 

197991 198185 NT.0227952.00E-88 1 

408745 409322 NTJ)22840 1.00E-123 2 

544633 545127 NT 022844 0 1 



chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 6 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 9 working draft sequence 
segment 

chromosome 5 working draft sequence 
segment 

chromosome 7 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 1 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 2 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 



chromosome 3 working draft sequence 
segment 

chromosome 3 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 

chromosome 4 working draft sequence 
segment 



319 



WO 02/057414 PCT/US01/47856 



Table 3B: Identified Genomic Regions that code for novel human mRNA's 



470G10 


148269 148781 


NTJ)228550 


1 


chromosome 4 working draft sequence 
segment 


480F3 


471820 472173 


NT 0231781.00E-138 


1 


chromosome 5 working draft sequence 
segment 


176G2 


98388 98683 


NTJJ235291.00E-153 


1 


chromosome 7 working draft sequence 
segment 


71 F2 


62180 62604 


NT_023654 0 


1 


chromosome 8 working draft sequence 
segment 


459F2 


324390 324869 


NT_0236600 


1 


chromosome 8 working draft sequence 
segment 


124F9 


275971 276413 


NT_0236660 


1 


chromosome 8 working draft sequence 
segment 


111H9 


388593 389283 


NT_0236760 


1 


chromosome 8 working draft sequence 
segment 


460D12 


527418 527528 


NTJ)237033.00E-43 


1 


chromosome 8 working draft sequence 
segment 


129D7 


104058 104672 


NT_0238331.00E-170 


1 


chromosome 8 working draft sequence 
segment 


183G2 


183398 183840 


NTJ)239231.00E-112 


1 


chromosome 9 working draft sequence 
segment 


478G6 


41677 41996 


NT_0239451.00E-137 


1 


chromosome 9 working draft sequence 
segment 


163E7 


1E+06 1455953 


NTJE39591.00E-126 


1 


chromosome 9 working draft sequence 
segment 


472G12 


21182 21574 


NT_0240160 


1 


chromosome 9 working draft sequence 
segment 


466B7 


471195 471690 


NT_0240401.00E-138 


1 


chromosome 10 working draft sequence 
segment 


459D2 


315088 315482 


NT_024091 0 


1 


chromosome 10 working draft sequence 
segment 


468B10 


791272 792086 


NT_024101 0 


2 


chromosome 10 working draft sequence 
segment 


175D1 


270651 271264 


NT_024115 0 


2 


chromosome 10 working draft sequence 
segment 


472D7 


16139 16549 


NT_0242230 


1 


chromosome 11 working draft sequence 
segment 


476G3 


71426 71803 


NT_0244981.00E-144 


1 


chromosome 13 working draft sequence 
segment 


138B6 


2E+06 1638986 


NTJ)246800 


2 


chromosome 15 working draft sequence 
segment 


466A4 


308514 309137 


NT 0247670 


1 


chromosome 16 working draft sequence 
segment 


583D6 


551386 551654 


NT_024781 100E-133 


1 


chromosome 16 working draft sequence 
segment 


468F10 


91355 92043 


NTJJ248151.00E-132 2 


chromosome 16 working draft sequence 










segment 


461 D9 


406470 406916 
440400 440720 


NT 0248970 
NTJJ24897 


2 


chromosome 17 working draft sequence 
segment 


520A8 


168514 168868 


NT_024997 0 


1 


chromosome 18 working draft sequence 
segment 


128F5 


113027 113221 


NT_0253786.00E-82 


1 


chromosome X working draft sequence 
segment 


467B11 


519341 519633 


NTJK56351.00E-113 1 


chromosome 1 working draft sequence 



segment 
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464E11 


8932 


9161 


NT_0256571.00E-126 


1 


chromosome 2 working draft sequence 














segment 


188C1 


1E+06 


1 22 1 53 1 NT_025823 4.00E-72 


1 


chromosome 10 working draft sequence 














segment 


468B2 


156035 156630 


NT_0259001.00E-150 2 


chromosome 16 working draft sequence 














segment 


470F3 


427484 428029 


NT_0263790 


2 


chromosome 10 working draft sequence 














segment 


36G1 


483362 484059 


NT_0264430 


1 


chromosome 15 working draft sequence 














segment 


466B5 


19929 


20420 


NT_0264551.00E-123 


1 


chromosome 16 working draft sequence 














segment 


105A8 


3431 


3518 


U12202 


6.00E-34 


1 


ribosomal protein S24 (rps24) gene, 














complete cds Length 


175D10 


18139 


18285 


U18671 


8.00E-45 


2 


Stat2 gene, complete cds Length = 18648 


116F9 


68889 


69093 


U85199 


6.00E-69 


1 


BAC956, complete sequence Length = 














105232 


598F3 


22246 


22656 


U91318 


0 


1 


chromosome 16 BAC clone CIT987SK-A- 














962B4, complete sequ 


471 G1 


1 


109 


Z56926 


9.00E-54 


1 


CpG island DNA genomic Mse1 fragment, 














clone 153c6, forw 


516D5 


1 


143 


Z62429 


4.00E-53 


1 


CpG island DNA genomic Mse1 fragment, 














clone 69a1, forwa 


107D11 


81 


292 


Z63603 


1.00E-104 1 


CpG island DNA genomic Mse1 fragment, 














clone 87h3, forwa 


481 D4 


12379 


12686 


Z69304 


1.00E-101 


1 


DNA sequence from cosmid V31 1G7, 














between markers DXS366 


461 G6 


23967 


24497 


Z69715 


1.00E-173 2 


DNA sequence from clone LL22NC03-74G7 














on chromosome 22 


465F5 


15468 


15659 


Z77852 


3.00E-70 


1 


DNA sequence from cosmid LUCA2 on 














chromosome 3p21.3 con 


459B2 


26193 


26772 


Z82248 


0 


2 


DNA sequence from clone LL22NC03-44A4 














on chromosome 22 


478E5 


49480 


49615 


Z83847 


6.00E-50 


1 


DNA sequence from clone RP3-496C20 on 














chromosome 22 Con 


469E6 


4705 


5229 


ZS3851 


0 


1 


DNA sequence from clone 989H11 on 














chromosome 22q13.1-13 


517H5 


128852 129155 


Z85986 


1.00E-156 1 


DNA sequence from clone 108K11 on 














chromosome 6p21 Conta 


114C1 


15995 


16486 


Z93016 


1.00E-121 


3 


DNA sequence from clone RP1-211D12 on 














chromosome 20q12- 




77940 


78185 


Z93016 








118A8 


117801 118272 


Z97989 


0 


2 


DNA sequence from PAC 66H14 on 














chromosome 6q21-22. Cont 




132708 132773 


Z97989 
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Table 3C: Table of novel human nucleotide sequences compared to assembled human sequences, 

depicting putative exon-intron structure 

Clone Accession Exon Exon Exon Exon 



1 1 


I Clone 


IGenome 




I Clone 


(Genome 




I Clone 


IGenome 




| Clone 


IGenome 




I 1 


|start|StcpjStart 


|&vOp 


|Start|Stop|start 


| Stop 


I Start] Stop | Start 


| Stop 


|| Start | Stop | Start 


|oiup 


Am* * k it* t\r\of>t>r\ 

47D11 NI_008UbU 


90 


407 


480193 




406 


586 


478843 




















53G7 NT_008060 


4 


204 


478642 


478842 


204 


459 


479917 


/1QCH71 
ItJU I ( 1 


















62C9 NT_0 15169 


29 


224 


22Q269 


oon aca 
<£A)4o4 


321 


384 


220540 


ZZUbUJ 


449 


518 


220568 - 


£./L\j( J/ 


517 


774 


220958 




62G9 NT_006328 


1 


145 


566357 


566213 


144 


219 


565724 


565649 


217 


315 


563987 




315 


418 


563775 


obJb (A 


65B1 NT_006098 


243 


454 


2418134 


2418345 


303 


462 


2421646 


OyHH Q/V7 


















65D10 NT_025892 


218 


401 


369301 


369483 


404 


541 


370290 


370427 


















65D1 1 NTJ)25892 


98 


241 


367311 


367453 


240 


425 


369301 


^>oy4ob 


423 


562 


370288 




561 


690 


376519 


i7ee>i □ 
oY6d4o 


65D12 NT_025892 


98 


219 


367333 


367453 


218 


399 


3S9301 


369483 


402 


541 


370290 


370427 










72D4 NT_008060 


1 


198 


478646 


478843 " 


197 


489 


479876 


48016B 


491 


585 


489271 


A CQQSC 

4o9aoo 










73A7 NT_008060 


1 


197 


478646 


478842 


197 


538 


479917 


480259 


















75B12 NTJJ10265 


1 


171 


309301 


309471 


169 


267 


315278 


315376 


264 


441 


316976 


317153 


440 


588 


317239 


317387 


cont'd blT_Q10265 


587 


658 


319041 


319112 




336 






















100B5 NT_0D6098 


16 


142 


556012 


556138 


143 


560579 


560772 


331 


416 


561268 


561353 










105B11 NTJJ22315 


2 


226 


66662 


66866 


429 


491 


89124 


89186 


















170F9 NT_010194 


4 


324 


6405068 


6405386 


323 


465 


6407864 


6408006 


















144F5 NTJJ11595 


1 


280 


125097 


124818 


345 


491 


120524 


120378 


279 


347 


123833 


123755 


490 


559 


118316 


1 1 8747 


166H7 MT.0D9729 


59 


130 


537939 


537868 


127 


281 


537177 


537023 


282 


362 


529971 


529891 


363 


581 


495332 


495414 


cont'd NTJQ09729 


579 


672 


491513 


491419 


























171A10 NT_009151 


2 


244 


6556227 


6556459 


245 


396 


6556693 


65o6846 


















98E1 NTJ306098 


12 


138 


556012 


556138 


139 


328 


550579 


560768 


330 


506 


561271 


561447 










134B4 NTJJ11512 


3 


251 


12517461 


12517709 


252 


338 


12519881 


12o 19957 


336 


448 


12523936 


a ncziAnsa 
" 2i>Z4U4o 










172E5 NTJJ09935 


5 


449 


1427508 


1427952 


448 


551 


1434457 


a ai a cen 
1434560 


















17SF12 NTJD11520 


48 


309 


6163505 


6163766 


308 


409 


6163856 


616395/ 


















51 B9 NT_021980 


75 


578 


120596 


121099 


3 


79 


120203 


12GZ79 


















51B12 NT_007140 


1 


65 


309298 


309214 


79 


609 


300215 


Zb3D04 


















191 F6 NT_010194 


7 


330 


6405063 


6405388 


329 


473 


6407854 


O4D80QS 


















459F10 NTJ308982 


1 


121 


92783 


92903 


116 


314 


93005 


932U2 


















461 H 1 2 NTJJ23539 


19 


94 


332693 


332 /oo 


92 


166 


334220 


do4zs4 


164 


298 


334438 


OOAO/ z 


300 


470 


335340 




463C3 NT_010476 


1 


136 


1307774 


1307950 


153 


214 


1308993 


1009124 


315 


429 


1309210 


i ouyoz-T 


427 


559 


1309492 


A 1/1QCJC 

l0Uob<£0 


465B3 NT_010222 


41 


227 


700806 


700992 


227 


414 


701556 


701743 


















513G4 NTJJ05130 


1 


134 


384702 


3845G9 


133 


204 


383722 


nnft*-»r 4 

383651 


202 


281 


37B695 


I370H4 e 

378b 16 


287 


346 


299615 


299556 


515E10 NT_023563 


1 


169 


9743 


9575 


169 


309 


8111 


7971 


















46SB10 NT_006292 


1 


331 


936306 


935977 


244 


745 


935875 


935374 


















465F9 NTJJ24872 


17 


186 


64694 


64525 


184 


295 


61751 


61640 


294 


626 


59515 


591 85 










121 B6 NT.023169 


2 


98 


183171 


1 83075 


258 


455 


164975 


164779 


460 


576 


163071 


162955 










462D1 NTJ523923 


139 


298 


191231 


191072 


297 


528 


190168 


189937 


















64G9 NTJ525892 


68 


210 


367311 


367453 


209 


394 


3S9301 


369485 


392 


531 


370288 


370427 










467C6 NTJ310101 


1 


73 


1265999 


1266071 


218 


330 


1295695 


129550/ 


330 


468 


1315073 


1315211 


467 


547 


1315798 


4<1<! C07U 


cont'd NTJ)10101 


546 


687 


1334907 


***** tzr\MTy 

1335047 


























467 G9 NT_011157 


69 


142 


917117 


917044 


142 


253 


916090 


915979 


















476G4 NTJ307592 


58 


121 


2382380 


2382443 


120 


362 


2382598 


Zo9Jo4U 


















477E1 NT 008680 


1 


116 


1185208 


1185323 


116 


472 


1186107 


118S4S2 


















477A11 NT_006292 


1 


325 


936300 


935977 


238 


851 


935875 


935262 


















480 A3 NTJJ10478 


1 


99 


2220394 


2220492 


181 


525 


2221546 


2221890 


















518H1 NT 005337 


1 


73 


2383056 


2383128 


125 


229 


2386650 


2386754 


227 


366 


2393104 


2393243 










519A9 NTJJ16S32 


64 


193 


172305 


172434 


191 


279 


176990 


177078 


















521 F2 NTJJ23563 


3 


107 


7651 


7756 


110 


254 


7988 


8111 


















597A4 NT_023563 


1 


109 


7647 


7755 


109 


256 


7964 


8111 


256 


452 


9575 


9771 










491 G11 NTJJ10265 


1 


127 


284740 


284 86S 


123 


242 


288529 


288548 


















494B11 NT_007343 


25 


246 


3168142 


3167921 


244 


334 


3162477 


3162387 


















479A1 NT_015169 


1 


109 


293941 


293833 


112 


217 


289082 


288977 


218 


33B 


285931 


285811 
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Table 4: Patient groups and diagnostic gene sets. 

Group A represents a patient group with a disease characteristic of interest. This 
characteristic either exists at the time of the leukocyte expression profile or develops 
subsequently as noted in the second column. Leukocyte expression profiles from 
patient in Group A are compared to those from patients in Group B (control subjects). 
Genes with expression characteristics in leukocytes that distinguish groups A and B 
form diagnostic gene sets for the condition. 



Group A 


Group A 


Group B 


Gene Set 




Event 






Atherosclerosis 


At time of 
profile 


No 

atherosclerosis 


Diagnostic of disease 


Restenosis 


Subsequent 
to profile 


No restenosis 


Predictive of disease 
occurance 


iviy \s w tlx ujLci.1 

infarction 


Siih^pfiiipnt 

VJ UUOvUUVlll. 

to profile 


Nn mvonardial 

i IV * 1A Jr VWUl U1CU 

infarction 


Prpfhpfivp of rH^pfl<2P 

comphcations 


Death from 
congestive heart 
failure 


Subsequent 
to profile 


No death, 
congestive heart 
failure 


Prognostic for 
known disease 


Trim ant 

JL X Olio yJ lull I 

allograft 
rejection 


Vh <; p n n pri t 

LJ UUotV[UCJiL 

to profile 


TV at! Qnl a tit 
L lctLloLJlcu.lt 

allograft, no 
rejection 


T^iok* dtriitifipptirin frvr 

XVI OJV oULClllllV^CHlUlX LSJl 

disease 


CHF responsive 
to beta blocker 

l^lllljJl \J V vU. 

ejection 
fraction) 


Subsequent 
to profile 


CHF 

unresponsive to 

hpfa hlnplrpi* 

UCla UlUwA-Gl 


Predictive of drug 
responsiveness 


Trnrvrnvprn pnt in 
.LlllJJl \J v taJULdll Hi 

angina after 

smoking 

cessation 


At timp nf 

profile 


No 

improvement in 
angina after 
smoking 
cessation 


AccAocmpnt n*F 

efficacy ofnon- 

pharmacologic 

therapy 


Improvement in 
angina after 
pro-angiogenic 
drug therapy 


At time of 
profile 


No 

improvement in 
angina after 
pro-angiogenic 
drug therapy 


Assessment of 
efficacy of 
pharmacologic 
therapy 


Positive results 
(atherosclerosis) 
at angiography 


Subsequent 
to profile 


Negative results 
(atherosclerosis) 
at angiography 


Assessment of 
selection for further 
diagnostic testing 


Active systemic 
lupus 

erythematosis 
(SLE) 


At time of 
profile 


Inactive SLE 


Diagnosis of disease 
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Group A 


Group A 


Group B 


Gene Set 




Event 






Development of 
cardiac allograft 
vasculopathy 


Subsequent 
to nrofile 


No 

development of 
cardiac allograft 
vasculopathy 


Predictive of disease 


Patients at time 
of angioplasty 




Same patients 
presenting later 
with restenosis 


Identification of • 

pathway 

genes/targets 


Endothelial 
Dysfunction 


At time of 
profile 


No endothelial 
dysfunction 


Diagnosis, disease 
monitoring 


Unstable angina 


At time of 
profile 


Atheroscleosis 
without 

unstable angina 


Diagnosis of disease 
complication 



324 



WO 02/057414 

Table 5: Nucleotide sequence databases used for analysis 



PCT/US01/47856 



Database 


Version 


Description 


Location of file 


Threshold of 

Significance 

Used 


nr 


Release 
123.0 


GenBank-HEMBL+DDBJ+P 
DB sequences (but no EST, 

OIL?, vJ JO, Ul 11 X VJL3 

sequences). No longer "non- 
redundant". 


ftp:/ncbi.nlm.iiih.gov/ 
blast/nt.Z 


Expect value 
(e) < 10" 25 


dbEST 


04/10/01 


Non-redundant Database of 

npnRanlr+FMRT 4- DTYRT 

Clil_>Oj.JLK I 1_/1VJLL>1^ « ±JLJLJJ 

EST Division 


ftp :/ncbi.nlm.nih. gov/ 

l">la<it/pQt Tinman 7 


Expect value 
(€\ < 10~ 25 


UniGene_unique 


Build 132 


One sequence selected from 
each UniGene cluster (the 
one with the longest region of 
high-quality sequence data). 


ftp:/ncbi.nlm.nih.gov/ 
pub/shuler/ unigene/ 
Hs.seq.uniq.Z 


Expect value 
(e) < 10" 25 


Human Genome 


Build 22 


Sequence data of all contigs 
used to assemble the human 
genome 


ftp:/ncbi.nlnxnih.gov/ 

genomes/H_sapiens/ 

CHR_#/hs_chr#.fa.gz 


Expect value 
(e) < W 25 
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Table 6: Algorithms used for exon and polypeptide prediction 



Aigoritum 


u cs c rip iiuu 




Genscan 


Predicts the locations and exon-intron 
structures of genes in genomic 
sequences. 


http://genes.nut.edu/GENSCAN.htrnl 


Genomescan 


Incorporates protein homology 
information when predicting genes. 


http://genes.rmt.edWgenomescan.hrml 


GrailEXP 


Predicts exons, genes, promoters, 
polyAs, CpG islands, EST similarities, 
and repetitive elements within a DNA 
sequence. 


http://grail.lsd.ornl.gov/grailexp/ 


G-Known 


Predicts genes and features of a DNA 
sequence at user-specified levels of 
complexity. Can incorporate extra 
information supplied by user including 
gene predictions from other gene finding 
programs, EST hits, similarities to 
known proteins, synteny between 
corresponding genomic regions in related 
organisms, methylation of the bases, 
regulatory binding sites, and topology 
information. 


http://w\vw.cse.ucsc.edu/research/compbio/pgf7 


FGENES 


Uses linear and hidden Markov models 
for exon prediction 


http.y/genonMc.sanger.ac.uk/gf/gf.shtrnl 
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Table 7: Databases and algorithms used for Protein Analysis 



Algorithm 


Description 


Web address 


BLASTP, version 2.0 


Identification of unknown protein or 
subunit based on similarity to known 
proteins or subunits. 


http://www.ncbi.nlm.nih.gov/BLAST/ 


BLASTX 


Algorithm for translating a nucleotide 
query sequence and aligning the 
translation to sequences in protein 
databases 


http://www.ncbi.nlm.nih.gov/BLAST/ 


TBLASTN 


Algorithm for aligning an unidentified 
peptide sequence to predicted 
translations of nucleotide sequences 


http://www.ncbi.nlm.nih.gov/BLAST/ 


SWISS-PROT, 
release 39.0 


Protein sequence database 


http://www.expasy.ch/cgi-bin/ 
sprot-search-de 


Protein International 
Resource (PER.) 


Protein sequence database 


http://www-nbrf.georgetown.edu/ 
pirwww/ 


GenPept 


Amino acid translations from 
GenBank/EMBL/DDBJ records that are 
annotated with one or more CDS features 


f\^://ncbi.nlm.nih.gov/genbank/ 
genpept.fsa.gz 


TrEMBL 


Contains the translations of all coding 
sequences present in the EMBL 
Nucleotide Sequence Database, which 
are not yet integrated into SWISS-PROT 


http://www.ebi.ac.uk/swissprot/ 


Prosite, release 16.39 


Database of protein families and 
domains. Consists of biologically 
significant sites, patterns and profiles. 


http://www.expasy.ch/prosite/ 


Pfam, version 6.2 


Collection of multiple sequence 
alignments and hidden Markov models 
covering many common protein domains 


http://w\vw.sanger.ac.uk/Sofrware/ 
PfanV 


ProDom, version 200 1 . 1 


Domain arrangements of proteins and 
protein families 


http://protein.toulouse.inra.fi:/ 
prodom.html 


TMpred 


Prediction of transmembrane regions to 
aid in subcellular localization and 
function predictions 


http://www.ch.embnet.org/software/ 
TMPRED_form.html 



327 



WO 02/057414 



PCT/US01/47856 



SEQ 
ID 



Origin 



Unlgene Locus 



Gl 



Table 8 

Nominal Description 



Strand 



Probe Sequence 



1 cDNA T-cells 

2 cDNAT-cells 

3 cDNA T-cells 

4 literature 

5 cDNA T-cells 

6 cDNA T-cells 



Hs.100001 NMJ)05O74 

Hs.104157 AW968823 

Hs.104157 AW968823 

HS.1051 NM_004131 

Hs. 105230 AA489227 

Hs.105230 AA489227 



7 


cDNA T-cells 


Hs.107979 


NMJ514313 


7657594 


3 


cDNA T-cellS 


HS.108B8 


AK025212 


10437679 


9 


cDNA T-cells 


Hs.10888 


AK025212 


10437679 


10 


cDNA T-cells 


Hs.1100 


M55654 


339491 


11 


cDNA T-cells 


Hs.11000 


NMJ315344 


7662509 


12 


cDNA T-cells 


Hs.1101 


NMJJ02698 


4505958 


13 


cDNA T-cells 


Hs.11238 


AB014522 


3327057 


14 


cDNA T-ceKs 


Hs.1 16481 


NMJJ017S2 


4502652 


15 


cDNA T-cells 


Hs.295726 


M14648 


340306 


16 


CDNA T-cells 


Hs.119155 


AL1 09786 


5725475 


17 


cDNAT-cells 


Hs.119155 


AL1 09786 


5725475 


13 


cDNA T-celis 


Hs.1 19537 


NMJ305559 


5730026 


19 


CDNAT-cells 


HS.121025 


NM_014205 


7656935 


20 


literature 


Hs.1 26256 


NM_000575 


10835144 


21 


CDNAT-cells 


Hs.126925 


AK023275 


10435137 


22 


cDNAT-cells 


Hs.1 279 


AK024951 


10437374 


23 


cDNA T-cells 


Hs.1 29780 


NM_003327 


4507578 


24 


cDNAT-cells 


HS.1 309 


M28625 


160035 


25 


cDNA T-cells 


Hs.1 349 


NM_000758 


4503076 


26 


cDNA T-cells 


Hs.1 36375 


BF513274 


11593453 


27 


cDNA T-ceils 


Hs.1 36375 


BF513274 


11598453 



28 cDNAT-cells 

29 cDNA T-cells 

30 CDMA T-ce/is 

31 cDNA T-cells 



Hs.1 37548 NMJID3874 

Hs.1416 M15059 

Hs. 142023 NMJJ05816 

Hs.1481 NM_002112 



4827009 solute carrier family 1 7 (sodium 

phosphate), member 1 (SLC17A1), 
8158664 EST380899 cDNA /gb=AWS6B823 

direction unknown 
8158664 Complement Of EST380399 cDNA 

/gb=AW968823 direction unknown 
7252379 granzyme B (granzyme 2, cytotoxic T- 

lymphocyte-asscciated serine esterase 

1) (GZMB), 
2218829 aa57f07.s1 cDNA,3'end 

/clone=IMAGE:825061 strand unknown 

2218829 Complement, aa57f07.s1 cONA,3'end 
/clone=IMAGE:825061 strand unknown 



small membrane protein 1 (SMP1), 
mRNA /cds={99, 

cDNA: FU21559 fis, clone COL05406 
/cds=UNKNOW 

complement cDNA: FU21 559 fis, 
done COL06406 /cds=UNKMOW 



cds /cds=(241,12 



factor 2 (P 



asters H (Mast)-like homolog 1 
4502652 CD72, B ceil differentiation antigen 



cell adhesion protein (vitronectin) 
receptor alpha s Platelets, 
megakaryocytes 

mRNA full length insert cDNA clone 
EUROIMAGE 81 

Complement of mRNA full length insert 
cDNA clone EUROIMAGE 82 
GAP-assoctated tyrosine 
phosphoprotein p62 (Sam63) 
chromosome 1 1 open reading frame 5 
(C110RF5), m 

interleukin 1-beta (IL1B) mRNA, 
monocytes, macrophages 
FLJ13213 fis, clone MT2RP4001126, 
weakly 

FU21 298 fis, clone COL02040, highly 
sim 

OX40 homolog, ACT35 Antigen, TNF 
receptor superfamily, member 4 
thymocyte antigen CDia mRNA 



macrophage) (CSF2), 
ESTs, Weakly similar to S65824 
reverse transcriptase homolog (3' EST 
read) 

Complement of ESTs, Weakly similar to 
S65824 reverse transcriptase homolog 
(3' EST read) 
4502686 CD84 antigen (leukocyte antigen) 
(CD84) 

1 B2447 Fc-epsilon receptor (tgE receptor) 
mRNA, complete cd 
5032140 TACT_T-CELL SURFACE PROTEIN 

4504364 histidine decarboxylase (EC 4.1.1.22) 
(HDC), 



32 


cDNA T-celts 


Hs.1 50403 


NMJ)0079D 


4503280 


dopa decarboxylase (aromatic L-amino 












acid decarboxylase) 


33 


cDNA T-cells 


Hs.1513 


NM_000629 


10835182 


Interferon (alpha, beta and omega) 










4502662 


receptor 1 (IFNAR1), 


34 


literature 


Hs.1 53053 


NMJJ01774 


leukocyte antigen CD37 


35 


cDNA T-cells 


HS. 153952 


X55740 


23896 


placental cDNA coding for 












5*nucleotidase (EC 3.1-3.5) 



AG AGC ACTTGCAGAG CCTG G GACAA 
CCTC CTTATTG AAG GGAAG AGGG AC 
TG GTCTC AAAG ATTTACATG G C AAC A 
TTCGAAAGTCCCCAGAGAAGTCCT 
AGG ACTTCTCTG GG G ACTTTC G AATG 
TTGCCATGTAAATCTTTGAGACCA 
AGG TGC C AG C AACTG AATAAATACCT 
CTCCCAGTGTAAATCTGGAGCCAA 

GGGTGTCTTTAAATAGCACTAGCCAA 
ATCACATATCTCCAACACTCCTTA 

TAAGGAGTGTTGGAGATATGTGATTT 
GG CTAGTG CTATTTAAAGAC ACCC 

CCCACAGTGCAATTCAGAATATGCTC 
AGGGAATGCCAGCCACCTTGTAAA 
GCCAAGACAATAAGCTAGGCTACTGG 
GTC C AG CTACTACTTTGGTGG GAT 
ATCCCACCAAAGTAGTAGCTGGACCC 
AG TAGCCTAGCTTATTGTCTTG G C 
AATTTATAACTCCTAG GG GTTATTTCT 
GTG C CAGACAC ATTCCACCTCTC 
ACTAATTG CATTGG CAG C ATTGTGTC 
TTTG AC CTTGTATACTAGCTTG AC 
AAACCAAAAATAATCACAACAGAAAC 
CAGCTGCCCCAAAGGAACCAGAGG 

TCCCACCAGGACTTTGCTAACAATAA 
TGTTTG GAAATAAAGAAGTGCTCT 

TGACAC TCATGCCAACAAGAACCTGT 
GCCCCTCCTTCCTAACCTGAGGCC 
ACAAATTTTACCCTMCAGTTTTACCA 
C C TA G C AACAGT CATTTCT G AAA 

TTTATTG GTACTTC CTAAAG ATAG AG A 
CTAAAGTCATG GTAGTATTG GCC 
GGCCAATACTACCATGACTTTAGTCT 
CTATCTTTAGGAAGTACCAATAAA 
CCTCCCATTTTGTTCTCGGAAGATTA 
AATG CTAC ATGTGTAAGTCTG CCT 
CCGTGCCCGGAAACAGGCCGTGGCT 
AG AG AAGAG CG AGATCATCTTTACC 
GGTCTAATTTATTCAAAGGGGGCAAG 
AAGTAG CAGTGTCTGTAAAAGAG C 
AGATGGGTGAATCAGTTGGGTTTTGT 
AAATACTTGTATGTG G G G AAGACA 
TCTCTAGTTGTCACTTTCCTCTTCCAC 
TTTGATAC CATTGG GTC ATTG AA 
TC AAAAGAAAG CCTTCTG GATGCTGT 
TAAG ATGTACCCTTC AG GTG AACC 
CCCCCTTTCCTTCTAATTTTTCAGCTC 
CTTC AATG C AAAGTACATGTATT 
CCTCCAACCCC GG AAACTTCCTGTG C 
AACC CAGACTATCACCTTTG AAAG 
GGAAGGTAGTCTTCATTTGCAATCAG 
G AAAAC G AACGTAAAGG CACAG GT 

ACCTGTGCCTTTACGTTCGTTTTCCT 
GATTGCAAATGAAGACTACCTTCC 

TGTTTTC CTC ACTAC ATTGTAC ATGTG 

GGAATTACAGATAAACGGAAGCC 

CAGAGCAAGACCCTGAAGACCCCCA 

ACCACGGCCTAAAAGCCTCTTTGTG 

GCTTCATATGTATGGCTGTTGCTTTG 

CTTC ATGTGTATGG CTATTTGTAT 

CAGATGGGTTCAGCAGTCTGGTCAGT 

GAGAAAGGGCCGAGGGTAGACAGG 

TCCAGGGCAATCAATGTTCACGCAAC 
TTGAAATTATATCTGTGGTCTTCA 
TCATCC C GAG AACATTG GCTTCCACA 
TCACAGTATCTACCCTTACATGGT 
CG CTCTCG ATATTC CTGTG C AG AAAC 
CTG G ACC AC GTCTAC AACCGGCTC 
CCTG CTC AGCTCTGCATAAGTAATTC 
AAGAAATG GG AGG CTTC ACCTTAA 
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36 


cDNA T-cells 


Hs.155595 


NM_OD4404 


37 


cDN A T-cells 


Hs.1570 


Z34897 


38 


cDN A T-cells 


Hs.159557 


AK024833 


39 


cDNAT-cells 


Hs.160417 


NM_013390 


40 


cDNA T-cells 


Hs.16488 


BC00791 1 


41 


cDNA T-cells 


Hs.166120 


NM_004031 


42 


cDNA T-cells 


Hs.166975 


NM_006925 


43 


literature 


Hs.167988 


S71824 


44 


cDNA T-cells 


Hs.168103 


AF026402 


45 


cDNA T-cells 


Hs.168132 


U14407 


46 


literature 


Hs.168383 


NM_000201 


47 


cDNA T-cells 


Hs.169191 


U58913 


48 


literature 


Hs.169610 


AJ251595 


49 


cDNA T-cells 


Hs. 170311 


D89678 


50 


cDNA T-cells 


Hs.170311 


D89378 


51 


cDNA T-cells 


Hs.170311 


D89678 


52 


cDNA T-cells 


- Hs.171763 


X59350 


53 


cDNAT-cells 


Hs.171917 


AB037855 


54 


cDNA T-cells 


Hs.172089 


AL110202 


55 


cDNA T-cells 


Hs.172089 


AL1 10202 


56 


literature 


Hs.1722 


M28983 


57 


literature 


Hs.1722 


M28983 


58 


literature 


Hs.1722 


M28983 


59 


literature 


HS.1724 


X01Q57 


60 


literature 


Hs.1724 


X0105? 


61 


literature 


Hs.1724 


X01057 


62 


CDNA T-cells 


Hs.172631 


J04145 


63 


cDNA T-cells 


Hs.305870 


NM_003761 


64 


cDNA T-cells 


Hs.172791 


NMJ)04182 


65 


literature 


Hs.173894 


NM_0GQ757 


66 


cDNA T-cells 


Hs.174103 


NM_002209 


67 


cDNA T-cells 


Hs.174142 


X03663 


68 


cDNA T-cells 


Hs.169610 


AA1 56937 


69 


cDNA T-cells 


Hs.17483 


NM_000616 


70 


cDNA T-cells 


HS.177559 


U05875 



Table 8 

4758157 Neural precursor cell expressed, 
developmental^ down-regulated 5 
510295 H1 histamine receptor 

10437239 FLJ21 1 80 fis, clone CAS1 1 176, highly 
sim 

7019554 transmembrane protein 2 (TMEM2), 

mRNA /cds=(14 
14043948 calreticulin 

4809287 interferon regulatory factor 7 (IRF7), 
transc 

5902077 splicing factor, arginine/serine-rich 5 
(SFR 

632775 N-CAM=145 kda neural cell adhesion 
molecule 

2655201 U5 snRNP 1 00 kD protein mRNA, cds 
/cds=(39,2501 
540098 interleukin 15 (IL15) mRNA 

4557877 intercellular adhesion molecule 1 

(CD54), rhinovirus receptor (ICAM1), 

4204907 chemokine (hmrp~2a) mRNA, complete 

cds /cds=(71,484) 
6491738 transmembrane glycoprotein (CD44 

gene). 

3218539 50 forA+U-rich element RNA binding 
factor, 

3218539 60 forA+U-rich element RNA binding 
factor, 

3218539 70 for A+U-rich element RNA binding 
factor, 

36090 mRNA for B cell membrane protein 
CD22 

7243265 mRNA for KIAA1434 protein, partial cds 

5817121 cDNA DKFZp586!2022 (from clone 
DKF2p586l 

5817121 Complement of cDNA DKFZp586l2022 
(from clone DKFZp586l 

186279 50 interleukin 1 alpha (IL 1) mRNA, 

macrophages 
186279 60 interleukin 1 alpha (IL 1) mRNA, 

macrophages 

186279 70 interleukin 1 alpha (IL 1) mRNA, 
macrophages 

33812 50 mRNA for interteukin-2 receptor 

3381 2 60 mRNA for interieukin-2 receptor 



3381 2 70 mRNA for interieukin-2 receptor 



1 89068 neutrophil adherence receptor alpha-M 
subunit mRNA 

14043025 vesicle-associated membrane protein 
8 (endob 

4759297 ubiquitously-expressed transcript 
(UXT), mR 

4503074 macrophage-specific colony-stimulating 

factor (CSF-1) 
4504756 Integrin, alpha L (CD1 1 A (p180), 

lymphocyte function-associated antigen 

1; alpha polypeptide) 
29899 c-fms proto-oncogene Monocytes 

1728552 ZI19C02.S1 

Soares_pregnanUiterus_NbHPU 
10835166 CD4 antigen (p55) (CD4). 

463549 clone pSK1 interferon gamma receptor 
accessory factor 



1 GGAGGACCCACACTGCTACACTTCTG 

ATCCCCTTTGGTTTTACTACCCAA 
1 GAAGAACAGCAGATGGCGGTGATCA 

GCAGAGAGATTGAACTTTGAGGAGG 
1 GGAATTTCCTATCTTGCAGCATCCTG 

TAAATAAACATTCAAGTCCACCCT 
1 CCTCAAAGTGCTACCGATAAACCTTT 

CTAATTGTAAGTGCCCTTACTAAG 
1 AGTGG GTCCCAGATTGGCTCACACT 

GAGAATGTAAGAACTACAAACAAAA 
1 CTGTCCAGCGCCAACAGCCTCTATGA 

CGACATCGAGTGCTTCCTTATGGA 
1 AAATTCTGGTAAGTATGTGCTTTTCTG 

TGGGGGTGGGATTTGGAAGGGGG 
1 ATGGGTGAAGAGAACCGAGCAAAGA 

TCAAAATAAAAAGTGACACAGCAGC 

1 GCTGTGTCCATCTTTGTCACTGAGTG 
AAATCTCTGTTTTCTATTCTCTGA 

1 ATGTGCTGTCAAAACAAG I f I I ICTGT 
CAAGAAGATGATCAGACCTTGGA 

1 CAGTGATCAGGGTCCTGCAAGCAGT 
GGGGAAGGGGGCCAAGGTATTGGAG 

1 TGGACACACGGATCAAGACCAGGAA 

GAATTGAACTTGTCAAGGTGAAGGG 
1 AACAGACCCCCTCTAGAAATTTTTCA 

GATGCTTCTGGGAGACACCAAAGG 
1 GTCAGTAGGTGCGGTGTCTAGGGTA 

GTGAATCCTGTAAGTTCAAATTTAT 
1 AGTTGTGTGGTCAGTAGGTGCGGTG 

TCTAGGGTAGTGAATCCTGTAAGTTC 

AAATTTATG 
1 TTTAAGTTGTGTGGTCAGTAGGTGCG 

GTGTCTAGGGTAGTGAATCCTGTAAG 

TTCAAATTTATG ATTAG G 
1 GTTTGAGATGGACACACTGGTGTGGA 

TTAACCTGCCAGGGAGACAGAGCT 
1 TTGTGACTCTGAATCCCATGTTCTCA 

AACTACGCTGCCTTCCGAAGTCTG 
1 TTTAAGTACTAAGTCATCATTTGCCTT 

GAAAGTTTCCTCTGCATTGGGTT 
-1 AACCCAATGCAGAGGAAACTTTCAAG 

GCAAATGATGACTTAGTACTTAAA 

1 TACCTGGGCATTCTTGTTTCATTCAAT 
TCCACCTGCAATCAAGTCCTACA 

1 CCATTAAACTTACCTGGGCATTCTTG 
TTTCATTCAATTCCACCTGCAATCAAG 
TCCTACA 

1 CACCTGCAATCAAGTCCTACAAGCTA 

AAATTAGATGAACTCAACTTTGACAA 

CCATGAGACCACTGTTAT 
1 AATGCGTACGTTTCCTGAGAAGTGTC 

TAAAAACACCAAAAAGGGATCCGT 
1 ACGTTTCCTGAGAAGTGTCTAAAAAC 

ACCAAAAAGGGATCCGTACATTCAAT 

GTTTATGC 
1 CAAATCAATGCGTACGTTTCCTGAGA 

AGTGTCTAAAAACACCAAAAAGGGAT 

CCGTACATTCAATGTTTA 
1 CTCCGGGAGAGGGGACGGTCAATCC 

TGTGGGTGAAGACAGAGGGAAACAC 

1 GGCTGGGAAACTGTTGGTGGCCAGT 

GGGTAATAAAGACCTTTCAGTATCC 
1 TGCTAGAGGGGCTTAGAGAACTACAA 

GGCCTGCAGAATTTCCCAGAGAAG 
1 CTGACTCAGGATGACAGACAGGTGG 

AACTGCCAGTGTAGAGGGAATTCTA 
1 GTAAAGGCTATACTTGTCTTGTTCAC 

CTTG GGATGACGCCGCATGATATG 

1 CAAGCAGGAAGCACAAACTCCCCCA 

AGCTGACTCATCCTAACTAACAGTC 
1 TCTTCAACAGACCCCCTCTAGAAATT 

TTTCAGATGCTTCTGGGAGACACC 
1 GTCCTCCACG CCATTTCCTTTTCCTT 

CAAGCCTAGCCCTTCTCTCATTAT 
1 GGCCCTTCATGTACATCCATGGTGTG 

CTG G CTTAAAATGTAATTAATCTT 
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71 


cDNA T-cefte 


Hs. 179526 


S73591 


72 


cDNA T-cells 


HS.1799 


J04142 


73 


cDNA T-cells 


Hs. 180804 


AK000271 


74 


cDNA T-cells 


HS.180866 


NMJ)00416 


75 


cDNA T-cells 


Hs.181165 


AK026650 


76 


cDNA T-cells 


Hs.181357 


NM_002295 


77 


cDNA T-cetls 


Hs.167660 


NMJM4504 


78 


cDNA T-celfs 


HS.18274D 


NM_001015 


79 


cDNA T-cells 


Hs. 187660 


NM_0 14504 


60 


cDNA T-calls 


Hs. 197345 


NMJ>D1 469 


81 


cDMA T-cells 


Hs.198253 


M33906 


82 


cDNA T-cells 


Hs.197345 


NM 001469 


83 


cDNA T-cells 


Hs.198253 


M 33 906 


64 


cDNA T-cells 


Hs.1987 


NMJ506139 


85 


cDNA T-cells 


Hs.336769 


NM 002074 


86 


cDNA T-cells 


Hs.211576 


L10717 


87 


cDNA T-cells 


Hs.336769 


NM 002074 


88 


cDNA T-cells 


Hs.2166 


AF 11 9850 


89 


cDNA T-cells 


Hs.21907 


NMJ>07067 


90 


cOMA T-cells 


Hs.2200 


NM_005041 


91 


cDNA T-ce)/s 


Hs.2233 


NM_000759 


92 


cDNA T-cells 


Hs.2236 


Z29067 


93 


cDNA T-ceils 


Hs.233936 


NM_006471 


94 


cDNA T-cells 


Hs.236449 


NM 024898 


95 




Hs.238648 


NM 003999 


96 


cDNA T-cells 


Hs.238707 


NMJ)24901 


97 


cDNA T-ceWs 


Hs.239138 


NMJ305748 


93 


cDNA T-cells 


Hs.239189 


NMJM4905 


99 


cDNA T-cel!s 


Hs.241392 


NM_002985 


100 


cDNA T-cells 


Hs.241567 


NM_016838 


101 


cDNA T-cells 


Hs.241570 


NM_000594 


102 


cDNA T-cells 


Hs.247885 


NMJJ22304 


103 


cDNAT-cells 


Hs.246156 


NM.020530 


104 


cDNA T-cells 


Hs.298469 


NMJ300789 


105 


cONA T-cells 


Hs.336780 


NMJW6088 


106 


cDNA T-cells 


Hs.252723 


NMJI00981 


107 


cDNA T-cells 


NA 


X53795 


108 


literature 


Hs.25648 


NMJJ01250 


109 


cDNA T-celJs 


Hs.258503 


AF160973 



Table 8 

688296 brain-expressed HHCPA78 hornolog 
VOUP1 (Gene) 

619799 (larnbda-gt11W-5>MHC class* antigen- 
like g] 

7020240 CDNA FLJ2D264 fis, clone COLF791 2 

/cds=UNKNOWN 
4557879 interferon gamma receptor 1 (1FNGR1), 

1 0439548 FU22997 fis, done KAT1 1 962, highly 
sim 

9845501 iaminin receptor 1 (67kD, ribosomal 
protein SA 

7657495 Major histocompatibility complex, class 
I, E (HLA-E) 

14277698 ribosomal protein S11 (RPS11), mRNA 
/cds=(15,4 

7657495 putative Rab5 GDP/GTP exchange 

factor homologu 
4503840 thyroid auto2ntigen 70kD (Ku antigen) 

(G22P1), 

164194 MHC class 11 HLA-DQA1 mRNA, 
complete cds /cds=(43,810) 
4503840 thyroid autoantfgen 70kD (Ku antigen) 
(G22P1), 

184194 MHC class II HLA-DQA1 mRNA, 
complete cds /cds=(43,8lQ) 
5453610 CD28 antigen (Tp44) (CD28) 

1 1321 584 guanine nucleotide binding protein (G 
protein) 

307507 T cell-specific tyrosine kinase mRNA, 
complete 

1 1 321 584 guanine nucleotide binding protein (G 
protein) 

7770136 PRO1608 mRNA, complete Cds 

/cds=(1221 t 2174)/ 
5901 961 histone acefyltransferase (HBOA), 

mRNA /cds= 
4826941 Perfonn 1 (pore forming protein; PRF1) 

4503078 granulocyte colony-stimulating factor 3 
(CFS3) 

479172 NEK3_SERJNE/THREONINE- 

PROTEIN KINASE NEK3 
5453739 myosin, light polypeptide, regulatory, 
non-s 

1 3376352 cDNA FU22757 fis, clone KAIA0303 

/cds=(92 t 24 
4557039 oncostatin-M specific receptor beta 

subunit (OSMRB) 
1 3376358 cDNA: FU22457 fis, clone HRC09925 

/cds=(56,14 
5031976 pre-B-cell colony-enhancing factor 

(P8EF), m 
7662327 glutaminase (GLS), 

4506846 small inducible cytokine A5 (RANTES) 
(SCYA5), 

8400721 RNA binding motif, single stranded 

interacting 
103351 54 Tumor necrosis factor (TNF 

superfamily, member 2 
13435404 Histamine receptor H2(HRH2) 

10092620 oncosiatinM(OSM), 

4503272 dipeptidyl carboxypeptidase 1 

(angiotensin \ converting enzyme) 
(ACE) 

5174734 tubulin, beta, 2 (TU8B2), mRNA 

4506608 ribosomal protein 11 9 (RPL1 9), mRNA 
fcds=<28,6 

35832 R2 mRNA for an inducible membrane 
protein /cds=(1 56,95 
4507580 Tumor necrosis factor receptor 
superfamily, member 5 

5616319 P53 inducible protein 



1 AAGATGCCCAACCCTGTGATCAGAAC 

CTCCAAATACTGCCATGAGAAACT 
1 CAGGAGTTTGTGTGTCTTTTATAAAAA 

GTTTGCCCTGGATGTCATATTGG 
1 CCCTGAGTGACAGTCACGACAGAAC 

AAAACCACAAGACCAGACCACATTT 
1 CCTTTACATCCAGATAGGTTACCAGT 

AACGGAACATATCCAGTACTCCTG 
1 TGCATCGTAAAACCTTCAGAAGGAAA 

GGAGAATGTTTTGTGGACCACTTT 
1 GGCCACTGAATGGGTAGGAGCAACC 

ACTGACTGGTCTTAAGCTGTTCTTG 
1 TGTAGGGTAAATGTGACTGGAATACA 

CCTTTGGAACGGAATTCTTTATCA 
1 AGGCTGGACATCGGCCCGCTCCCCA 

CAATGAAATAAAGTTATTTTCTCAT 
1 TGTAGGGTAAATGTGACTGGAATACA 

CCTTTGGAACGGAATTCTTTATCA 
1 GTTGCCATGGTGATGGTGTAGCCCTC 

CCACTTTGCTGTTCCTTACTTTAC 
1 CCACCCACCCCTCAATTAAGGCAACA 

ATGAAGTTAATGGATACCCTCTGC 
1 GTTGCCATGGTGATGGTGTAGCCCTC 

CCACTTTGCTGTTCCTTACTTTAC 
1 CCACCCACCCCTCAATTAAGGCAACA 

ATGAAGTTAATGGATACCCTCTGC 
1 GCTCACCTATTTGGGTTAAGCATGCC 

AATTTAAAGAGACCAAGTGTATGT 
1 TCCACCTTTTGTATTTAATTTTAAAGT 

CAGTGTACTGCAAGGAAGCTGGA 
1 CCCTATCCCGCAAAATGGGCTTCCTG 

CCTGGGTTTTTCTCTTCTCACATT 
1 TCCACCTTTTGTATTTAATTTTAAAGT 

CAGTGTACTGCAAGGAAGCTGGA 
1 AGATCTTCAAGTGAACATCTCTTGCC 

ATCACCTAGCTGCCTGCACCTGCC 
1 GCTAATTTTAAGCATGTTCAGTGGCA 

GCTCCCCTCCAGTTTCAGTGTCAC 
1 CCTGTGATCAGGCTCCCAAGTCTGGT 

TCCCATGAGGTGAGATGCAACCTG 
1 ACATGGTTTGACTCCCGAACATCACC 

GACGTGTCTCCTGTTTTTCTGGGT 
1 TCAGAGCTGAAGAAGCGAGCTGGAT 

GGCAAGGCCTGTGCGACAGATAATG 
1 TCAGCCATTTTGGGCATATGTATCTTT 

ATAATCAGACTGGAAACGGGACT 
1 ATCCTGGCAACCTTACAATTCCTCTC 

GGCATTTGTCACTTCCATCTCAGC 
1 AGCTTACTACAGTGAAAGAATGGGAT 

TGGCAAGTAACTTCTGACTTACTG 
1 ATTATAACATCTTCAACACAGAACACA 

CTTTGTGGTCGAAAGGCTCAGCC 
1 TGTCAGAGATTGCCTGTGGCTCTAAT 

ATG CACCTCAAG ATTTTAAGGAGA 
1 TGTCTGGCAGGGACTGAATGACCTG 

ATGTCAGATTTAGATTCTTCCTGGG 
1 GGGAGGAACACTGCACTCTTAAGCTT 

CCGCCGTCTCAACCCCTCACAGGA 
1 ATGAAGAAGGGTGTGAAGGCTGAAC 

AATCATGGATTTTTCTGATCAATTG 
1 GCCTCTGCTCCCCAGGGAGTTGTGT 

CTGTAATCGGCCTACTATTCAGTGG 
1 GGATGCTACTGATGGGAATGATTAAG 

GGAGCTGCTGTTTAGGTGGTGCTG 
1 TCAGGAACAACATCTACTGCATGGCC 

CAGCTGCTGGACAACTCAGACACG 
1 CTTACATCAGGTACTTTGTCAGCTTC 

ATCATCCAGTTCCAGTTCCACGAG 

1 CATCCAGGAGCTGTTCAAGCGCATCT 

CCGAGCAGTTCACGGCCATGTTCC 
1 ACCTCCCACTTTGTCTGTACATACTG 

GCCTCTGTGATTACATAGATCAGC 
1 GTCTTTGAGAATATGATGTCAGACAT 

TTTCGGATGGGCTGTTTAGATGTT 
1 GGTCACCCAGGAGGATGGCAAAGAG 

AGTCGCATCTCAGTGCAGGAGAGAC 

1 AGACCCTTATCTGGAGGAGGAAGAG 
AAGCAGGAGAGAGAAAGCCACAGCC 
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110 


cDNA T-cells 


Hs.265829 


NMJ>02204 


111 


cDNA T-cells 


Hs.271387 


Y16645 


112 


cDNA T-ce!ls 


Hs.272493 


NM_0D4167 


113 


cDNA T-cells 


Hs. 176663 


NM_000570 


114 


literature 


Hs. 278443 


NM_004001 


115 


cDNA T-cells 


Hs.62954 


J04755 


116 


cDNA T-celis 


Hs.279581 


AK000575 


117 


cDNA T-cells 


Hs.279930 


V00522 


118 


cDNA T-cells 


Hs.181357 


NMJ)Q2295 


119 


cDNA T-cells 


Hs.283722 


NM_020151 


120 


cDNA T-cells 


Hs.78961 


NM_014110 


121 


cDNA T-celJs 


Hs.334853 


NM_006013 


122 


cDNAT-cells 


Hs.334853 


NM_0Q6013 


123 


cDNA T-cells 


Hs.284283 


U90552 


124 


cDNA T-cells 


Hs.286212 


AK021791 


125 


cDNA T-cells 


Hs.287369 


NM 020525 


126 


cDNA T-cells 


Hs.287369 


NM_020525 


127 


cDNA T-cel!s 


Hs.287369 


NM_020525 


128 


cDNA T-cells 


Hs.288061 


NMJD01101 


129 


cDNA T-cells 


Hs.315054 


NM_032921 


130 


cDNA T-cells 


HS.289088 


NM_005348 


131 


cDNA T-cells 


HS.29052 


AK000196 


132 


cDNA T-cells 


Hs.291129 


AA837754 


133 


cDNA T-cells 


Hs.292590 


D59502 


134 


cDNA T-ceJIs 


Hs.292590 


D59502 


135 


cDNA T-cells 


Hs.99858 


X61923 


136 


cDNA T-cells 


Hs.323463 


AL050141 


137 


cDNA T-cells 


Hs.323463 


AL050141 


138 


cDNA T-cells 


Hs.323822 


AB046771 


139 


cDNA T-cells 


NA 


AF347015 


140 


cDNA T-cells 


Hs.30035 


U61267 


141 


cDNA T-cells 


Hs.30909 


NM_019081 


142 


cDNA T-cells 


Hs.3195 


NMJD02995 


143 


cDNA T-cells 


Hs.322645 


AL050376 


144 


cDNA T-cells 


Hs.324481 


AL050376 


145 


cDNA T-cells 


Hs.324481 


AW968541 


146 


cDNA T-cells 


Hs.324481 


AW958541 



Table 8 

4504746 integrin, alpha 3 (antigen CD49C, alpha 
3 sub-unit of VLA-3 receptor) (ITGA3). 

2916795 for monocyte chemotactic protein-2 
/cds= 

14602450 small inducible cytokine subfamily A 
(Cys-Cys 

10835138 Fc fragment of IgG, low affinity lllb, 

receptor for (CD16) (FCGR3B), 
4557021 Fc fragment of IgG, low affinity lib, 
receptor for{CD32) (FCGR2B), 
1 8251 2 ferritin H processed pseudogene, 

complete cds /cds=UN 
7020763 FLJ20568 fis, clone REC00775 
/cds=(6,422) 
321 22 encoding major histocompatibility 
complex gene 
9845501 Lamimn receptor 1 (67kD, ribosomal 

protein SA) 
9910251 GTT1 protein (GTT1), mRNA 

/cds=(553,1440) /gb 
13699255 PRO2047 protein (PRO2047), mRNA 

/cds=(798,968 
5174430 cDNA 0KFZp762Bl95 (from done 

DKFZp762B195) 
5174430 Complement cDNA DKFZp762B 195 

(from clone DKFZp762B195) 
2062705 butyrophilin (BTF5) mRNA, complete 

cds /cds=(359,190 
10433048 CDNA FLJ1 1729 fis, clone 
HEMBA1005394, modera 
10092624 50 interleukin 22 (IL22), mRNA 

/cds*(71,610)/gb 
10092624 60 interleukin 22 (IL22), mRNA 
/cds=(7l,6l0)7gb 

10092624 70 interleukin 22 (IL22), mRNA 
/cds=(71,610)/gb 

5016088 actin, beta (ACTB), 

14249707 hypothetical protein MGC15875 

(MGC15875), 
13129149 heat shock 90kD protein 1, alpha 

(HSPCA), 

7020122 FLJ20189 fis, done COLF0657 
/cds=(1 22,84 

2912953 oe10d02.s1 cDNA 

/clone=IMAGE: 1 385475 /gb=M 
960608 HUM041H1 1A cDNA, 3' end 

/clone=GEN-041Hl1/cl 
960S08 Complement HUM041H1 1A cDNA, 3* 

end /clone=GEN-041H11/cl 
36646 Ribosomal protein L7a Gene with exons 
/ introns 

4884352 cDNA DKFZp586O031 (from clone 

DKFZp586O0 
4884352 Complement cDNA DKFZp586O031 

(from clone DKFZp58601 
10047166 for KIAA1 551 protein, partial cds 

7cds=(0 

13273284 Mitochondial DNA, chyochrome B gene 

1418285 putative splice factor transformer- 
beta mRN 

1 1464998 K1AA0430 gene product (KIAA0430), 

mRNA/cds=( 
4506852 sapiens small inducible cytokine 

subfamily C, member 1 (lymphotactin) 
(SCYC1). 

4914609 mRNA; cDNA DKFZp586Jl01 (from 

clone DKFZp586Jl 
4914609 Complement mRNA; cDNA 

DKFZp586J101 (from clone 

DKFZp586J2 
8158382 Complement EST380617 cDNA 

/gb=AW968541 unknown coding strand 

81583B2 EST330617 cDNA /gb=AW968541 
unknown coding strand 
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1 GGCTGTGTCCTAAGGCCCATTTGAGA 
AGCTGAGGCTAGTTCCAAAAACCT 

1 GTGCTCCTGTAAGTCAAATGTGTGCT 

TTGTACTGCTGTTGTTGAAATTGA 
1 CAGAGACATAAAGAGAAGATGCCAAG 

GCCCCCTCCTCCACCCACCGCTAA 
1 ATGGGAGTAATAAGAGCAGTGGCAG 

CAGCATCTCTGAACATTTCTCTGGA 
1 CCACTAATCCTGATGAGGCTGACAAA 

GTTGGGGCTGAGAACACAATCACC 
1 TGTTGGGGTTTCCTTTACCTTTTCTAT 

AAGTTGTACCAAAACATCCACTT 
1 CAGAGTAGGCATCTGGGCACCAAGA 

CCTTCCCTCAACAGAGGACACTGAG 
1 CTTTGCCTAAACCCTATGG CCTCCTG 

TGCATCTGTACTCACCCTGTACCA 
1 GGCCACTGAATGGGTAGGAGCAACC 

ACTGACTGGTCTTAAGCTGTTCTTG 
1 TGATTCTGCACTTGGGGTCTGTCTGT 

ACAGTTACTCATGTCATTGTAATG 
1 TGTGTAATAGGCCTTTTCATGCTTTAT 

GTGTAGC I I 1 1 I ACCTGTAACCT 
1 AAGTTATCATGTCCATCCGCACCAAG 

CTGCAGAACAAGGAGCATGTGATT 
-1 AAGTTATCATGTCCATCCGCACCAAG 

CTGCAGAACAAGGAGCATGTGATT 
1 TGGTGGATGTTAAACCAATATTCCTTT 

CAACTGCTGCCTGCTAGGGAAAA 
1 TGAACTTGCTGAATGTAAGGCAGGCT 

ACTATGCGTTATAATCTAATCACA 
1 ATTTGACCAGAGCAAAGCTGAAAAAT 

GAATAACTAACCCCCTTTCCCTGC 
1 GCAATTGGAGAACTGGATTTGCTGTT 

TATGTCTCTGAGAAATGCCTGCATTT 

GACCAGAG 
1 TTTGACCAGAGCAAAGCTGAAAAATG 

AATAACTAACCCCCTTTCCCTG CTAG 

AAATAAC AATTAGATGC C 
1 CCCI I 1 1 1 GTCCCCCAACTTGAGATG 

TATGAAGGCTTTTGGTCTCCCTGG 
1 ATTAGACCAGACCAGTGTATTTCTAA 

AGAAAATCCTGACATGCACACCCA 
1 GACCCTACTGCTGATGATACCAGTGC 

TGCTGTAACTGAAGAAATGCCACC 
1 ACAGGCAAAGTGACAGGGGAAAAGG 

AATTAGTCTAAGAGTAAGGGGATGA 

1 CTTTCCTCTTGCTGCTGGGGCCTAGG 

TCTTCTTGCTGCTGCTTCCTTTTC 
1 AGAGTTTTTGTTGGTAGACTGGAGCT 

GGGATGTTGAATCAACCTCAGGCA 
-1 TGCCTGAGGTTGATTCAACATCCCAG 

CTCCAGTCTACCAACAAAAACTCT 
1 CTGACGATCAGCTTGGAACAGCCAAA 

CAGAATTAACGCAACTAATAACCT 
1 TCCTTTT ATGCA TTGGAGGAAAAACA 

TGTTGGCTTTTCTCTTGACGTGGG 
-1 CCCACGTCAAGAGAAAAGCCAACATG 

TTTTTCCTCCAATGCATAAAAGGA 
1 CTCAGGAAACCCGACAGAAGAAACAT 

GTAACACAGMCTCACGTCCACTA 
1 ACTCGAGACGTAAATTATGGCTGAAT 

CATCCGCTACCTTCACGCCAATGG 
1 TGCTGTTTTCATTCTGCATTTGTGTAG 

TTTGGTGCTTTGTTCCAAGTTAA 
1 AAAAATGACAAAAG7TATCACCAAAA 

CCC CCTT TCCCATCTTGCACTGTT 
1 AGCTTTTAATGCTCCAAATGCTGACC 

CATGCAATATTTCCTCATGTGATC 

1 AAAAGAAATGCAGGTTTATTATCCAG 
CACTGAGAGAGTTAACAAGGACTG 

-1 AGAGAGACTTCTCATTGGCTGTGAAG 
GTAGAGCTTTTGGGGAAATTCCTG 

-1 CAGGAATTTCCCCAAAAGCTCTACCT 
TCACAGCCAATGAGAAGTCTCTCT 

1 AGAGAGA CTTC TCATTGGCTGTGAAG 
GTAGAGCTTTTGGGGAAATTCCTG 
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147 


cDNAT-cells 


Hs.327 


NM_001558 


148 


cDNAT-cells 


Hs.32970 


NM_003037 


149 


literature 


Hs.334687 


NM_000569 


150 


cDNA T-cells 


Hs.303649 


M26683 


151 


cDNA T-cells 


Hs.1 05938 


X53961 


152 


cDNA T-cells 


Hs.36 


D12614 


153 


cDNA T-cells 


Hs.278670 


AB034205 


154 




Hs 3886 


NM 002267 


155 


cDNA T-cells 


Hs.394 


NMJJ01124 


156 


literature 


Hs.40034 


NM_000885 


157 


cDNA T-cells 


Hs.41724 


NM_002190 


158 


cDNA T-cells 


Hs.44163 


NMJ518838 


159 


cDNA T-cells 


Hs.44926 


X60708 


160 


literature 


Hs.46 


D10202 


161 


cDNA T-celis 


Hs.48433 


NM__014345 


162 


cDNA T-cells 


Hs.50002 


AB000887 


163 


cDNA T-cells 


Hs.50404 


U86358 - 


164 


cDNA T-cells 


Hs.50964 


NM_001712 


165 


cDNAT-cells 


Hs.301921 


NMJ)01295 


166 


cDNAT-cells 


Hs.54457 


NMJ)04356 


167 


cDNA T-cells 


Hs.54460 


U46573 


168 


cDNA T-cells 


HS.54609 


NM_014291 


169 


cDNAT-cells 


Hs.55921 


NM.004446 


170 


cDNA T-cells 


HS.57987 


NM.022898 


171 


CL/INM 1 -OcKo 






172 


cDNA T-cells 


Hs.5985 


NMJ)20240 


173 


cDNA T-cells 


HS.6179 


BG929114 


174 


cDNAT-cells 


Hs.62192 


J02931 


175 


cDNA T-cells 


Hs.62192 


NMJJ01993 


176 


1 1 ICJ <3 LU 1 C 


Hs.624 


NM 00D584 


177 


literature 


Hs.62954 


NMJJ02032 


178 


literature 


Hs.62954 


NM_002032 


179 


literature 


Hs.62954 


NM.002032 


180 


literature 


Hs.652 


NM_000074 


181 


cDNA T-cells 


Hs.66053 


AB051540 


182 


cDNA T-cells 


Hs.66151 


AL1 57438 


183 


cDNA T-cells 


Hs.6975 


NMJ314086 


184 


cDNA T-cells 


Hs.70186 


NM_003169 



Table 8 

4504632 interleukin-10 receptor mRNA, 

complete IL10RA 
4506968 signaling lymphocytic activation 

mofecule (S 
1 2056966 Fc fragment of IgG, tow affinity Ula, 
receptor for (CD16) (FCGR3A) 
1 84641 Interferon gamma treatment inducible 

mRNA Monocytes 
34415 lactoferrin/cds=(294,2429> Neutrophils 

21 991 1 lymphotoxin (TNF-beta), complete cds 
T-cells, B-cells 

6899845 Acid-inducible phosphoprotein 

4504898 karyopherin alpha 3 (importin alpha 4) 

(KPNA3) 
4501944 adrenomedullin (ADM), 

6006032 Integrin, alpha 4 (antigen CD49D, alpha 
4 subunit of VLA-4 receptor) (ITGA4) 

4504650 interleukin 17 (cytotoxic T-lymphocyte- 

associated serine esterase 8) 
1 0092656 1 3kDa differentiation-associated 
protein (L 

35335 pcHDP7 mRNA for liver dipeptidyl 
peptidase IV /cds=(75 
219975 for platelet-activating factor receptor, 

7657183 endocrine regulator (HRIHFB2436), 

mRNA /cds= 
2189952 for EBI1-ligand chemokine, complete 

cds 

2388626 chemokine (TECK) mRNA, complete 

cds /cds=(0,452) Igb 
4502404 carcinoembryonlc antigen-related cell 

adhesion molecule 1 (CEACAM1) 
4502630 chemokine (C-C motif) receptor 1 

(CCR1), 

4757943 CD81 antigen (target of antiproliferative 
antibody 1) 

1280140 eotaxin precursor mRNA, complete cds 

/cds=(53,346)/ 
7657117 glycine C-acetyltransferase (2-amino- 

3-keto 

4758293 glutamyl-prolyl-tRNA synthetase 

(EPRS), mRN 
1 2597634 B-cell lymphoma/Ieukaemia 1 1 B 

(BCL11B), mRNA 
4758667 serine palmitoyltransferase, long chain 

base subunit 2 (SPTLC2) 
9910377 non-kinase Cdc42 effector protein 

SPEC2 (LOC56990), 
14323637 Does not hit the NM_ numbers two 

splice variants. Direction unknown 

339501 placenta! tissue factor (two forms) 

mRNA, complete cd 
1 051 8499 coagulation factor III (thromboplastin, 

tissue factor)(F3), mRNA. 
10834977 interleukin 8 (IL8), 

4503794 50 ferritin, heavy polypeptide 1 

(FTH1), mRNA /c 
4503794 60 ferritin, heavy polypeptide 1 

(FTH1), mRNA /c 

4503794 70 ferritin, heavy polypeptide 1 
(FTH1), mRNA /c 

4557432 tumor necrosis factor (ligand) 

superfamily, member 5, TNFSF5 

12698050 mRNA for KIAA1753 protein, partial 
cds/cds=(0 

701 851 3 mRNA; cDNA DKFZp434A1 1 5 (from 

done DKFZp434A1 
7652589 PR0 1073 protein (PR0 1073), 

450731 2 suppressor of Ty (S.cerevisiae) 5 
homolog (SUP 



CATCTCAGCCCTGCCTTTCTCTGGAG 

CATTCTGAAAACAGATATTCTGGC 

TCATGATAACCTGCAGACCTGATCAA 

GCCTCTGTGCCTCAGTTTCTCTCT 

ATGGGGGTAATAAGAGCAGTAGCAG 

CAGCATCTCTGAACATTTCTCTGGA 

GAAATTGCTTTTCCTCTTGAACCACA 

GTTCTACCCCTGGGATGTTTTGAG 

AATTCCTCAGGAAGTAAAACCGAAGA 

AGATGG CCCAGCTCCCCAAGAAAG 

AACATCCAAGGAGAAACAGAGACAG 

GCCCAAGAGATGAAGAGTGAGAGGG 

TCGTGTGAATCAGACTAAGTGGGATT 

TCATTTTTACAACTCTGCTCTACT 

GCATATACAAGTTGGAAGACTAAAGA 

GGTGCAATGTGATCTGAGCCTCCA 

TGAGTGTGTTTGTGTGCATGAAAGAG 

AAAGACTGATTACCTCCTGTGTGG 

AGCTGTTCCCAAATTTTCTAACGAGT 

GGACCATTATCACTTTAAAGCCCT 

ATCAACAGACCAACA I I I I ICTCTTCC 

TCAAGCAACACTCCTAGGGCCTG 

TATGACTGATGATCCTCCAACAACAA 

AACCACTTACTGCTCGTAAATTCA 

AAAATACTGATGTTCCTAGTGAAAGA 

GGCAGCTTGAAACTGAGATGTGAA 

GGAAGACTTTAAACCACCTAGTTCTC 

CCACTGGGGCATCGGTCTAAAGCT 

CCCTGTTCCACAAACCCATATGTATC 

CTTTCCTCAACCTCCTCCTTTCCC 

GTGTGTGAGTGTGAGTGTGAGCGAG 

AGGGTGAGTGTGGTCAGAGTAAAGC 

TCTGGTCATTCAAGGATCCCCTCCCA 

AGGCTATGCTTTTCTATAACTTTT 

GGCAGCTCAGGACCACTCCAATGAC 

CCACCTAACAAGATGAATGAAGTTA 

TGTTCTTCATCTAAGCCTTCTGGTTTT 

ATGGGTCAGAGTTCCGACTGCCA 

GCCTTCATGCACCTGTCCTTTCTAAC 

ACGTCGCCTTCAACTGTAATCACA 

CCCTCTCCTCTCTTCCTCCCTGGAAT 

CTTGTAAAGGTCCTGGCAAAGATG 

CTGGGCTGGGACGTGACCTGTGCTG 

AGGGCTGTGAGAATGTGAAACAACA 

GGGATGAACGAAAGCCCCCTCTTCAA 

CTCCTCTCACTTTTTAAAGCATTG 

ACAATGTTGAGTTCAGCATGTGTCTG 

CCATTTCATTTGTACGCTTGTTCA 

TTTCAGTCCCAGAACCTACAGATACC 

CTGCTACTTGCTTCACGTGGATGC 

AATTCAGTTAGCTCCATTCAGAACCA 

AATGCAGTCCAAGGGAGGTTATGG 

CCCATCTTACAGAAGTTGAGGCCAAG 

GGAGAATGGTAGGCACAGAAGAAA 

TGTGTTAAGTGCAGGAGACATTGGTA 

TTCTGGGCACCTTCCTAATATGCT 

TGTGTTAAGTGCAGGAGACATTGGTA 

TTCTGGGCAGCTTCCTAATATGCT 

AGCTGTGTTGGTAGTGCTGTGTTGAA 

TTACGGAATAATGAGTTAGAACTA 

TGTTGGGGTTTCCTTTACCTTTTCTAT 

AAGTTGTACCAAAACATCCACTT 

TGCATGTTGGGGTTTCCTTTACCTTTT 

CTATAAGTTGTACCAAAACATCCACTT 

AAGTTC 

TGTTGGGGTTTCCTTTACCTTTTCTAT 

AAGTTGTACCAAAACATCCACTTAAG 

TTCTTTGATTTGTACCA 

TCTACCTGCAGTCTCCATTGTTTCCA 

GAGTGAACTTGTAATTATCTTGTT 

GTGTGCGTGTGTGTGTGCCTGTCCA 

GTGTATATTGTGTCTTAGCTTCCAT 

CTGAAGGGAAGAGAGCCTTGAATAG 

ACTGAAGCGAAGACGGTTCTGCAAG 

TTCTCTGCATCTAGGCCATCATACTG 

CCAGGCTGGTTATGACTCAGAAGA 

CTTCCTGTACCTCCTCCCCACAGCTT 

GCTTTTGTTGTACCGTCTTTCAAT 
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185 


cDNA T-celfs 


Hs.70258 


N21089 


186 


cDNAT-cells 


Hs.70258 


N210B9 


187 


cDNA T-cells 


Hs.70258 


AA743863 


188 


cDNA T-cells 


Hs.70258 


AA743863 


189 


cDNA T-ceffs 


Hs.72918 


NIW 002981 


190 


cDNA T-ce!ls 


Hs.73165 


U64198 


191 


cDNA T-cells 


Hs.737 


NMJ)04907 


192 


cDNA T-cells 


Hs.73742 


NM_001002 


193 


cDNA T-cells 


Hs.73792 


J03555 


194 


cDNA T-cells 


Hs.73798 


NM_002415 


195 


cDNAT-cells 


Hs.738 


NMJD03973 


196 


cDNA T-cells 


HsJ3800 


NMJJ03005 


197 


cDNA T-cells 


Hs.73817 


D90144 


198 


cDNA T-cells 


Hs.73818 


NM_OO60O4 


199 


cDNA T-cells 


Hs.73839 


NM_002935 


200 


cDNA T-cells 


Hs.73917 


M13982 


201 


cDNA T-cells 


Hs.74011 


NMJD02286 


202 


cDNA T-cells 


Hs.74085 


X54870 


203 


cDNA T-cells 


Hs.74335 


NMJJ07355 


204 


CDNA T-cells 


Hs.74621 


NM_000311 


205 


cDNAT-cells 


Hs.75249 


D31885 


206 


cDNA T-cells 


Hs.75348 


NMJ306263 


207 


cDNA T-cells 


Hs.75545 


X52425 


208 


cDNAT-cells 


, Hs.75596. 


NM_000878 


209 


literature 


Hs.75613 


M24795 


210 


cDNA T-cells 


Hs.75678 


NMJJ06732 


211 


cDNA T-cells 


Hs.75703 


J04130 


212 


cDNA T-cells 


Hs.75703 


J04130 


213 


cDNA T-cells 


Hs75703 


J04130 


214 


cDNA T-cells 


Hs.75968 


NMJ521109 


215 


cDNA T-cells 


Hs.76506 


NMJ302298 


216 


cDNA T-cells 


Hs.76640 


NMJJ14059 


217 


cDNA T-cells 


Hs.76753 


NMJ300118 


216 


cDNA T-ceffs 


Hs.77039 


NMJ301OQ6 


219 


literature 


Hs.77318 


L13385 


220 


cDNA T-cells 


Hs.77424 


X14356 


221 


CDNA T-celfs 


Hs.77502 


BC001654 



Table 8 

1 1 26259 IMAGE:265324 Foreskin 3' read 2.0 kb 

1 126259 Complement IMAGE:265324 Foreskin 

3* read 2.0 kb 
2783214 IMAGE:1308639 5' read, perfect hit. 

2783214 Complement IMAGE:1308639 5* read, 
perfect hit 

4506832 smafl inducible cytokine A1 (I-309, 

homologous to mouse Tca-3) (SCYA1) 

1 685027 11-1 2 receptor beta2 mRNA, complete 

cds /cds=(640,322 
4758313 immediate eariy protein (ETR101), 

mRNA/cds=( 
4506666 nbosomal protein, large, P0 (RPLP0), 

181919 Epsteln-Barr virus complement receptor 
type !I(ct2) 
45051 84 macrophage migration inhibitory factor 
(MIF) 

4506600 nbosomal protein L14 (RPL14), mRNA 
/cds=(17,6 

6031 196 selectin P (granule membrane protein 
140kD, antigen CD62) (SELP) 
219905 LD78 alpha precursor, complete cds /c 

5174744 ubiquinol-cytochrome c reductase 

hinge prote 
4506550 ribonuclease, RNase A family, 3 

(eosinophil cationic protein) (RNASE3) 

186334 interleukin 4 (IL-4) mRNA 

1 1693297 lymphocyte-activation gene 3 (LAG3), 

35062 NKG2-D gene /cds=(338,988) 
/gb=X54870/gi=3 

6680306 heat shock 90kD protein 1 , beta 

(HSPCB), mRNA/ 
4506112 prion protein (p27-30) (Creutzfeld- 

Jakob dis 

505097 ADP-ribosylation factor-like 6 interacting 
protein 

5453989 proteasome (prosome, macropain) 
activator subunit 1 (PA28 alpha) 
(PSME1), 
33833 Interleukin 4 receptor 

4504664 interleukin 2 receptor, beta (IL2RB), 

178670 CD36 antigen mRNA 

5803016 FBJ murine osteosarcoma viral 

oncogene homolo 
178017 50 activation (Act-2) mRNA, complete 

cds /cds=(1 08,386) 
178017 60 activation (Act-2) mRNA, comptete 

cds /cds=(108,386) 

178017 70 activation (Act-2) mRNA, complete 
cds /cds=(1 08,386) 

1 1 056060 thymosin, beta 4, X chromosome 
(TMSB4X), mRNA 

7382490 lymphocyte cytosofic protein 1 (L- 
plastin) (L 

7662650 RGC32 protein (RGC32), mRNA 

/cds=(1 46,499) /g 
4557554 endoglin (Osler-Rendu-Weber 

syndrome 1)(ENG), 
4505722 ribosomal protein S3A (RPS3A), 

mRNA /cds=(36,8 
349823 Miller-Dieker lissencephaly protein 

(US1) 

31 331 high affinity Fc receptor (FcRl) 
/cds-(36,116 
12804818 , methionine adenosyltransferase If, 
alpha, c 



1 AACCTGCACAAGCATGTAATAAAAGA 

GCACACTTAAAAACATTCTGACCA 
-1 TGGTCAGAATGTTTTTAAGTGTGCTC 

TTTTATTACATGCTTGTGCAGGTT 
1 CCTTCTGAAGGTGTATAGATACAGCT 

TGTCTTGAAATGTCTTTCTCCACA 
-1 TGTGGAGAAAGACATTTCAAGACAAG 

CTGTATCTATACACCTTCAGAAGG 
1 TGCTAGGTCACAGAGGATCTGCTTGG 

TCTTGATAAGCTATGTTGTTGCAC 

1 CTAGAGGACCATTCATGCAATGACTA 

TTTCTAAAGCACCTGCTACACAGC 
1 GGGAGTTTCTGAGGGTCTGCTTTGTT 

TACCTTTCGTGCGGTGGATTCTTT 
1 TCGGAGGAGTCGGACGAGGATATGG 

GATTTGGTCTCTTTGACTAATCACC 
1 TTCCTTCCTCGGTGGTGTTAATCATTT 

CGI I I 1 1 ACCCTTTACCTTCGGA 
1 GTCTACATCAACTATTACGACATGAA 

CGCGGCCAATGTGGGCTGGAACAA 
1 CAGAAGGGTCAAAAAGCTCCAGCCC 

AGAAAGCACCTGCTCCAAAGGCATC 
1 GACCTTCCTGCCACCAGTCACTGTCC 

CTCAAATGACCCAAAGACCAATAT 
1 GAGATGGGGAGGGCTACCACAGAGT 

TATCCACTTTACAACGGAGACACAG 
1 ATGGGTTTGGCTTGAGGCTGGTAGCT 

TCTATGTAATTCGCAATGATTCCA 
1 CATCCCTCCATGTACTCTGGGTATCA 

GCAACTGTCCTCATCAGTCTCCAT 

1 ACCTTACAGGAGATCATCAAAACTTT 
GAACAGCCTCACAGAGCAGAAGAC 

1 GAGAAGACAGTGGCGACCAAGACGA 
TTTTCTGCCTTAGAGCAAGGGATTC 

1 CAGGGGATCAGTGAAGGAAGAGAAG 
GCCAGCAGATCAGTGAGAGTGCAAC 

1 CCCATTCCCTCTCTACTCTTGACAGC 

AGGATTGGATGTTGTGTATTGTGG 
1 ACTTAATATGTGGGAAACCCTTTTGC 

GTGGTCCTTAGGCTTACAATGTGC 
1 AAAATACAAGGGCTGTTGGTGAGAGC 

AGACTTGAGGTGATGATAGTTGGC 
1 CCAGATTTTCCCCAAACTTGCTTCTG 

TTGAGATTTTTCCCTCACCTTGCC 

1 ACCTTGGGTTGAGTAATGCTCGTCTG 

TGTGTTTTAGTTTCATCACCTGTT 
1 AAACTCCCCTTTCTTGAGGTTGTCTG 

AGTCTTGGGTCTATGCCTTGAAAA 
1 CTCAGTGTTGGTGTGGTGATGTTTGT 

TGCTTTTATGATTTCATATTGTGC 
1 CTGTATCTTTGACAATTCTGGGTGCG 

AGTGTGAGAGTGTGAGCAGGGCTT 
1 GATAAGTGTCCTATGGGGATGGTCCA 

CTGTCACTGTTTCTCTGCTGTTGC 
1 TTTAGCCAAAGGATAAGTGTCCTATG 

GGGATGGTCCACTGTCACTGTTTCTC 

TGCTGTTG 
1 ATTTATATTAGTTTAGCCAAAGGATAA 

GTGTCCTATGGGGATGGTCCACTGTC 

ACTGTTTCTCTGCTGTT 
1 GAAGGAAGAAGTGGGGTGGAAGAAG 

TGGGGTGGGACGACAGTGAAATCTA 

1 CCATCAATGAGGTATCTTCTTTAGTG 

GTGGTATGTMTGGAACTTAGCCA 
1 AAAGACGTGCACTCAACCTTCTACCA 

GGCCACTCTCAGGCTCACCTTAAA 
1 CCAAGCTGCTTGTCCTGGGCCTGCC 

CCTGTGTATTCACCACCAATAAATC 
1 CACTGGGGACGAGACAGGTGCTAAA 

GTTGAACGAGCTGATGGATATGAAC 
1 CGTTG CTG AAGTG GTAATTG AG G AAA 

ACAGTTCCCCAGATTGTTAAGAGT 
1 CTCCCCGTGAGCACTGCGTACAAACA 

TCCAAAAGTTCAACAACACCAGAA 
1 AGTGCCTTTCAGGATCTATTTTTGGA 

GGTTTATTACGTATGTCTGGTTCT 
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222 


cDNA T-cells 


Hs.77729 


NMJW2543 


223 


cDNAT-cells 


Hs.77729 


AB010710 


224 


cDNA T-cells 


Hs.78146 


M28526 


225 


cDNA T-ceils 


Hs.78225 


NM_000700 


226 


literature 


Hs.785 


NM_000419 


227 


cDNAT-cells 


Hs.78713 


NM.002635 


228 


cDNA T-ceils 


Hs.78864 


M31932 


229 


CDNA T-cells 


Hs.789 


X54489 


230 


literature 


Hs.78996 


BC000491 


231 : 


cDNA T-cells 


Hs.79008 


NM_012245 


232 


cDNA T-ce!ts 


Hs.79022 


U10550 


233 


cDNAT-cells 


Hs.79110 


NMJJ05381 


234 


cDNA T-ceils 


Hs.79197 


NMJJ04233 


235 


cDNA T-ceils 


Hs.79630 


S75217 


23B 


cDNA T-cells- 


HS.80358 


NM_004653 


237 


cDNAT-cells 


Hs.80420 


U84487 


238 


cDNA T-ce!ls 


Hs.80617 


NM_001020 


239 


cDNA T-cells 


Hs.80642 


L78440 


240 


cDNA T-cells 


Hs.81226 


X60992 


241 


cDNA T-ceils 


Hs.8128 


NM_014338 


242 


cDNA T-cells 


Hs.81564 


NM_002619 


£Ao 


CL>NA 1 -CcIlS 


nb.O i DDO 


AuD I Oil 


244 


cDNA T-celis 


Hs.82132 


NMJ502460 


245 


cDNA T-cells 


Hs.82132 


NMJJ02460 


246 


cDNA T-cells 


Hs.82132 


NIW 002460 


247 


literature 


Hs.82359 


X63717 


248 


literature 


Hs.82401 


NM_001781 


249 


cDNA T-cells • 


Hs.279841 


NM_00629S 


250 


cDNA T-cells 


HS.82829 


M25393 


251 


literature 


Hs.82848 


NM.000655 


252 


cDNA T-cells 


Hs.83077 


D49950 


253 


cDNA T-cells 


Hs.83086 


L38935 


254 


cDNA T-cells 


Hs.83583 


NM_005731 


255 


cDNAT-cells 


Hs.83731 


NM_001772 


256 


cDNA T-celts 


Hs.838 


NM.005191 




literature 


ns.ojaoo 


MM 000911 


258 


literati iro 
lllclcUUlc 


Hs.84 


D11086 


259 


cDNA T-cells 


HS.845 


U31120 


260 


cDNA T-cells 


Hs.85258 


M12824 



Table 8 

4505500 oxidised low density lipoprotein (lectin- 
like 

2828355 lectin-like oxidized LDL receptor 

1 89775 platelet endothelial eel) adhesion 

molecule (PECAM-1) 
45021 00 annexin A1 (ANXA1), mRNA 

/cds=(74,1114)/gb=N 
6006009 Integrin, alpha 2b (platelet glycoprotein 

lib 

4505774 solute carrier family 25 (mitochondrial 
earn 

1 82473 IgG tow affinity Fc fragment receptor 

(FcRila) mRNA, c 
34625 melanoma growth stimulatory activity 
(MGSA) 

1 2653440 proliferating cell nuclear antigen 

6912675 SKI-INTERACTING PROTEIN 

(SNW1), mRNA/cds=(2 
762886 Gem GTPase (gem) mRNA, complete 

cds /cds=(213,1103)/ 
4885510 nucleolin (NCL), 

4757945 CD83 antigen (activated B 

lymphocytes, immuno 
241773 mb-1=igM-alpha 

4759149 SMC (mouse) homolog. Y 

chromosome (SMCY), mRNA 
1 888522 CX3C chemoklne precursor* mRNA, 

alternatively splice 
14591912 ribosomal protein S16 (RPS16), mRNA 

/cds=(37,4 
1479978 STAT4 mRNA, complete cds 
/cds=(8t,2327)/gb=L 
29817 CDS mRNA for T cell glycoprotein CD6 
/ods=(120,152 
1 34891 1 1 phosphatidylserine decarboxylase 
(PISD), 

4505732 platelet factor 4 (PF4), mRNA. 

34084 c-kit proto-oncogene mRNA 
/cds={21,2951) /gb=X06182 

4505286 50 interferon regulatory factor 4 
(IRF4), mRNA/ 

4505286 60 interferon regulatory factor 4 
(IRF4), mRNA / 

4505286 70 interferon regulatory factor 4 
(1RF4), mRNA/ 

28741 APO-1 ceU surface antigen 

/cds=(220,122 
4502680 CD69 antigen (p60, early T-cell ) 

Activated B & T cells. 
5454163 vaccinia related kinase 2 (VRK2), 

mRNA/cds=(1 
190740 protein tyrosine phosphatase (PTPase) 

mRNA, complete 
571 3320 selectin L (lymphocyte adhesion 

molecule 1) ( 
140531 8 for interferon-gamma inducing 

activated macrophages 
1 008845 GT212 mRNA /cds=UNKNOWN 

/gb=L38935 /gi=1 00884 
5031 598 actin related protein 2/3 complex, 

subunit 2 ( 

4502654 CD33 antigen (gp67) (CD33), mRNA. 

4885122 CD80 antigen (CD28 antigen figand 1, 
B7-1 antig 

4557885 integrin, beta 2 (antigen CD18 (p95) ( 
macrophage antigen 1 (mac-1) 
30361 1 interteukin 2 receptor gamma chain 

1045451 interteukin-13 (IL-13) precursor gene, 
activated T cells 

339426 T-cell differentiation antigen Leu-2/T8 
mRNA 



AGAACAAACTAAGCCAGGTATGCAAA 

TATCGCTGAATAGAAACAGATGGA 

AGAACAAACTAAGCCAGGTATGCAAA 

TATCGCTGAATAGAAACAGATGGA 

GCAATTCCTCAGGCTAAGCTGCCGGT 

TCTTAAATCCATCCTGCTAAGTTA 

TCCTGGTGGCTCTTTGTGGAGGAAAC 

TAAACATTCCCTTGATGGTCTCAA 

CTTTGGGTTGGAGCTGTTCCATTGGG 

TCCTCTTGGTGTCGTTTCCCTCCC 

AGAAAAAGCTTGGGTTAACTCAGTAG 

TTAGATCAAAGCAAATGTGGACTG 

ACAGATGTAGCAAC ATGAG AAACG CT 

TATGTTACAGGTTACATGAGAGCA 

TGTTTAATGGTAGTTTTACAGTGTTTC 

TGGCTTAGAACAAAGGGGCTTAA 

TGCCAGCATATACTGAAGTCTTTTCT 

GTCACCAAATTTGTACCTCTAAGT 

GCTGCATATGAGTAAAGTTACCCCAA 

CCACAGTGAGGAGGAAGATGTTCA 

AAACCTCCAGTACTTTGGTTGACCCT 

TGTATGTCACAGCTCTGCTCTATT 

ACCTGATCAATGACAGAGCCTTCTGA 

GGACATTCCAAGACAGTATACAGT 

GCCCTTCCCTTCTTGGTTTCCAAAGG 

CATTTATTGCTGAGTTATATGTTC 

CTGATTGTAGCAGCCTCGTTAGTGTC 

ACCCCCTCCTCCCTGATCTGTCAG 

ACCAAAAAGAATAGGGAAAAACAAGA 

ATTTCATGACTCTACCTGTGGTCT 

GACTTTTCCAACCCTCATCACCAACG 

TCTGTGCCATTTTGTATTTTACTA 

GCTCGCTACCAGAAATCCTACCGATA 

AGCCCATCGTGACTCAAAACTCAC 

ACCTGAGTCCCACAACAATTGAAACT 

GCAATGAAGTCTCCTTATTCTGCT 

AATTGATGAGGATGCTCCTGGGAGG 

GATGCGTGACTATGTGGTGTTGCAC 

TGAAATATGGGAAAGTTGCTGCTATT 

GATTCAGGGTCTGTCTTGGAGGCA 

CAACTGATAGCCACGCTGAAGAATGG 

AAGGAAAATTTGCTTGGACCTGCA 

TGTGTAAATACATAAGCGGCGTAAGT 

TTAAAGGATGTTGGTGTTCCACGT 

AACCCTCCTCCAATGGAAATTCCCGT 

GTTGCTTCAAACTGAGACAGATGG 

CCTCCAATGGAAATTCCCGTGTTGCT 

TCAAACTGAGACAGATGGGACTTAAC 

AGGCAATG 

CCAACCCTCCTCCAATGGAAATTCCC 

GTGTTGCTTCAAACTGAGACAGATGG 

GACTTAACAGGCAATGGG 

AATCATCATCTGGATTTAGGAATTGC 

TCTTGTCATACCCCCAAGTTTCTA 

GCAAGACATAGAATAGTGTTGGAAAA 

TGTGCAATATGTGATGTGGCAAAT 

TCTCCATCTTGGTATAAATACACTTCC 

ACAGTCAGCACG GGGATC ACAGA 

TCTCCTTACTGGGATAGTCAGGTAAA 

CAGTTGGTCAAGACTTTGTAAAGA 

ACCCATGATGAGCTCCTCTTCCTGGC 

TTCTTACTGAAAGGTTACCCTGTA 

TGACATCATATTCTTTCAGAGAAGTG 

TCCCAGGACATGATAATAAGATGC 

ATCAGAAACCGAAGATTAACTACACA 

GCTCCAGAAGACTCAGACCTCAAA 

CAGGTTCTTAAGGGATTCTCCGTTTT 

GGTTCCATTTTGTACACGTTTGGA 

CTAGAAGATCCACATCCTCTACAGGT 

CGGGGACCAAAGGCTGATTCTTGG 

CTTCTTTTGCCATGTTTCCATTCTGCC 

ATCTTGAATTGTCTTGTCAGCCA 

CATGGAGACTTGAGGAGGGCTTGAG 

GTTGGTGAGGTTAGGTGCGTGTTTC 

CCCATGTAAGCACCCCTTCATTTGGC 

ATTCCCCACTTGAGAATTACCCTT 

CTTGGGCCAGACTGTCAGGGTTCAA 

GGAGGGCATCAGGAGCAGACGGAGA 

CCTCCGCTCAACTAGCAGATACAGG 
GATGAGGCAGACCTGACTCTCTTAA 
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261 


cDNA T-cells 


Hs.85266 


X51841 


262 


literature 


Hs.856 


NMJ300619 


263 


cDNA T-cells 


Hs.67149 


M35999 


264 


cDNA T-cells 


Hs.87409 


X14787 


265 


cDNA T-cells 


Hs.88474 


M59979 


266 


cDNA T-cells 


Hs.88820 


NMJ316549 


267 


cDNA T-cells 


NA 


AQ336195 


268 


literature 


Hs.8913? 


X13916 


269 


cDNA T-cells 


Hs.89414 


AF1 47204 


270 


cDNA T-cells 


Hs.89476 


M16336 


271 


cDNA T-cells 


Hs.89575 • 


MB9957 


272 


literature 


Hs.89679 


NM_000586 


273 


literature 


Hs.89679 


NMJ3Q0586 


274 


literature 


Hs.89679 


NM 000586 


275 


cDNA T-cells 


Hs.89751 


NM_021950 


276 


cDNA T-cells 


Hs.89887 


D38081 


277 


cDNA T-cells 


Hs.93304 


U24577 


278 


cDNA T-cells 


Hs.93649 


NMJ)03367 


279 


literature 


Hs.93913 


X04430 


280 


cDNA T-cells 


Hs.960 


NM_000590 


281 


cDNA T-cells 


Hs.96023 


M28170 


282 


cDNA T-cells 


Hs.96487 


BF222826 


283 


cDNA T-cells 


Hs.9663 


NM_013374 


284 


cDNA T-cells 


Hs.96731 


AB014555 


285 


literature 


Hs.99863 


NM_001972 


286 


cDNA T-cells 


Hs.99899 


NM_001252 


287 


literature 


Hs.169476 


NM_002046 


288 


literature 


Hs.169476 


NM_002046 


289 


literature 


Hs.169476 


NM_002046 


290 


literature 


Hs.169476 


NM_002046 


291 


literature 


Hs.169476 


NMJD02046 


292 


literature 


Hs.169476 


NMJJ02046 


293 


literature 


Hs.1 82937 


NMJ>21130 


294 


literature 


Hs.1 82937 


NM_021130 


295 


literature 


Hs.1 82937 


NM_021130 


296 


literature 


Hs.1 82937 


NMJ021130 



Table 8 

3391 0 mRNA for integrin beta(4)subunit 

10835170 Interferon, gamma (IFNG), mRNA T- 
celts, NK cells 
183532 platelet glycoprotein Ilia (GPIIla) mRNA. 

complete c 
37464 thrombospondin /cds=(1 1 1 ,3623) 

/gb=X14787 
1 89886 prostaglandin endopsroxide synthase 

7705402 HDCMC28P protein (HDCMC28P), 

4143104 cDNA clone IMAGE:4143104 blood 3' 
read 

34338 LDL-receptor related protein 

6002763 chemokine receptor CXCR4-Lo 

(CXCR4) mRNA, alt 
180093 T-cell surface antigen CD2 (T1 1) 

mRNA, complete cds, c 
17931 1 immunoglobulin superfamily member B 

cell receptor co 

10835148 50 interieukin 2 (IL2), 
10835148 60 interieukin 2 (1L2), 



1 08351 48 70 interieukin 2 (IL2) , 



11386186 CD20 antigen 
533325 thromboxane A2 receptor 

1314245 LDL-phosphoIipase A2 mRNA, 
complete cds /cds=(2l6,15 

4507846 upstream transcription factor 2, c-fos 
intera 

32673 I FN-beta 2a mRNA for interferon-beta- 
2, T-celis, macrophages 
10834979 interieukin 9 (IL9), 

862622 cell surface protein CD19 (CD19) gene, 
Most B cells 
11130003 ESTs, Highly similar to S08228 
ribosomal protein S2, cytosolic 
701 9486 programmed cell death 6-mteracling 

protein (PDCD6IP), 
3327123 mRNA for KIAA1 375 protein, partial 

cds /cds=(0 
4503548 elastase 2, neutrophil (ELA2), 

4507604 tumor necrosis factor (ligand) 

superfamily, member 7(TNFSF7) 

7669491 50 Glyceraldehyde-3-phosphate 
dehydrogenase 

7669491 60 Glyceraldehyde-3-phosphate 
dehydrogenase 

7669491 70 Glyceraldehyde-3-phosphate 
dehydrogenase 

7669491 50 Complement G!ycera!dehyde-3- 
phosphate dehydrogenase 

7669491 60 Complemnt GlyceraIdehyde-3- 
phosphate dehydrogenase 

7669491 70 Complement Glycera!dehyde-3- 
phosphate dehydrogenase 

1 0863926 50 peptidylprolyl isomerase A 

(cyclophilin A), clone 
10863926 60 peptidylprolyl isomerase A 

(cyclophilin A), clone 

1 0853926 70 peptidylprolyl isomerase A 
(cyclophilin A), clone 

10863926 50 complement peptidylprolyl 

isomerase A (cyclophilin A), clone 



1 CAGCGGAACCCTTAGCACCCACATG 

GAC CAACAGTTCTTCCAAACTTGAC 
1 ATGCCTGGTGCTTCCAAATATTGTTG 

ACAACTGTGACTGTACCCAAATGG 
1 CCTCTCTCCAAACCCGTTTTCCAACA 

TTTGTTAATAGTTACGTCTCTCCT 
1 TCATTTGTTGTGTGACTGAGTAAAGA 

ATTTTTGGATCAAGCGGAAAGAGT 
1 TGAGGATGTAGAGAGAACAGGTGGG 

CTGTATTCACGCCATTGGTTGGAAG 
1 G AAATTAAATG G GTTCC AG GTCTTAA 

AGAAAGTGCAGAAGAGATGGTCAA 
1 AACCACTATCATCTACGGCACAAACT 

TGCAAAAGCTGTCCACACCATTTT 
1 CCCGTTTTGGGGACGTGAACGTTTTA 

ATAATTTTTGCTGAATTCTTTACA 
1 TCAGTTTTCAGGAGTGGGTTGATTTC 

AGCACCTACAGTGTACAGTCTTGT 
1 AGCCTATCTGCTTAAGAGACTCTGGA 

GTTTCTTATGTGCCCTGGTGGACA 
1 GAGTAGAAGGACAAC AGGGCAG CAA 

CTTGGAGGGAGTTCTCTGGGGATGG 

1 GTTCTGGAACTAAAGGGATCTGAAAC 

AACATTCATGTGTGAATATGCAGA 
1 TGGAACTAAAGGGATCTGAAACAACA 

TTCATGTGTGAATATGCAGATGAGAC 

AGCAACCA 
1 CAGGGACTTAATCAGCAATATCAACG 

TAATAGTTCTGGAACTAAAGGGATCT 

GAAACAACATTCATGTGT 
1 ACCCATTCCATTTATCTTTCTACAGG 

GCTGACATTGTGGCACATTCTTAG 
1 TGAACCTCCAACAGGGAAGGCTCTGT 

CCAGAAAGGATTGAATGTGAAACG 
1 TGAAGGAGATGATGAGAATCTTATTC 

CAGGGACCAACATTAACACAACCA 
1 CTCTCTGGAGGTACTGAGACAGGGT 

GCTGATGGGAAGGAGGGGAGCCTTT 
1 CTCTTCGGCAAATGTAGCATGGGCAC 

CTCAGATTGTTGTTGTTAATGGGC 
1 TTCCAGAAAGAAAAGATGAGAGGGAT 

GAGAGGCAAGATATGAAGATGAAA 
1 GGCCAGCCTGGACCCAATCATGAGG 

AAGATGCAGACTCTTATGAGAACAT 
1 AATGTTTGCCCAGAATAAAGAAAATA 

AGCTTTGCACACACTCTCAATTCT 
1 GGGAAAGAAATACCAACCCTGCAATA 

AGTGTACTAAACTCTACGCTCTGG 
1 CACCAGCGCCTTGGCTTTGTGTTAGC 

ATTTCCTCCTGAAGTGTTCTGTTG 
1 ACATCGTGATTCTCCAGCTCAACGGG 

TCGGCCACCATCAACGCCAACGTG 
1 AGCTACGTATCCATCGTGATGGCATC 

TACATGGTACACATCCAGGTGACG 
1 CCACACTGAATCTCCCCTCCTCACAG 

TTGCCATGTAGACCCCTTGAAGAG 
1 CAGTCCCCCACCACACTGAATCTCCC 

CTCCTCACAGTTGCCATGTAGACCCC 

TTGAAGAG 
1 CCATGTAGACCCCTTGAAGAGGGGA 

GGGGCCTAGGGAGCCGCACCTTGTC 

ATGTACCATCAATAAAGTAC 
-1 CTCTTCAAGGGGTCTACATGGCAACT 

GTGAGGAGGGGAGATTCAGTGTGG 
-1 CTCTTCAAGGGGTCTACATGGCAACT 

GTGAGGAGGGGAGATTCAGTGTGGT 

GGGGGACTG 
-1 GTACTTTATTGATGGTACATGACAAG 

GTGCGGCTCCCTAGGCCCCTCCCCT 

CTTCAAGGGGTCTACATGG 
1 TTTCCTTGTTCCCTCCCATGCCTAGC 

TGGATTGCAGAGTTAAGTTTATGA 
1 TTTCCTTGTTCCCTCCCATGCCTAGC 

TGGATTGCAGAGTTAAGTTTATGATT 

ATGAAATA 
1 GTTCCATGTTTTCCTTGTTCCCTCCC 

ATGCCTAGCTGGATTGCAGAGTTAAG 

TTTATGATTATGAAATAA 
-1 TCATAAACTTAACTCTGCAATCCAGC 

TAGGCATGGGAGGGAACAAGGAAA 
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WO 02/057414 



297 


literature 


Hs.1 82937 


NMJJ21130 


298 


literature 


Hs.182937 


NMJ)21130 


299 


literature 


Hs.288883 


NM_005877 


300 


literature 


Hs.12034 


NMJJ03321 


301 


literature 


Hs.75887 


NMJ>04371 


302 


literature 


Hs. 182278 


NMJ)01743 


303 


literature 


Hs.2795 


nm_oo5566 


304 


literature 


Hs.1708 


NM_005998 


305 


literature 


Ll_ TrA o O 

HS.7542B 


NM_0 00454 


306 


literature 


Hs.2271 


NM_001955 


307 


literature 


NA 


X56062 


308 


literature 


NA 


X14212 


309 


literature 


NA 


U91966 


310 


literature 


NA 


AF159801 


311 


literature 


NA 


AF1 59803 


312 


literature 


NA 


AF191028 


313 


literature 


NA 


AF168390 


314 


literature 


NA 


AF1 98054 


315 


literature 


NA 


AF247559 


316 


literature 


NA 


X58149 


317 


literature 


HS.288051 


NM_001 101 


318 


literature 


Hs.77356 


XM 002788 


319 


literature 


Hs.77356 


XM 002788 


320 


literature 


HS.77356 


XM002788 


321 


literature 


Hs.77356 


XM 002788 


322 


literature 


Hs.77356 


XM_002788 


323 


literature 


HS.77356 


XM_0Q2788 


324 


Tabel 3A 


NA 




325 


Tabel 3A 


NA 




326 


Tabel 3A 


NA 




327 


Tabel 3A 


NA 




328 


Tabel 3A 


NA 




329 


Tabel 3A 


NA 




330 


Tabel 3A 


NA 




331 


Tabel 3A 


NA 




332 


Tabel 3A 


NA 





Table 8 

1 0BB3926 60 complement peptidylproiyl 

isomerase A (cyclophilin A), clone 

10863926 70 complement peptidylproiyl 

Isomerase A (cyclophilin A), clone 

5032086 mRNA for splicing factor (SF3A1 ) 
(120kD) 

4507732 Tu translation elongation factor, 

. mitochondrial (TUFM) 
6996002 coatomer protein complex, subunit 

alpha (COPA) 
4502548 calmodulin 2 (phosphorylase kinase, 

delta) (CALM2), 
5031 856 mRNA for lactate dehydrogenase-A 

(LDH-A, EC 1.1.1.27) 
51 74726 chaperonin containing TCP1 , subunit 3 

(gamma) (CCT3), 
4507148 superoxide dismutase (SOD-1) mRNA, 

complete cds 
4503460 Arabidopsis endothelin-1 (EDN1) 

16206 Arabidopsis CAB photosystem 1 

chlorophyll a/b-binding protein (500 bp) 

16470 Arabidopsis RCA RUBISCO activase 
(513) 

1 928871 Arabidopsis RBCL ribulose-1 ,5- 

biophosphate carboxylase/oxygenase 
large subunit 

8571922 Arabidopsis lipid trnasfer protein 4 (527) 

8571926 Arabidopsis lipid transfer protein 6 (477) 

67081 82 Arabidopsis papain-type cysteine 

endopepetidase (507) 
6137137 Arabidopsis root cap 1 (533) 

6649235 Arabidopsis NAC1 (457) 

7839390 Arabidopsis triosphosphate isomerase 
(498) 

1 6440 Arabidopsis PRKase gene for ribulose-5- 
phosphate kinase (497) 
5016088 actin, beta (ACTB), 

4507456 50 Transferrin receptor 

4507456 60 Transferrin receptor 



4507456 70 Transferrin receptor 



4507456 50 Complement Transferrin receptor 
4507456 60 Complement Transferrin receptor 



4507456 70 Complement Transferrin receptor 



36E9 

36E9 

47D11 

47D11 

53G7 

53G7 

62C9 

62C9 

62G9 



PCT/US01/47856 



-1 TATTTCATAATCATAAACTTAACTCTG 

CAATCCAGCTAGGCATGGGAGGGAA 

CAAGGAAA 
-1 TTATTTCATAATCATAAACTTAACTCT 

GCAATCCAGCTAGGCATGGGAGGGA 

ACAAGGAAAACATGGAAC 
1 GTCATCCACCTGGCCCTCAAGGAGA 

GAGGCGGGAGGAAGAAGTAGACAAG 

1 TGACTGAGGAGGAGAAGAATATCAAA 

TGGGGTTGAGTGTGCAGATCTCTG 
1 TGGTTTTCCAAAATGCACACTGCGGG 

TTATTGATTTGTTCTTTACAACTA 
1 ACTGTCAGCATGTTGTTGTTGAAGTG 

TGGAGTTGTAACTCTGCGTGGACT 
1 TGAGTCACATCCTGGGATCCAGTGTA 

TAAATCCAATATCATGTCTTGTGC 
1 GTTCTGCTACTGCGAATTGATGACAT 

CGTTTCAGGCCACAAAAAGAAAGG 
1 ACATTCCCTTGGATGTAGTCTGAGGC 

CCCTTAACTCATCTGTTATCCTGC 
1 ACTGGCTTCCATCAGTGGTAACTGCT 

TTGGTCTCTTCTTTCATCTGGGGA 
1 CCATTGGAGAACTTGGCAACTCACTT 

GGCGGATCCATGGCACAACAACAT 

1 TTTTCTCCTTTGTGTAATTGTGGATTG 
GATCTTGTCCTCTTTTGTTCCCT 

1 TATTCTTTCGTGTCAGGGCTTGAACC 
AAGTATCCCCGCTTCTTCTACCCC 

1 CATCAAGTG AAGTG G GG AATAACGAC 

ATCATTTGCCTGAAGAGTATGGTT 
1 AATGAGGGCATTGGTTTGCTAGTTGC 

TAATTGATCAGTGATGTATTGTCA 
1 TGGAATCAACAAGATGGCTTCTTTCC 

CCACCAAAACTAAGTGATCATCAG 
1 TGGACCGTAATGAATGAATGTACACG 

CCATAAACGCCCTTTGTTCAAGCA 
1 CCTCACTCTTGTACCCACGGTAGATT 

CATGTAAAATACCACTTATGACGC 
1 GGTTAGCGACCTTGTTGTTGTTGTTG 

TGTTCTTACATCTTCTTCTTGAAC 
1 GGCGAAAAGGACGGTCTTGCTTGTTT 

GTAATTTGTGTGGAGATAAAAAGA 
1 CCCI I 1 1 1 GTCCCCCAACTTGAGATG 

TATGAAGGCTTTTGGTCTCCCTGG 
1 TGAAATATCAGACTAGTGACAAGCTC 

CTGGTCTTGAGATGTCTTCTCGTT 
1 GGTTGAGTTACTTCCTATCAAGCCAG 

TACCGTGCTAACAGGCTCAATATTCC 

TGAATGAA 
1 GTTGAGTTACTTCCTATCAAGCCAGT 

ACCGTGCTAACAGGCTCAATATTCCT 

GAATGAAATATCAGACTA 
-1 AACGAGAAGACATCTCAAGACCAGGA 

GCTTGTCACTAGTCTGATATTTCA 
-1 TTCATTCAGGAATATTGAGCCTGTTA 

GCACGGTACTGGCTTGATAGGAAGTA 

ACTCAACC 
-1 TAGTCTGATATTTCATTCAGGAATATT 

GAGCCTGTTAGCACGGTACTGGCTT 

GATAGGAAGTAACTCAAC 
1 TTTCAAGACAGAAAGTGACGCAGAGA 

ACCTCCCCGGCCCAGTCTCGACGC 
-1 GCGTCGAGACTGGGCCGGGGAGGTT 

CTCTGCGTCACTTTCTGTCTTGAAA 
1 CCTAGACACCTGCATCAGTCAAGGTC 

ATGGATATTGGGAAGACAGACAGC 
-1 GCTGTCTGTCTTCCCAATATCCATGA 

CCTTGACTGATGCAGGTGTCTAGG 
1 AAATAAGAAGAGGAAAGAGAGAGGC . 

CTG CCCTAACCCACTGTTGTGCTGA 
-1 TCAGCACAACAGTGGGTTAGGGCAG 

GCCTCTCTCTTTCCTCTTCTTATTT 
1 CTCATGCCTGCAGTGCTGCTCATGTT 

GCCCCCTTGGAATTACTTGTTCAA 
-1 TTGAACAAGTAATTCCAAGGGGGCAA 

CATGAGCAGCACTGCAGGCATGAG 
1 CCAATTTCTATAATTATTGAACAGCTT 

TTCGTGGGGCCAGCACAAAGTCT 
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333 Tabel3A 


NA 


62G9 


334 Tabel 3A 


NA 


65B1 


335 Tabel3A 


NA 


65B1 


336 Tabel3A 


NA 


65D10 


337 Tabel3A 


NA 


65D10 


338 Tabel 3A 


NA 


100D7 


339 Tabel 3A 


NA 


100D7 


340 Tabel 3A 


NA 


107H8 


341 Tabel 3A 


NA 


107H8 


342 Tabel 3A 


NA 


129F10 


343 Tabel 3A 


NA 


129F10 


344 Tabel 3A 


NA 


137B5 


345 Tabel 3A 


NA 


137B5 


346 Tabe\3A 


NA 


139G6 


347 Tabel 3A 


NA 


139G6 


348 Tabel 3A 


NA 


142E4 


349 Tabel 3A 


NA 


142E4 


350 Tabel 3A 


NA 


142E9 


351 Tabel 3A 


NA 


142E9 


352 Tabel 3A 


NA 


142F9 


353 Tabel 3A 


NA 


142F9 


354 Tabel 3A 


NA 


331A3 


355 Tabel 3A 


NA 


331 A3 


356 Tabel 3A 


NA 


138G5 


357 Tabel 3A 


NA 


138G5 


358 Tabel 3A 


NA 


145C5 


359 Tabel 3A 


NA 


145C5 


360 Tabel 3A 


NA 


184H1 


361 Tabel 3A 


NA 


184H1 


362 Tabel 3A 


NA 


45B9 


363 Tabel 3A 


NA 


45B9 



364 Tabel 3A NA 

365 Tabel 3A NA 



366 Tabel 3A NA 117H9 

367 Tabel 3A NA 117H9 

368 Tabel 3A NA 515H10 

369 Tabel 3A NA 515H10 

370 Tabel 3 A NA ™3C4 

371 Tabel 3A NA 103C4 

372 Tabel 3A NA 116E10 

337 



AGACTTTGTGCTGGCCCCACGAAAAG 

CTGTTG AATAATTATAG AAATTG G 

TGGCTACAAATAGAGTAGAGAACAGA 

CTCCAGTCCTCAAAGACTTTCAGT 

ACTGAAAGTCTTTGAGGACTGGAGTC 

TGTTCTCTACTCTATTTGTAGCCA 

AGTTAAGATGGAAGAATATAGAGACC 

TTCTGAAGAGCACTGTAGCTTGGA 

TCCAAGCTACAGTGCTCTTCAGAAGG 

TCTCTATATTCTTCCATCTTAACT 

CACTCCTATGGCATGTGGAAGCAGGT 

CTGAGGAGTGTGCATAGAAGAAAA 

TTTTCTTCTATGCACACTGCTCAGAC 

CTGCTTCCACATGCCATAGGAGTG 

GCTCTCCGTTGACAATGGCCAAAGAA 

TAGAAGCTCTAGACCTTCCTTATT 

AATAAGGAAGGTCTAGAGCTTCTATT 

CTTTGGCCATTGTCAACGGAGAGC 

GGCAAAACGCACCTGGCACAACAGA 

ACGAATAATACAGAAGCTGGATGAC 

GTCATCCAGCTTCTGT ATTAT TCGTTC 

TGTTGTGCCAGGTGCGTTTTGCC 

TAGCCATTTCTTCCTGATTGTGCCTA 

GTATATCCCAGACAGTTTGTTTCT 

AGAAACAAACTGTCTGGGATATACTA 

GGCACAATCAGGAAGAAATGGCTA 

GGTTGGAATGGTGATCGGGATGCAG 

TGAGATACTCTTGTGAGAGGGCAAA 

TTTGCCCTCTCACAAGAGTATCTCAC 

TGCATCCCGATCACCATTCCAACC 

GCCATGAGATTCAACAGTCAACATCA 

GTCTGATAAGCTACCCGACAAAGT 

ACTTTGTCGGGTAGCTTATCAGACTG 

ATGTTGACTGTTGAATCTCATGGC 

AAGAGGACAAGTTTGAGAGGCAACA 

CTTAAACACTAGGGCTACTGTGGCA 

TGCCACAGTAGCCCTAGTGTTTAAGT 

GTTGCCTCTCAAACTTGTCCTCTT 

ATTT G CTTTAAATTG AGTTTCCTTG C C 

ATTGCACACTCCTATCTTTCTGA 

TCAGAAAGATAGGAGTGTGCAATGGC 

AAGGAAACTCAATTTAAAGCAAAT 

AAAAGTCACTACCAGGCTGGCAGGG 

AATGGGGCAATCTATTCATACTGAT 

ATCAGTATGAATAGATTGCC CCATT C 

CCTGCCAGCCTGGTAGTGACTTTT 

ATATTGATTTGGATACGGTGAATAAG 

CTGGACAAGATGTTGAGGAGAGGG 

CCCTCTCCTCAACATCTTGTCCAGCT 

TATTCACCGTATCCAAATC AATAT 

AATGTGCAAGGTG AAATG CTTTTGGA 

TAAACGTAAGCCTATTTTCTGACG 

CGTCAGAAAATAGGCTTACGTTTATC 

CAAAAGCATTTCACCTTGCACATT 

TTCATCTCTAAGGCACACTTGCTACC 

CCTCTTTGCTGACCCCAGATTGTG 

CACAATCTGGGGTCAGCAAAGAGGG 

GTAGCAAGTGTGCCTTAGAGATGAA 

TTCTGGCAAGCTCTTGTCATGGTGTT 

CGACACTTCCTTCTGTCTTCTTGG 

CCAAGAAGACAGAAGGAAGTGTCGA 

ACACCATGACAAGAGGTTGCCAGAA 

GGTCAATGTAGCCAATTATTTGTTTCA 
ACAGTTGCAGAACAGATATTTCA 
TGAAATATCTGTTCTGCAACTGTTGA 
AACAAATAATTGGCTACATTGACC 
TGAAAAGACAGCTAATTTGGTCCAAC 
AMCATGACTGGGTCTAGGGCACC 
i GGTGCCCTAGACCCAGTCATGTTTGT 
TGGACCAAATTAGCTGTCTTTTCA 
TGGATCATTGCCCAAAGTTGCACGCA 
CTGACTCCTTACCTGTGAGGAATG 
I CATTCCTCACAGGTAAGGAGTCAGTG 
CGTGCAACTTTGGGCAATGATCCA 
TTAAAAC ATTAAAAG ATTG AGTCC A CT 
TTGTGCCAAGCTCTGCGGGTAGG 
j CCTACCCGCAGAGCTTGGCACAAAG 

TGGAGTCAATCTTTTAATGTTTTAA 
i TGAATTTGGAGTCCCTGGCACATAAA 
TCTACCTTCAAATCAGAGGTCCTT 
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373 Tabe)3A 

374 Tabe(3A 

375 Tabel3A 

376 Tabel3A 

377 Tabef3A 

378 Tabef3A 

379 Tabel3A 
330 Tabe!3A 
381 TabeJ3A 
332 Tabe!3A 

383 Tabel 3A 

384 Tgbel 3A 

385 db mining 

386 Table 3A 

387 db mining 

388 Table 3A 

389 Table 3A 

390 Table 3A 

391 Table 3A 

392 Table 3A 

393 Table 3A 

394 Tabte 3A 

395 Table 3A 

396 Table 3A 

397 Table 3A 

398 Table 3A 

399 Table 3A 

400 Table 3A 

401 Table 3A 

402 Table 3A 

403 Table 3A 

404 Table 3A 

405 Table 3A 
403 Tabte 3A 



NA 
NA 
NA 
NA 
NA 
NA 

NA 
NA 
NA 
NA 
NA 
NA 

Hs. 195219 W63776 
Hs.183454 AK027789 

Hs.69171 NM_006256 
Hs.131828 RS7468 
Hs.181297 M010282 

Hs.235883 AAQ20845 

Hs.330145 AA044450 
Hs.1 89468 AA069335 

H3.205675 AA111921 
Hs.13659 AA115345 

Hs.11 861 AA122297 

Hs. 183454 AA149Q78 

Hs. 124601 AA203497 
Hs.73798 AA21D7B6 

NA AA214691 

NA AA243144 

Hs.135187 AA250809' 

Hs. 100651 AA251184 

NA AA252909 

Hs. 194480 AA25B979 

Hs.5241 AA280051 

NA AA282774 



116E10 

19BD7 

196D7 

524A9 

524A9 

485A6 

485A6 
485D5 
485D5 
479G6 
479G6 
482A5 

1371377 hypothetical protein FU1 4486 

(FLJ144B6), mRNA/cds={80,1615) 
14042727 cDNA FLJ14883 fis, clone 

PLACE1003596, moderateSy similar to 
OLIGCSACCHARYL TRANSFERASE 
STT3 SUBUNIT/cds=(2,862) 

5453973 protein kinase C-Jike 2 {PRKCL2), 
mRNA/cds=(9,2963J 
8401 06 EST39G979cDNA 

1471309 tc35a11.x1 cDNA, 3' end 

/clone=IMAGE:20S6588 /done_end=3' 

1484616 602628774F1 cDNA, 5' end 

/cbne=lMAGE:4753483 /clone_end=5' 

1522307 RST29149 cDNA 

1 576904 tm3Ga06.x1 cDNA, 3' end 

/ctone=!MAGE:2l 58066 /clone.en^' 

1654016 EST389824 cDNA 

1 670525 mRNA; cDNA DKFZp586F2423 (from 

clone OKFZp566F2423) 

/cdsr=U N KNOWN 
1 678553 thyroid hormone receptor- associated 

protein. 240 kDa subunit (TRAP240), 

mRNA /cds^(77.6601) 
1719368 cDNA FU14883 fis, done 

PLACE1 003596, moderately sirolter to 

OLfGOSACCHARYL TRANSFERASE 

STT3 SUBUNIT /cds=(2,S62) 

1799265 zx58g05.rt cDNA, 5' end 

/clone=IMAGE:446744 /clone_end=5' 

1 809440 macrophage migration inhibitory factor 
(g)ycasy!atjon-inhibitmg factor) (MIF), 
mRNA/cds={97,444) 

1814479 Express cDNA library cDNA 5 1 

1 8741 39 cDNA clone IMAG&6851 1 3 5' 

1885832 2s06a08.r1 cDNA, 5 1 end 

1 886149 golgi SNAP receptor complex member 
2 (GOSR2), mRNA/cds=(0,633) 

1 885512 cDNA clone 1MAG&669292 5* 

1894268 EST389427 cDNA 

1921589 fairy acid binding protein 1 , liver 

(FABP1), mRNA/cds=(42,425) 
1925825 cDNAcfanelMAG&7l3136 5' 



AA G GACCTCTG ATTTGAAG GTAG ATT 

TATGTGCCAGGGACTCCAAATTCA 

TGGGTCAGAGACGAAAAGGGCTATTA 

TTAGGTCAMCATTACAGAAATCA 

TGATTTCTGTAATGTTTG AC CTAATAA 

TAGCCCTTTTC GTCTCTGACCCA 

CTGATTTAACAGGTGGTTCTGCGGGC 

GTCCAGGTCAACATCTTTTTGTCC 

GGACAAAAAGATGTTGACCTGGACG 

CCCGCAGMCCACCTGTTAAATCAG 

GTCACTTTAGCGAGCGGGAAAACAAT 

GGCGGAAAGGGAAAACCTGGAAAG 

C TTTCC AGGTTTTCCGTTTCCGCCAT 
TGTTTTCCCGCTCGCTAAAGTGAC 
TAATTAATAGA GCTC ACTTAAGATTGC 
CCATCAAGAAACAGGAGGGTGGT 
ACCACCCTCCTGTTTCTTGATGGGCA 
ATCTTAAGTGAGCTCTATTAATTA 
AGTC CTG CTGAATC ATTGGTTTATAG 
AAGACTATCTGGAGGG CCTGATAG 
CTATCAGGCC CTC C AG ATAGTCTTCT 
ATAAACC AATG ATTC AG C AGGA CT 
ATGTGATTCCATGATAATCAAATAGT 
GAAT ACATTAT AAAGTC AG C AAC T 
ATATATG GGGGCTG GGCCTCGG GAC 
TCTCGCTCTAATAAAGGACTGTAGG 
TTTTGACCCAGATGATGGTTCCTTTA 
CAGAACAATAAAATGGCTGAACAT 



1 TGAGCACTGGAAACAGTTTCATGGAG 
TTTAAGTTGAGTGAACATCGGCCA 

1 ATGCATTTA G I i I l I GGCACCGTAGT 
TTAAG GGTGGG ATTGCC AG lllll 

1 GGTTGTGTCTCTGGTrTCCCCTTTTC 
CCCGTGGTTTTAATTTTTAAGAAC 

1 GGAGGAC ACCC CTGTGTGTTGCTGC 
TGCCTTCCGTGCTGTCTACTGTATC 

1 G C ATC AGAGAG AATATGG AAGGACAT 
CGACCCTAACTTCATCCAGTGAGG 

1 AC CATAGCAGAC AG GG TCAGATG GA 
ATATTAGCGGTTTA G GTGAAGAACC 

1 AGACAGAAGACAAGGCCAAATGGGT 
GTCTCTGGAATGATAGACTTAGAAA 

1 ATCCACAT7CTTACCTTTGGTAGTCA 
GGTTTGGCTACTTTGCAGCTCGCC 

1 ATAGCAGTGGATTACCAACACCTTGA 
CTTCTTGTACAGTGCTAACATCTT 

1 TAGTAAAAGTGAAAGAGAAAGGGTTT 
TTCCTGCCACAGGATATAACTT7T 



1 AAAGCGGTCGTTTCCCCACAAGGTGT 
CCAACTTTGCGGTACTCACACTTA 

1 CTAGGCCCGCCCACCCCAACCTTCT 
GGTGG G GAG AAATAAACGGTTTAG A 

1 TGCACTAAACAGTTGCCCCAAAAGAC 

ATATCTTGTTTTAAGGCCCAGACC 
1 TTGGATGAAGCTGAAAAGACACTAAG 

ACCTTCTGTGCCTCAGATCCCTGA 
1 GTGTGGCCTAAGGAACACCTCTTGTG 

GGGAGTAAGAGCCAGCCCTTCTCC 
1 AA G GATGAAG G ACTG ATGG AGG GCA 

G A GG AACTGG AGG C AG CAGGCAC AA 

1 AGATGTCTGTATAAACAACCTTTGGG 

TAG C AGGTGGTCAGTTAG GC A G GA 
1 TG CTTGTCTTTTAAACAC CTTCACAG A 

TATCATTTGCACCTTGCCAAAGG 
1 G G GTAG GC AGCTTGC AC C C AGTTCT 

CC TTTATCTCAACTTATTTTC CTGG 
1 CC G GTGTC CCTG AGTGAGGGC AAAG 

7TGTAATAACACTTGTTCTCTCCTT 
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Table 8 



407 


Table 3A 


Hs.09072 


AA283061 


1926050 


hypothetical protein MGC4618 












(MGC4618), mRNA /cds=(1 07,1621) 


408 


Table 3A 


Hs.291448 


AA290921 


1938772 


EST38816BcDNA 


409 


TaWe 3A 


Hs.211866 


AA290993 


1938989 


wh99f02.x1 cDNA, 3' end 












/done=IMAGE:2388891 /done_end=3' 


410 


TaWe 3A 


Hs.323950 


AA307854 


1950203 


zinc finger protein 6 (CMPX1) (Z.NF6), 












mRNA/cds^es.ssei) 


411 


Table 3A 


Hs.1 00293 


AA312681 


1965030 


O-linked N-acetylglucosamine 












^vjiCNACj transferase yuun-iN- 












acety1g!ucosamine:polypeptide-N- 












acetylglucosaminyl transferase) (OGT), 












mDMA He— /"7n^lQ 4flni\ 
mKiMn /cus— ^^Uoy,*tOU I ) 


412 


Table 3A 


Hs.217493 


AA314369 


1966693 


annexin A2 (ANXA2), mRNA 












/cds=(49,1068) 


413 


Table 3A 


Hs.85844 


AA322158 


1974484 


neurotrophic tyrosine kinase, receptor, 












type 1 (NTRK1), mRNA /cds=(u,2390) 


414 


Table 3A 


Hs.260233 


AA332553 


1984806 


hypothetical protein FU 10842 












(FU10842), mRNA /cds=(39,1 307) 


415 


Table 3A 


Hs.323463 


AA360634 


2012954 


mRNA for KIAA1693 protein, partial 












cds/cds=(0,2707) 


416 


Table 3A 


NA 


AA377352 


2029681 


EST89924 Small intestine II cDNA 5' 
end 


417 


Table 3A 


Hs.27973 


AA397592 


2050712 


KIAA0874 protein (K1AA0874), mRNA 












/cds=(0,6188) 


418 


Table 3A 


HS.343557 


AA401648 


2056830 


601 500320F1 cDNA, 5 end 












/done=IMAG&3902237 /ctone_end=5' 


419 


Table 3A 


Hs.1 86674 


AA402069 


2056860 


qf56f06.x1 cDNA, 3' end 












/done=IMAGE:1754051 /ctone - end=3' 


420 


Table 3A 


Hs.301985 


AA41243B 


2071003 


602435787F1 cDNA, 5' end 












/done=IMAGE4553684 /clone_end=5 , 


421 


Table 3A 


Hs.9691 


AA41S765 


208056S 


cDNA FU23249 fis, clone COL04196 












/cds=UNKNOWN 


422 


Table 3A 


Hs.24143 


AA426506 


2108769 


Wiskott-Aldrich syndrome protein 












interacting protein (WASPIP), mRNA 












/cds=(1 08,1619) 


423 


Table 3A 


Hs.303214 


AA427B53 


2111519 


7o45b01.x1 cDNA, 3' end 












/clon5=IMAGE:35769l2 /c!one_end=3* 


424 


Tabte 3A 


HS.B9519 


AA429783 


2112974 


KIAA104S protein (KIAA1046), mRNA 












/cds={577,1782) 


425 


Table 3A 


Hs.1 12071 


AA442585 


2154463 


zv57f09.r1 cDNA,5'end 












/clone=IMAGE:757769 /clone_end=5' 


426 


Table 3A 


Hs.8832 


AA454036 


2167705 


2x48b04.r1 cDNA, 5' end 












/done=IMAGE:795439 /done_end*5' 


427 


Table 3A 


Hs.286148 


AA454987 


2177763 


stromal antigen 1 (STAG1), mRNA 












/cds=(400,4176) 


428 


Table 3A 


Hs.255452 


AA455707 


2178483 


aa22d09.r1 cDNA, 5' end 












/done=IMAGE:814001 /c!one_end=5' 


429 


Table 3A 


NA 


AA457757 


2180477 


fetal retina 937202 cDNA done 












IMAGE:838756 5' 


430 


Tabfe 3A 


Hs.82772 


AA460376 


2185996 


collagen, type XI, alpha 1 (COL11A1), 












mRNA /CdS=(161 .5531) 


431 


Table 3A 


Hs.292451 


AA4b1b04 


2185468 


zx5lo08.n cDNA, 5 end 












/done=IMAGE:795759 /clone_end=5' 


432 


Table 3A 


Hs.1 3809 


AA476568 


2204779 


mRNA for K1AA1525 protein, partial 












cds /cds=(0,2922) 


433 


Table 3A 


Hs.83733 


AA479163 


10433041 


cDNA FU11724 fis, clone 












HEMBA1 005331 /cds=UNKNOWN 


434 


Table 3A 


Hs.190154 


AA490796 


2219969 


td07e03j<1 cDNA, 3' end 












/done=IMAGE:2G74972 /clone_end=3' 


435 


Table 3A 


Hs.1 19960 


AA496483 


2229804 


mRNA; cDNA DKFZp727G051 (from 












clone DKFZp727G051); partial cds 












/cds={0,1423) 


436 


TBble 3A 


Hs.75470 


AB000115 


2564034 


hypothetical protein, expressed in 












osteoblast {GS3686), mRNA 












/Cds=(241,1482) 


437 


Table 3A 


Hs.50002 


AB000887 


2189952 


small inducible cytokine subfamily A 












(Cys-Cys), member 19 (SCYA19), 












mRNA /cds={1 38,434) 


438 


Table 3A 


Hs.76730 


AB002299 


2224542 


mRNA for KIAA0301 gene, partial cds 












/cds=(0,6144) 


439 


Table 3A 


Hs.7911 


AB002321 


2224588 


mRNA for KIAA0323 gene, partial cds 



/cds=(0,2175) 



ACGGCGTTCTGAAATTTAGCACACTG 
G GAAGTC C ACATG GTTC ATCTGAA 
AATGAGATCACAGATGGTGACACTGA 
GCGGAAGGATGCAGTACCTCGGAG 

TCCTTGCAAAACATTTGGCTAGTGGT 
GTTCAGAGAAATACCAAAACGTGT 

GGCAAAGGGGAAGGATGATGCCATG 
TAGATCCTGTTTGACAI I I 1 1ATGG 
ACTGTTAACCAAATTTTGAGCAAGGA 
GTCTC AAAG GTAATTCTGAAC CAG 



ACTAGCAGATTGAATCGATATTCATTA 
AGTTAG G AATG GTTGGTG GTCCT 
AATTGTG CTTTGTATCAGTCAGTGCT 
G G AG AAATCTTG AATAG CTTATGT 

AGGAAACCAAGCCCTCACAGGAAAG 
AAA G CCTG AATC AAG AAAAC AAAGT 

ACTGAGCAGGACAACTGACCTGTCTC 
CTTCACATAGTCCATATCACCACA 
G CGTAAAACG CC AG GGCC ATCTTCTT 
ACTTAAG CC ACATCCTGAAC C AG G 
AGCG ACAAGAAGG AATCTG GTGAATT 
TTAGTCATCCCAGC Mil I AGTCT 
G CTG G GGCTG AGAGAG G GTCTG GGT 
TATCTCCTTCTGATCTTCAAAACAA 

TCATGGACACAAACTTTGGAGTATAA 
GCG AC ATCCCTTAAG C AAC AG G CT 

ATTCAAGTC AG GG C CTCTCTGCCCTT 
TTCCCTC CAGAAACAAAAC C AAG A 

TG TTTGTAC CACTAGCATTCTTATGTC 
TGTACTTG AACGTGTAGTTAG CA 
AATATAG CTCC ACTAAAGG AC C ATAG 
GGAAGAGCCAGCCTTGCCTTTTCT 

GACAGTC CATTAAGTTG ATTTCC AGT 
GGTGAAGG GTC AGACACGC CTCCC 

CCTG G GTTGCCTTGTAATG AAAAG G G 
AGATC G AGCC ATTGTAC C ACCTTA 
GTTCACTGTTTAACAGCC AGAAG CCA 
GAGCCTGCGTACTAGAAGTGGATG 
TTGTCAAGTGGATCTGCCCCAAAGTT 
TGCTTTGAGGAAACGGGCCTCCCT 
CTTGTATGGAAAACAGATGCTGACAG 
AATTGTAGACTACCATGCCACACA 
AAATCTAAGACACCCAAACCCCTCTT 
TGTCCCTAAGTAG CC CTAG C CTGG 
AG CTGTTTAATTGAATTGG AATC GTT 
CCACTTGGAACCCAAGTTTGGAAA 
TTTTTCTACGTTATCTCATCTCCTTGT 
TTTCAGTGTGCTTCAATAATGCA 
CTCCCATCTGCACACCTGGATCAAGG 
TAG CCTCTCTGCAC AAG G GCAG GT 
TGI I I 1 1 GCTTCCTCAGAAAC 1 1 1 1 1 A 
TTGCATCTGCCATCCTTCATTGG 
ACAG CCAACTG G AAAG ATATAAAAGT 
TTG G GTCTGTCTC CTCTC CTTCAG 
ACTC CTG CTTTAGAG AGAA GC C AC C A 
TG AAAAGTC CTC ATCATCAG G GGA 

TCC GTACTGTATGTG ATATAGTGCCA 
TTTTCAGTAACTGCTGTACACACA 

ACTTG C CATTACTTTTCCTTCCCACTC 
TCTCCAACATCACATTCACTTTA 

GTGAGTGTGAGCGAGAGGGTGAGTG 
TGGTCAGAGTAAAGCTGCTCCACCC 

TAATATG CTGG CTTTG CAG CAG AATG 
AAAAG GATGAGTTGGTGTAG CCTT 
TTCCTTCCCTGGAGGAACTCTTTGGT 
TGCAGGGCTAAACTTAGAGGCTGC 
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440 


Tabte 3A 


Hs.7720 


AB002323 


441 


Table 3A 


Hs.278671 


A8002334 


442 


Table 3A 


Hs.23311 


AB002365 


443 


Table 3A 


Hs.3852 


AB002366 


444 


Table 3A 


Hs.70500 


AB002368 


445 


Table 3A 


Hs.63302 


AB002359 


446 


Table 3A 


Hs.32555 


AB002377 


447 


Table 3A 


Hs,1D1359 


AB002364 


448 


Table 3A 


Hs. 100955 


AB007859 


449 


Table 3A 


Hs.1 18047 


ABD078S1 


450 


Tabie 3A 


Hs.28578 


ABQ07a83 


451 


Tabte 3A 


Hs.32166 


A3007902 


452 


Table 3A 


Hs.158268 


A3007915 


453 


Tabte 3A 


Hs.214546 


AB007916 



454 Table 3A Hs.28169 AB007928 

455 Tabte 3A Hs.7764 AB007938 

456 Tabte 3A Hs.92361 AB007956 

457 Table 3A Hs.306193 AB011087 

458 Table 3A Ha.59403 AB011098 

459 TableSA Hs.173081 AB011102 

460 Table 3A H3.19S891 AB011108 



461 


Tab.'e3A 


Hs.62209 


AB011114 


462 


Table 3A 


Hs.13273 


AB011164 


463 


Table 3A 


Hs.20t41 


AB011169 


464 


Table 3A 


Hs.1 18087 


AB011182 


465 


Table 3A 


Hs.9075 


AB011420 


456 


Table 3A 


HS.1 20996 


AB011421 


437 


Table 3A 


HS.1 80383 


AB0133B2 


458 


Table 3A 


Hs.323712 


AB014515 


469 


Tab!e 3A 


Hs.11238 


AB014522 


470 


Table 3A 


HS. 12259 


AB014530 


471 


Table 3A 


Hs.31921 


AB014S48 


472 


Table 3A 


Hs.8118 


AB014550 


473 


Table 3A 


Hs.96731 


AB014555 


474 


TabJeSA 


HS.65450 


ABD14558 



Table 8 

2224590 mRNA for KIAA0325 gene, partial cds 

/cds=(0,5285) 
222461 2 Kf AAC338 gene product (KIAA0335), 

mRNA/cds=(253,50Q4) 
2224S7A mRNA for KIAA0367 gene, partial cds 

/cds=(0,2150) 
2224676 mRNA for KIAA0368 gene, parlia! cds 

/cds=(0,4327) 
2224630 mRNA for KIAA0370 gene, partial cds 

/cds=(0,2406) 
2224682 myotubularin related protein 3 

(MTMR3), mRNA/cdS={247,3843) 
6634024 mRNA for KIAA0379 protein, partial 

cds/cds=(0,3180) 
2224712 mRNA for KIAA0386 gene, complete 

cds /cds=(1 77,3303) 
6534D28 mRNA for KIAA0399 protein, partial 

Cd5/Cds=<O,2061) 
2662082 60297T981F1 cDNA, 5* end 

/clone*IMAGE:51 11324 fclone^ectd*? 

2687430 muscleblnd (Drosophila)-te (MBNL), 

mPvNA/CdS=<1414,2526) 
2662164 KIAA0442 mRNA, partial cds 

/cds=(0,3519)- 
6634034 mRNA for KIAA0446 protein, partial 

cds/cds=(348D,4583) 
6683704 mRNA for KIAA0447 protein, partial 

cds/cds=(233,1633) 
341 3379 mRNA for KIAA0459 protein, partial 

cds/cds=(0,461) 
341 3899 KTAA0469 gene product (K1AA0469), 

mRNA /CdS=(1 84, 1 803) 
3413930 mRNA, chromosome 1 specific 

transcript KIAA0487 /cds=UNKNOWN 

9553752 hypothetical protein (LQFBS-1 ), mRNA 
/cds=(0.743) 

3043575 serine palmitoyltransferase, long chain 
base subunit 2 (SPTLC2), mRNA 
/cds=(138,1876) 

3043583 mRNA for KIAA0530 protein, partial 
cds /cds={0,4692) 

3043595 mRNA for KIAAQ536 protein, partial 
cds/cds=(0,3087) 

6635200 mRNA for KIAA0642 protein, partial 
cds/cds=(390,4028) 

3043707 mRNA for K1AA0592 protein, partial 
cds /cds=(0,4061) 

3043717 mRNA for KIAA0597 protein, partial 
cds/cds^(0,2915) 

3043743 DNA sequence from clone RP1 1- 
251J8 on chromosome 13 Contains 
ESTs, STSs, GSSs and a CpG Island- 
Contains two novel genes with two 
isoforms each and the KIAA0610 gene 
with two isoforms /cds=(61 ,2081) 

3834353 serine/threonine Kinase 1 7a (apoptosls- 

inducing)(STK17A), mRNA 

/cds=<1 17,1 361) 
3B34355 serine/threonine kinase 17b (apoptosis- 

inducing) (STK17B), mRNA 

/cds=(261,f379) 
3869139 dual specificity phosphatase 6 

(DUSP6), transcript variant 1, mRNA 

/cds^(351,1496) 
3327043 KIAA061 5 gene product (KIAA061 5), 

mRNAfcds= : (237,2927) 
3327057 mRNA for KIAA0622 protein, partial 

cds/cds=(0,3869) 
3327073 mRNA for KIAA0630 protein, partial 

cds fcds={0,1473) 
3327109 mRNA for KIAA0548 protein, partial 

cds/cds=(0,2557) 
33271 1 3 mRNA for K1AA0650 protein, partial 

cds /cds=(0,2548) 
33271 23 mRNA for KIAA0555 proiein, partial 

Cds/cdS=(0,3253) 
33271 29 reticufon 4a mRNA, complete cds 

/cds=(141,3719) 



TCTGACGGTTGGGAGTGGTGGAAATT 

GGAAGGATACCAGGAGGTAT7TGG 

TGATTACAWGGCGTATTCTTrCAT 

GGTTTCTGCAATGAGAGGAAGTGT 

TCATGCATTGGATTGCTCAGAATAAA 

GTGTCTG7TAGACTTCGTTTTGGT 

TGACGTTMCACCAGGAATCTCCATG 

TTTATTATTTTTCGTGGAAACTCC 

TTGCAAAGACTCACGI i \ I I GTTGTTT 

TCTCATCATTCCATTGTGATACT 

AGCTGTACATATAACCCTTTTCTCCTA 

AAGAGGAGTCAGTCAGTGCTCCT 

AG TTC AG GA GATCTCTAAGTGTAGCT 

GTAAATTTTGGGGTTAATTTGGCT 

TGTTTGGTTGAGGGGTGCTTTTAGTT 

GTGTGGCATTTGTATTCATTGATC 

TCAGCCTGAGTGAGTTCAGCCTGTAA 

AAA G GATGTTAAGCTGTG GGTAAA 

AGGGGAAAAGAGGGGAGAAAAACAG 

GAGTGATGTCATTTCTTTTTCATGT 

ACTTTCTGC7T GTAG7TGCTTAAAATT 

ATGTATTTTGTCTTGGGCTGCAA 

AAGCAACTGAATCTTCAGCATGTTCT 

CATCGGCGG AG CCTTCTTGTGTAA 

TGATTGGAGCACTG AGGAA CAAG G G 

AATGAAAAGGCAGACTCTCTGAACG 

TTGTCCAAACGAAGCAG CCGTGGTA 

GTAGCTGTCTATGATTCTTGCTCAG 

TGGTGCAATAGAAGCTGCAAAGATGT 

GCCACTTTATCTATGAAATGGAGT 

G GCTTCC ATGTC C AGAATCCTGCTTA 

AG GT TTTAGG GTACCTTCAGTACT 

TTTTGGCCAGCTTTTCTAGATAAGGT 

TGTATTGCTACTGCAACTAACAAA 

CACACATCCTGGTACCCTTGGTCTTC 
AAAGG CC ATTTCCAGCAG ACCCTC 
AAACATGTCTTTTTCTCGCCTCAACTT 
TATCCACATGAAATGTGTGCCCA 

TAAGCATAAAACCTGACACGTTAAAA 
TCCCTGCCCT7TGGTGAGCCCACT 
AACTTG CATTTTA GCAGTGCATGTTT 
CTAATTGACTTACTGGGAAACTGA 
AG G CCTC AGGCC ACCTCCAGGAA CA 
GAACACAGTTTTAAGTTTGAT7TTT 
TG AGTCTTAG CAATATGG GAGCAGGT 
TTTCACTGAATTCTGAGGGTGCCT 
GTTGTCCTGGCACACAAGGAGGCGA 
GGCTATGCGTTCGAGGCCAACCTAG 
TG G GAACA CATAGAACTG ATGGAGG 
CTTTTCCTAAGGCCAAGGATAATGT 



1 GGATTG AAC AG TTCAGTTGTATCTAT 
GCCCCACAGTGACCAGTAAAGTCC 

1 CGATG A CTCATTAC CCAATCCCCATG 
AACTTGTTTCAGATTTGCTCTGTT 

1 GTCGCAAAGGGGATAATCTGGGAAA 
GAC ACCAAATCATG GGCTCACTTTA 

1 ACTCAAGCTCACACCTGTACCTGATG 

GGAATGAACATAATGTGAAGAAAC 
1 CAC C AAAATAGTTATGTTG G C ACTGT 

GTTCACACG C ATG GTC C C CAC ACC 
1 GTGCG CTTTCTTTTACAAC AAG CCTC 

TAGAAACAGATAGTTTC TG AGAAT 
1 GTG TGTATAATGTAAAGTAGTTTTG C 

ATATTCTTGTGCTG CACATG G G CT 
1 AGGAATCCTTTTCTACATTTGAGCAA 

ATACTGAGGTTCATGTTGTACCAA 
1 C GC CTT GGCTTTGTGTTAGCATTTCC 

TCCTG AAGT GTTCTG7TGGCAATA 
1 AG AG ATTTTCTATTG CTG G GAAGGTG 

TGTTTCTCCCACAATTTGTTTGTG 
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475 


Table 3A 


Hs.6727 


AB014560 


476 


Table 3A 


Hs.52526 


AB014569 


477 


Table 3A 


Hs.5734 


AB014579 


478 


Table 3A 


Hs.1 53293 


AB014601 


479 


Table 3A 


Hs.1 92705 


AB0 15798 


460 


Table 3A 


Hs.247433 


AB015858 


461 


Table 3A 


Hs.288031 


AB016247 


482 


Table 3A 


Hs.1 79729 


AB0 16811 


483 


Table 3A 


Hs.1 0458 


AB0 18249 


484 


Table 3A 


Hs.1 9822 


AB01 8298 


485 


Table 3A 


Hs.5378 


AB018305 


486 


Table 3A 


Hs.21264 


AB018325 


487 


Table 3A 


Hs.8182 


AB018339 


488 


Table 3A 


Hs.55947 


AB018348 


489 


Table 3A 


Hs.181300 


AB020335 


490 


Table 3A 


Hs.22960 


AB020523 


491 


Table 3A 


HS.45719 


AB020630 


492 


Table 3A 


HS.1 23654 


AB020B31 


493 


Table 3A 


Hs.334700 


AB020640 


494 


Table 3A 


Hs.1 4945 


AB020644 


495 


Table 3A 


Hs.1 97298 


AB020657 


496 


Table 3A 


Hs.1 3264 


AB020663 


497 


Table 3A 


Hs 104315 


AB020669 


498 


Table 3A 


Hs.18166 


AB020677 


499 


Table 3A 


Hs.27973 


AB020681 


500 


Table 3A 


Hs.75415 


AB021268 


501 


Table 3A 


HS.215857 


AB022663 


502 


Table 3A 


Hs.104305 


AB023143 


503 


Table 3A 


Hs.1 54296 


AB023149 


504 


Table 3A 


Hs.4014 


AB023163 


505 


Table 3A 


Hs.75478 


AB023173 


506 


Table 3A 


Hs.1 84523 


AB023182 


507 


Table 3A 


Hs.103329 


AB023187 


508 


Table 3A 


Hs.158135 


AB023198 


509 


Table 3A 


HS.75361 


AB023200 



Table 8 

33271 33 mRNA for KIAA0660 protein, complete 

cds/cds=(120,1568) 
33271 51 KIAA0669 gene product (KIAA0669), 

mRNA /cds=(1 01 6,3358) 
3327171 meningioma expressed antigen 5 

(hyaluronidase) (MGEA5), mRNA 

/cds=(395 f 3145) 
332721 5 mRNA for K1AA0701 protein, partial 

cds/cds=(0,1892) 
1 1067366 PRO0457 protein (PRO0457), mRNA 

/cds=(985,1431) 
3953530 activating transcription factor 6 (ATF6), 

mRNA/cds=(42,2054) 
3721 881 sterol-C5-desaturase (fungal ERG3, 

delta-5-desaturase)-like (SC5DL), 

mRNA/cds={48,947) 
4514625 collagen, type X, alpha 1 (Schmid 

metaphyseal chondrodysplasia) 

(COL10A1), mRNA/cds=(0,2042) 
4033626 gene for CC chemokine LEC, complete 

ods 

3882230 SEC24 (S. cerevistae) related gene 

family, member D (SEC24D), mRNA 

/cds=(200,3298) 
3882244 mRNA for K1AA0762 protein, partial 

cds/cds=<0 f 1874) 
3882284 mRNA for KIAA0782 protein, partial 

cds /cds={0,3540) 
386231 2 mRNA for KIAA0796 protein, partial 

cds/cds=(0,3243) 
3882330 mRNA for K1AA0805 protein, partial 

cds/cds=(0,3985) 
651 8494 Pancreas-specific TSA305 mRNA , 

complete cds /cds=(45,2429) 
39B5929 breast carcinoma amplified sequence 2 

(BCAS2), mRNA/cds=(48,725) 
4240131 CAAX box protein TIMAP mRNA, 

complete cds /cds=(52,l755) 
42401 36 mRNA for KIAA0824 protein, partial 

Cds/Cds=(0,4936) 
14133218 mRNA for KIAA0833 protein, partial 

cds/cds=(0,5017) 
42401 62 mRNA for K1AA0837 protein, partial 

cds/cds=(0,2237) 
4240 1 88 NS1 -binding protein-like protein 

mRNA, complete cds /cds=(555,2483) 

4240200 mRNA for K1AA0856 protein, partial 

cds/cds=(0,3212) 
4240212 suppressor of clear, C. elegans, 

homolog of (SHOC2), mRNA 

/cds={277,2025) 
66351 36 mRNA for KIAA0870 protein, partial 

cds/cds=(0,3061) 
4240236 KIAA0874 protein (KIAA0874), mRNA 

/Cds=(0,6168) 
4038732 CDNA: FLJ2281 0 fis, Clone KAIA2933, 

highly similar to AB021 288 mRNA for 

beta 2-microgtobulin /cds=UNKNOWN 

501 9617 HFB30 mRNA, complete cds 

/Cds=(236,1660) 
4589483 death effector filament-forming Ced-4- 

like apoptosis protein (DEFCAP), 

transcript variant B, mRNA 

/cds=(522,4811) 
4589507 mRNA for KIAA0932 protein, partial 

cds/cds=(0 t 2782) 
4589535 mRNA for KIAA0946 protein, partial 

cds/cds=(0,2005) 
4589555 mRNA for KIAA0956 protein, partial 

Cds/cds=(0,2020) 
4589573 mRNA for KIAA0965 protein, partial 

cds/cds=(0,1392) 
14133226 KIAA0970 protein (KIAA0970), mRNA 

/cds=(334,2667) 
4589605 mRNA for KIAA0981 protein, partial 

cds/cds=(0,1737) 
4589609 mRNA for KIAA0983 protein, complete 

Cds/cds=(55,2106) 



TGCAACCAAATTGGCTTTACCATCTT 

GGCTTTAGTAGGTATAGAAGACAA 

TGTCAAATAAAAGAGAACGAACAGGT 

AGTTTGGTGGAGCTGAGCTAGTGT 

TCCTGTAGAAAACGAACTGTAAAAGA 

CCATGCAAGAGGCAAAATAAAACT 

ACAGTAGCTTTGTAGTGGGTTTTCTG 

TGCTGTGCTTTTTAATTTCATGTA 

GATTCCTGTCATGAAGGAAAGCAAGA 

CAGCTCACAGACCAGCGGCATCTG 

TTTTCTGTACCTTTCTAAACCTCTCTT 

CCCTCTGTGATGGTTTTGTGTTT 

AAATCTTATTCCTCCTCTTCTCCCCTC 

ACTTTTCCCTACTTCCTCTGCAA 

TGGAATCAGACATCTTCCAGATGGTT 
TGGACCCTGTCCATGTGTAGGTCA 

AATTTAGCACCTCAGGAATAACTTATT 
GGTTTAGGTCAGTTCTTGGCGGG 
AAC C ATGTAACTCC ATTG AACATTTTT 
CAACTTAAGGTCTGCATAGCAGA 

AAACCAGGTTAATGGCTAAGAATGGG 

TAAC ATG ACTCTTGTTG GATTGTT 

CTCTTGGCTGAGCTTCTACAGGGCTG 

AGAGCTGCGCTTTGGGGACTTCAG 

TTTCCTTTGGGGCATGATGTTTTAAC 

CTTTGCTTTAGAAGCACAAGCTGT 

ATAGAATGAGCTTGGTTAAGCACCTC 

TCCTTTGCCCTTCACCCTGACTCC 

TTGAGTAGAACTCTGATTTTCCCTAG 

AGGCCAAATTCTTTTTATCTGGGT 

TTCTAAACACATTCTTGATCACCAAAC 

AACTTCAGAAAGACAGTGACTGT 

TGGAGTTGCTTCCAGCTGCCAAGGC 

CTGTGACAGAATTCGCTGTTAAGAG 

AATGATGCAAAGTTTTATTCTTGAACT 

TGGACACTGATGCCATCAAACAA 

GGCCAGTAAATTCCATGTTTTTGGCT 

ATATCTCATCCAAACTGAGCAGTT 

TTCCCATTGTCCTCCTACTCAACTAAA 

ATTCATAGTTGGCTTTAAGCCCA 

GCATGTCCTAATGCTTGCTGCTGATT 

TAAACACATTAAAGGTACTTTGCA 

ACAATGGCATAAAAGTAACTTTCTCT 
GAAGATGTGATGTTCAGGCTGTGA 
AATGGAAGGCAGGTGAAGATATAAAA 
CCCTAGAATGCTTAAATGTGCTGT 

TTAATGCCAGTCCTCATGTAACCTCA 

GGTATCTTCAGCTTGTGGAGAATA 

TGGAGTATATGCCTGAAAAGGTTTTG 

GATTCAGAAAGAAAAAGGATGGTT 

AAAGTAAGGCATGGTTGTGGTTAATC 

TGGTTTATTTTTGTTCCACAAGTT 



GGTGTGTGTGTCCAGAGTGAGCAAG 
GATTATGTTTTTGGATTGTCAAAGA 
AACCATTTGCCTCTGGCTGTGTCACA 
GGGTGAGCCCCAAAATTGGGGTTC 



GAAAGTGGAGAGGACCTAACATATGT 

CTCTACCTAGAAAGGATGGTTTCA 

ACCAACTATAAACCCAGTTCTAAAGT 

TGTGTATGATGGTGAACCTTTGGG 

GGACCTGAGACACTGTGGCTGTCTAA 

TGTAATCCTTTAAAAATTCTCTGC 

TTTGGTGTTCAGTTACTGAGTTTCAAA 

AATGTTTTGGTGGCATGAGGACA 

CCTGTTTAAGAAAGTGAAATGTTATG 

GTCTCCCCTCTTCCAATGAGCTTA 

ACGGACCAGGCCATTCATTATTCCTC 

AAGTGTTAATATACTGACTTATGC 

ACAGTTTTGTCAAAAAGTGTATCTTGA 

CCCCACCATCAGTACTCCATTCT 
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AB032251 
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AB032252 


535 


Table 3A 


Hs.286430 
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Table 3A 
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Table 8 

141 33228 60 1 500320F1 cDNA t 5' end 

/done-tMAG&39D2237 /dcne_end=5' 

4589659 mRNA for KIAA101O protein, partial 

Cds /Cds=(0,3949) 
4579908 mRNA for heat shock protein apg-2, 

complete cds /cds={278,2800) 

5931603 microvascular endothelial 

differentiation gene 1 (MDGt), mRNA 

/cds=(202,873) 
56B94D5 KIAA1035 protein (KIAA1035), mRNA 

/cds=(88,3548) 
55B941 6 mRNA for KIAA1 040 protein, partial 

cds/cds=(0,1636) 
55B9428 KIAA1 046 proteoi (K1AA1 046), mRNA 

/cds={577,1782) 
5589446 mRNA for KIAA1055 protein, partial 

cds /cds={0,2607) 
5689450 mRNA for KIAA1 057 protein, partial 

cds /cds={0,2934) 
5689452 mRNA for KIAA1 058 protein, partial 

cds /cds=<0.4604) 
5389462 ubiquitin carbon-terminal esterase L1 

(ublquitin thiolesterase) (UCHL1), 

mRNA /cds=(31, 669) 
5589470 mRNA for KIAA1 067 protein, partial 

cds /cds=(0,2072) 
5589488 mRNA for K1AA1 076 protein, partial 

cds/cds=(0.2415) 
5589496 mRNA for KIAA1 080 protein, partial 

cds/cds=(0,1554) 
5889502 mRNA for KIAA1 083 protein, complete 

cds/cds=(221,1975) 
5589520 mRNA for KIAA1 092 protein, partial 

Cds/cds=(0,3464) 
141 33234 mRNA for KIAA1 093 protein, partial 

cds;cds=(179,5362) 
5589544 KIAA1 1 04 protein (K1AA1 1 04), mRNA 

/CdS=(494,2281) 
5389552 mRNA for KIAA1 108 protein, partial 

cds/cds=(0,2291) 
6714542 YEAF1 mRNA for YY1 and E4TF1 

associated factor 1, complete cds . 

/Cds=(1 98,678) 
7584245 solute earner family 21 (organic anion 

transporter), member 11 (SLC21A11), 

mRNA /cds=(1 93,2325) 
6539431 SEEK1 protein (S5EK1 ). mRNA 

/cds=(274,732) 
6539433 SPR1 protein (SPR1), mRNA 

/cds=(31 5,725) 
6583491 BPTF m RNA for bromodomain PH D 

finger transcription factor, complete cds 

fcdS=(471,B816) 
6583493 bromodomain adjacent to zinc finger 

domain, 1A (BAZ1A), mRNA 

/cds=(1 15,51 39) 
6329727 601655926R1 cONA, 3' end 

/clone=lMAGE:3B55679 /clone j-mo^ 

6329754 mRNA for K1AA1 126 protein, partial 

cds/cds=(0,1657) 
6330025 mRNA for KIAA1 146 protein, partial 

cds/cds=(0.815) 
6330032 mRNA for KIAA1 147 protein, partial 

cds /cds=(0,5G9) 
6330050 EST374106 cDNA 

6382017 mRNA for KIAA1 151 protein, partial 

cds /cds=(0,689) 
11237894 6020l3369F1cDNA,5'end 

/clone=!MAGE:41 49209 fclone_end=5' 

6332021 mRNA for KIAA1208 protein, partial 

cds /cds=(24,2015) 
6330568 cofactor required for Sp1 transcriptional 

activation, subunit3 (130kD) (CRSP3), 

mRNA /cds=(1 19,4225) 

6330623 mRNA for KIAA1 224 protein, partial 
cds/cds=(0,1908) 



TTTGGTTCATCCGTGTGCTGTTCTTTT 
GGGTTCTGAGAGGGTTTTGCCAT 

GGCAGTAATGCAAGAGTCCTTTTGTG 
AAGAGTGTTTCTATGTAGAGATGT 
AAATGCAGAGCAGAATGGACCAGTG 
G ATG G AC AAG G AG AC AACCC AGG CC 

AGTGTTCCTGCTGCCAGTTCTTTCCT 
CTTTAG G CGTG GTTG AG AAAAAGC 

C AGTCTCTG C CACTTGTG CTAGTTTT 

TGTGTGGTGTTTAG AAAC ATG G GC 

TTCCACTTAGGTTTGGCATTTTGGCA 

G ATAAG CTAATCTTGTATAAAGCA 

GTAAATGCCCTACATGGTGTGATGCT 

GCATTATATATAAAACTGTGTGCA 

AGCTCCTGTGCTGACCTTCAAGTTAC 

GTTTTGGAACTGTAATACTAAAGG 

ACACTAG G GAAGAACCTTAATTCTAA 

ATTTGGTTCATGTGTGGCAAAGTT 

TAACTGG AATCACTG CCCTG CTGTAA 

TTAAACATTCTGTACCACATCTGT 

CCC CC AGTGCTTTGTAGTCTCTC CTA 

TGTCATAATAAAGCTACATTTTCT 

GACAGACTTGGACACAAAACCGATCC 
ATAGAAG GGCTTCCC AAACCTTGT 
CCATATGTAACTTGTTTTGAAGAGAA 
GTGTTTC CGTTGTGTGTCTTG ATG 
GTATCATCTGCCAAGACCAGGGCCT 
G CTTCAC CAC AG C CACAATAAAGTC 
AATGAAC CATTTAC AGTTCGGTTTTG 
GACTCTG AGTC AAAG GATTTTCCT 
GCCGAGTCAGCACATGGGTAGAGAT 
GATGTAAAAG CAG CCAATCTGG AAA 
ACCTTCTGGGAGGAGGGTCGGATTC 
AATCTGAACTTAGAACTTTCAACTC 
G CAC CATGTAG AATTTTCACTTTGTA 
CTGG CAG GCTC GTTTTACCTC ATT 
TCTCCAGTCCTGATTACTGTACACAG 
TAG CTTTAG ATG G C GTG GACGTG A 
TTCCTGTTACTGG CATGTG CACG ACT 
ATGTTATTAG AAG CC ACTTTATCA 

GCCAG CTTGGAGGATG GACATTTCTG 
GATACACATACACATACAAAACAG 

TC AG CTCCTTG ATCTAAGCCTCC C AG 

AGAGACCCCTAGAATGTTTCCCTC 

CCGGCGGCAGGAACTATCAGTAGAC 

AGCTGCTGCTTCCATGAAACGGAAA 

TGTTGCCTTGAATATAACAGTACAATT 

TGTCAATTACTCTGCACCAGGCT 

AAAAGTAACA CCCTCC CTTTTTCCTG 
ACAGTTCTTTCAGCTTTACAGAAC 

AATGAAATGTAGTTGGGTTCTTCCTG 
TAATGCG CTATTATGTCTTGGGCT 

AACCTCCTTGTGTCTGTTTCTCTGTTC 
CTCTGTG GCTG ACTCAATAAACT 
GTGGGAGGGTGAGATGTGAAGATGT 
G G GATGAACCTG G AATGAAC GAATT 
G G CCTAAAG AAAGCTGG G GTTAATCC 
TGAAGCTAAAAGTAAATGTTTCTT 
TCCC ATC CTTTC CATC AAGAC CTTC A 
TTAG CTTATGATATTTGCTGC CGA 
G GAG GTCTCTTCCAG ATTGCTCTTCT 
GC CG AATTATTTGTATCTATT CCG 
GCACACCTCGTCAGAGGACCATAAC 
CGTGTGGGGACAATAACCGCAGGGG 

ACAATGGATTTGTGAAGAGCAGATTC 
C ATG AGTAACTCTG AC AG GTATTT 
TGAG AG AC ATTGTTAATTTTG G GGG A 
ATTG GC ATTG CG AAA G ACTTG A^A 



1 TGCTAGACATTTCTATACTCTGTTGTA 
ACACTG AG G TATCTCATTTGC CC 
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AB040919 
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AB040922 
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Table 8 

6330689 mRNA for KIAA1228 protein, partial 

cds/cds=(0 t 2l76) 
141 33246 mRNA for KIAA1 250 protein, partial 

Cds/cds=(1 39,5472) 
6382025 mRNA for KIAA1 253 protein, partial 

cds/cds=(0,1418) 
6330899 mRNA for KIAA1 255 protein, partial 

cds/cds=(0 t 2866) 
6330932 mRNA for KIAA1259 protein 

6331205 mRNA for KIAA1267 protein, partial 

Cds/Cds=(94 l 3411) 
6331388 mRNA for KIAA1286 protein, partial 

cds /cds=(1 97,3841) 
6331442 mRNA for KIAA1 292 protein, partial 

cds/cds=(0,17B8) 
6899845 acid-inducible phosphoprotein (OA48- 

18), mRNA/cds=(275,445) 
1 2862475 LPS-induced TNF-alpha factor (P1G7), 

mRNA/cds=(233,919) 
6691625 advanced glycosylate end product- 
specific receptor (AGER), mRNA 

/cds=(0,1214) 
8096339 mRNA for RERE, complete cds 

/Cds=(636,5336) 
7243042 hypothetical protein FLJ20548 

(FU20548), mRNA /cds=(1 67,1432) 
7243 T06 mRNA for KIAA1363 protein, partial 

cds/cds={0,l293) 
72431 1 8 mRNA for KIAA1369 protein, partial 

cds/cds=(0,1963) 
7243120 mRNA for KIAA1370 protein, partial 

Cds /odS=(49,3372) 
7243130 mRNA for KIAA1375 protein, partial 

cds/cds=(0,1640) 
7243132 mRNA for KIAA1376 protein, partial 

cds /cds=(143 f 1456) 
7243140 mRNA for KIAA1380 protein, partial 

cds/cds=(0,3798) 
14249549 hypothetical protein FU14775 

(FLJ14775), mRNA/cds=Cl71,533) 
7243154 mRNA for K1AA1 387 protein, partial 

cds /cds=(0,2852) 
7243154 mRNA for KIAA1387 protein, partial 

cds/cds=(0,2852) 
72431 94 mRNA for KIAA1407 protein, partial 

cds /cds=(0,2235) 
7243226 mRNA for KIAA1 423 protein, partial 

cds/cds=(0,1851) 
1 0567163 GASC-1 mRNA, complete cds 

/cds=(1 50,3320) 
12657580 up-regulated by BCG-CWS 

(LOC64116), mRNA /Cds=(477, 1859) 
1351 6845 solute carrier family 7, (cationic amino 

acid transporter, y+ system) member 11 

(SLC7A11), mRNA/cds=(235,1740) 

7959160 mRNA for KIAA1451 protein, partial 

cds/cds=(0,1467) 
7959232 mRNA for K1AA1486 protein, partial 

cds /cds*(1 1,2044) 
7959238 mRNA for KIAA1489 protein, partial 

Cds/Cds=(1619,3154) 
7959252 mRNA for KIAA1 496 protein, partial 

Cds /cds={0,2763) 
7959278 mRNA for KIAA1 509 protein, partial 

Cds /cds=(0 f 3982) 
7959318 mRNA for KIAA1 526 protein, partial 

Cds /cds={0,2692) 
7959322 mRNA for KIAA1 528 protein, partial 

cds /cds=(4,2226) 
7959348 mRNA for KIAA1 541 protein, partial 

cds/cds=(908,2341) 
1 1 094140 XPA binding protein 1 ; putative 

ATP(GTP)-binding protein (NTPBP), 

mRNA /cds=(24,1 148) 
13699901 nucleolar protein interacting with the 

FHA domain of pKi-67 (NIFK), mRNA 

/cds=(54,935) 
1 3365650 FRAT2 mRNA, complete cds 

/cds=(1 29,830) 



GTGGGGGATGGGGGTTAAAAAGTAG 

AGAACCTCCTTTCTGTTCAACTAAT 

CAGGTGAGTAGTTGCCGCGTAATATC 

ATTGGAGTACATTCTTTATACTGT 

CCCCAACCTTATTCTGTGTGTAGACA 

TTGTATTCCACAATTTTGAATGGC 

CGAATGGCTTAAACTAATTTGCTATG 

ATCCTCTAACACCGAAATTTCCCA 

AGAGGGAATCAGAAAAATGCCAAGC 

CTTTTCTCTTTGAATGTGCTATTTT 

CACCCTTCTCTGTTAACCTTGTGCCT 

GTCTCCTGTATGATCACATCACCA 

TGTGTCTCTGTCGCGTCTGCTGTGAA 

GCACATGATGCTCTATTTATTGTA 

TGAGAGTAAGCACATGACAGCGTCTG 

CTTGCGTTGTGTCTGTTTTATGTT 

TCGTGTGAATCAGACTAAGTGGGATT 

TCATTTTTACAACTCTGCTCTACT 

TGCAACGAATATGGATACCACATAGT 

ACTTTGGTGTTACCTGCTTTTGAA 

AGAACTGAATCAGTCGGAGGAACCT 

GAGGCAGGCGAGAGTAGTACTGGAG 

TTGCCATGAGATAACACAGTGTAAAC 

AGTAGACACCCAGAAATCGTGACT 

GCTGTTAGGCTAAGAGGGTGCAGGG 

CTAGACACGAAGCTTAAACTATTCA 

CCAGTGTGGAGGTAGCAAAGCATCTA 

TCTATTCTGAATCATGTTTGGAAA 

GCCAGTATGCCACAGAATGTCCTAAA 

CCCTTGCTGCCTCTTATCAAAACC 

TTTGTACTGTTGAAACCACTTCATTG 

GACATGTTGCAATAGCAAAACCCC 

AGGGGGAACATTGTAAAGAAACAAAA 

AGGTCCAGATGAATGTATGCTAGA 

GGTGCTGAATATGTCCTTGTAGGCTC 

TGTTTTAAGAAAACAATATGTGGG 

AC ATTGG CTTG CTTTTGTTAAAGTG C 

AAGTGTTACATATGGCTTTGTACA 

TTGGTAGTGTCAGCGGGCACCTTTTA 

CACCTTCTAGTAGCTCAAGCTAGT 

TCCTGGAATCGTTTAATCTAAAGCAG 

TTTCCCCTGTTTTGGAGATTTTGT 

TCCTGGAATCGTTTAATCTAAAGCAG 

TTTCCCCTGTTTTGGAGATTTTGT 

TGAGAAAGTCCTGTGCAGTCCTGAGA 

TGATTACTCTTATTTGGTGTGCTG 

TCGTCTTTTGCGAATGGCTTAATTCT 

GACACTACCTTTCTGGGAAATGTT 

TTTGATTGTGTCTGATGGGAACTGAG 

TTGTTGGCCTTTGTGAAATGAAAT 

TTGACAAAGCCCAACAATGATCTCAG 

GAATTACATTTTCCAACAGACCAA 

ACCTGTCACGCTTCTAGTTGCTTCAA 

CCATTTTATAACCA I I 1 1 I GTACA 



TCCTTAAGGTGCACAGTAAATGTACA 

GATAGTTATAGGCCACTGTTTTGT 

AGCTCATATGAACACTGCTCTGAACT 

CCTCTGACTTAGCATTCAACTTAA 

CATGACAAACATTACTAGCATGTTCA 

ACTGCACCATGTTCTGGCACTGTA 

ACCTCTTTCCTACCAATTTCACATTTT 

GCAGAAACTTGTTCACATTTCCA 

GGGTTGTGTATTAAATAGCCATTCAT 

TCTGGAACTCAAGGACAGGACTGT 

GCCTTGCAGGTGACCAGCAGTGTCA 

TTGTATTTATATACAGAGCTTATGA 

CTGGACGGGCGTGGGTTCTGGGTCA 

GCTTCTTTTACCTCAATTTTGTTTG 

AAAGTCTGAGGTGTGGAACAGTTATT 

TAAGCATTAGTCAACCCTGGTCCT ' 

TGGGCAAGACATGATTAATGAATCAG 

AATCCTGTTTCATTGGTGACTTGG 

CCTGTGTAAAAGAAGAAATACAAGAG 
ACTCAAACACCTACACATTCACGG 

TGGCTTGTTCATCCTCCAGATGTAGC 
TATTGATGTACACTTCGCAACGGA 
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Table 8 

13568433 UDP-GlcNAc:betaGal beta-1,3-N- 

acetylglucosaminyltransferase 5 

(B3GNT5), mRNA /cds=(1 29,1 265) 
10047154 mRNA for KIAA1545 protein, partial 

cds/cds=(0,2445) 
1 0047 1 56 hypothetical protein FU20073 

(FU20073), mRNA /cds=(16,1908) 
10047166 mRNA for KIAA1551 protein, partial 

cds/cds=(0,3750) 
10047166 mRNA for KIAA1551 protein, partial 

cds/cds=(0,3750) 
10047172 mRNA for KIAA1554 protein, partial 

cds/cds=(0,3963) 
1 00471 94 ninein (GSK3B interacting protein) 

(NIN), mRNA/cds=(202,6345) 
10047236 mRNA for KIAA1581 protein, partial 

cds/cds=(0,1639) 
1 0047244 mRNA for KIAA1 585 protein, partial 

cds/cds={27,1814) 
1 0047250 Homo sapiens, clone MGC: 1 5071 

IMAGE41 10510, mRNA, complete cds 

/cds=(977,2212) 
10047260 mRNA for KIAA1 593 protein, partial 

cds/cds=(477,3338) 
10047284 RC6-HT0592-270300-011-D11 cDNA 

10047294 mRNA for KIAA1610 protein, partial 

cds/cds=(0,1456) 
1 0047324 mRNA for KIAA1 624 protein, partial 

cds/cds=(0,1800) 
1 0047350 mRNA for KIAA1 637 protein, partial 

cds/cds=(0,1441) 
10047358 KIAA1641 protein (KIAA1641), mRNA 

/cds=(40,453) 
1 0257384 dUTP pyrophosphatase (DUT), mRNA 

/cds=(29,523) 
1 2697930 mRNA for K1AA1 693 protein, partial 

cds/cds={0,2707) 
1 2697932 mRNA for KIAA1 694 protein, partial 

Cds/Cds=(0,2274) 
12697944 mRNA for KfAAl 700 protein, partial 

cds /cds=(1 08,21 80) 
12697954 mRNA for KIAA1705 protein, partial 

cds /cds=(1 7 13,3209) 
12697994 mRNA for KIAA1725 protein, partial 

Cds/Cds=(0,3129) 
12698050 mRNA for KIAA1753 protein, partial 

Cds/Cds=(0,2457) 
12698058 mRNA for KIAA1757 protein, partial 

cds/cds=(347,4576) 
14017778 MEGF11 protein (MEGF11), mRNA 

/cds=(1 59,3068) 
3095031 mitogen-activated protein kinase 

kinase kinase kinase 3 (MAP4K3), 

mRNA/cds=(360,3014) 
2795862 syndecan binding protein (syntenin) 

(SDCBP), mRNA /cds=(1 48,1 044) 
2580549 DEAD/H (Asp-Glu-A!a-Asp/His) box 

polypeptide 3 (DDX3), transcript variant 

2,mRNA/cds=(856,2844) 
2580571 ubiquitously transcribed 

tetratricopeptide repeat gene, X 

chromosome (UTX), mRNA 

/cds=(26,4231) 
39301 62 class-! MHC-restricted T cell 

associated molecule (CRTAM), mRNA 

/cds=(0,1181) 
22321 49 FYN-binding protein (FYB-1 20/1 30) 

(FYB), mRNA/cds=(30,2381) 
2276462 N iemann- Pick disease, type C1 

(NPC1), mRNA /cds=(123,3959) 
2897941 thioredoxin-like, 32kD (TXNL), mRNA 

/cds=(205,1074) 
23431 08 hypothetical protein FLJ1 1 068 

(FLJ1 1 068), mRNA /cds=(1 63,11 88) 
28431 1 5 ankyrin 1 , erythrocytic (ANK1 ), 

transcript variant 3, mRNA 

/cds=(84,5726) 
2282029 ARP2 (actin-related protein 2, yeast) 

homolog (ACTR2), mRNA 

/cds=(74,1258) 



AACTATCAGCTTGGATGGTCACTTGA 
ATAGAAGATGGTTATACACAGTGT 

CCACGGTGGACCCTGTTTGTTTTAAA 

TATTCTGTTCCCATGTGAATCAGT 

TTGTGTAGGAAACTTTTGCAGTTTGA 

CACTAAGATAACTTCTGTGTGCAT 

ACTCAAATCAGTTAGCTTCAAACAAA 

AACGAAAGTTAGACCAAGGGAAGG 

ACTCAAATCAGTTAGCTTCAAACAAA 

AACGAAAGTTAGACCAAGGGAACG 

TTGTGTGCTGTGCTTCAAAGCCTTAA 

CTGTCAAATCTTGCATTATCTTGT 

ACATTATCATGGCATGACTTAAGGGA 

ACATTGGTTTGTGAAGGAAAAACA 

TGTGTGACTTTCATGCTTCTGGGGTT 

GGAGCTTAAAGATCCAAACTGAGA 

TGCTGGTATTCTCACTGCCACATTTTT 

GGAAACCTGTATTACACCTTAAA 

TTGAGTGTCTGCAGCAGCCCTGGACT 

TCCAGACTTCTATCACATGAGAAA 

TGGTGCTGATGCTTAGTTGTCTCATG 

CCATTAAATTGTAAAAGTGAGTTG 

GGAGGTCAGTTGATTTCCCCAGGTAC 

ATTCATGGTGTGACAGACACATGG 

AGATCCTTTCAGTCCCTAGACCTCCA 

TTCACTCTGTTTCTCTTCTGCTGG 

GATCCGATCATGGTGATGTACGGGG 

TGAATTCTCTTGCCGTGTTGCAAAT 

ATGGTTTCAAAATTCAAGGTCCCCAA 

ATGGCAGCATTTTATGTTCTGACC 

CAAGTATGTATGCAACTTTGCACACC 

AAC AACTGTTAATCTGTAG CTAGT 

TGGTGATTCTCCAGGCCATTTAATAC 

CCTGCAATGTAATTGTCCCTCTGT 

TTCTGCCTCAATGTTTACTGTGCCTTT 

GTTTTTGCTAGTTTGTGTTGTTG 

ACTACTGTCACGTAGCTGTGTACAAA 

GAGATGTGAAATACTTTCAGGCAA 

TGTTGAACGGTTAAACTGTGCA7TTC 

TCATTTTGATGTGTCATGTATGTT 

AATG GTCAAG GTTC AG C ATATTCTAT 

ATGAAGATCACAAGGTGGTATCGT 

TGTGAACTTGTGCGCAAATGTGCAGA 

TTCAATGTTCTTGTTACAGATTGA 

CCCCTTGGGCTCAGCACGAAAGGGC 

TTTCAATGAATTAAGTGAAAACTTT 

AATGAGTTGTGTTGAAGCCTCCGTCT 

CCCATCCTTGCCTGTAGCCCGTAG 

AGCCTAAACATGTATACTGTGCATTTT 

ATGGGTGACTTTGAAAGATCTGT 

ACCAGGTTTTAGCAAAATGCACACTT 

TTGGCTCTTTTTGGTATATGTTCT 

CCTGACTCCTCCTTGCAAACAAAATG 
ATAGTTGACACTTTATCCTGATTT 
TTGTATTGGCATAATCAGTGACTTGT 
ACATTCAGCAATAGCATTTGAGCA 

TTGTTAAGTTG CAATTACTG C AATG A 
CAGACCAATAAACAATTGCTGCCA 



ACAGCAAACTTTGGCATTTATGTGGA 
GCATTTCTCATTGTTGGAATCTGA 

TGGTCATTCTGCTGTGTTCATTAGGT 

GCCAATGTGAAGTCTGGATTTTAA 

GGCATGAAATGAGGGACAAAGAAAG 

CATCTCGTAGGTGTGTCTACTGGGT 

AATCTTGACACATGCAATTGTAAATAA 

AAGTCACCACTTTTGCCAAGCTT 

TGATGCCTTCATCTGTTCAGTCATCT 

CCAAAAACAGTAAAAATAACCACT 

GGCCAAGCTGAATGCCATGAATATCA 

GTGAGACGCGTTATAAGGAATCCT 

CCTGCCAGTGTCAGAAAATCCTATTT 
ATGAATCCTGTCGGTATTCCTTGG 
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619 Table 3A Hs.6895 AF006086 2282037 

620 Table 3A Hs.82425 AF006088 2282041 

621 Table 3A Hs.22670 AF006513 2645428 

622 Table 3A Hs.24752 AF006516 2245670 

623 Table 3A Hs.321149 AF007155 2852635 

624 Table 3A Hs.5409 AF008442 2266928 

625 Table 3A Hs.225977 AF012108 2331249 

626 Table 3A Hs.334874 AF012672 2326226 

627 Table 3A Hs.199291 AF015041 4102706 

628 Table 3A Hs.51233 AF016266 2529552 

629 Table 3A HS.76807 AF016270 2655005 

630 Table 3A Hs.104624 AF016495 6560593 

631 Table 3A Hs.10955 AF021819 246C317 

632 Table 3A Hs.125134 AF023142 4102956 

633 Table 3A Hs.108809 AF026292 25590Q9 

634 Table 3A Hs.168103 AF026402 2G55201 

635 Table 3A Hs.9573 AF027302 2522533 

636 Table 3A Hs.158132 AF031167 2739159 

637 Table 3A Hs.170133 AF032885 2895491 

838 Table 3A Hs.74276 AF034607 4426566 

639 Table 3A Hs.1 06890 AF035306 2661067 

640 Table 3A Hs.184697 AF035307 2661068 

641 Table 3A Hs.278589 AF035737 2827179 

642 Table 3A Hs.8257 AF035947 9695283 

643 Table 3A Hs.6900 AF037204 2906012 

644 Table 3A Hs.155489 AF037448 3037012 

645 Table 3A Hs.12311 AF038202 2795923 

646 Table 3A Hs.76807 AF038564 2708328 

647 Table 3A Hs.303627 AF039575 2773157 

648 Table 3A Hs.29417 AF039942 4730928 

649 Table 3A Hs.8185 AF042284 5256829 

650 db mining Hs.298727 AF042838 2815887 

651 Table 3A Hs.82280 AF045229 2906029 

652 Table 3A Hs.62112 AF046001 2895859 



actin related protein 2/3 complex, 
subun'rt 3 (21 kD) (ARPC3), mRNA 
/CdS=(25,561) 

actin related protein 2/3 complex, 
subunit 5 (16 kD) (ARPC5), mRNA 
/cds=(24,479) 

chromodomain helicase DNA binding 
protein 1 (CHD1), mRNA 
/Cds=(1 63,5292) 

spectrin SH3 domain binding protein 1 
(SSH3BP1), mRNA /cds*(B1 ,1607) 
cDNAFD1Q257frs l clone 
HEMBB1000887 /cds=UNKNOWN 
RNA polymerase I subunit (RPA4D), 
mRNA/cds=(22,1050) 
nuclear receptor coactivator 3 
(NCOA3), mRNA /cds=(1 83,4421) 
phosphatidylinositol 44unase 230 
(pi4K230) mRNA, complete cds 
/cds=(0.6134) 

NUMB-R protein (NUMB-R) mRNA, 
complete cds /cds-(2D9,2038) 
TRAIL receptor 2 mRNA, complete cds 
/cds=<1 17,1439) 

major histocompatibility complex, class 
U, DR alpha (HLA-DRA), mRNA 
/cds=(26,790) 

aquaporin 9 (AQP9), mRNA 
/CdS=(286,1173) 

RNA-binding protein regulatory subunit 
(DJ-1), mRNA/cds=(20,589) 
pre-mRNA splicing SR protein rA4 
mRNA, partial cds /cds=(0, 3473) 
chaperonin containing TCP1 , subunit 7 
(eta) (CCT7), mRNA /cds=(68, 1699) 
prp28, U5 snRNP 100 kd protein (U5- 
100K), mRNA/cds=(39,250l) 
ATP-binding cassette, sub-family F 
(GCN20), member 1 (ABCF1), mRNA 
/Cds=(94,2517) 
interleukin15(IL15), mRNA 
/cds=(316,804) 
forkhead box 01A 
(rhabdomyosarcoma) (FOX01A), 
mRNA /cds=(385,2352) 
chloride intracellular channel 1 
(CLIC1), mRNA/cds={236,961) 
done 23771 mRNA sequence 
/cds=UNKNOWN 
clone 23785 mRNA sequence 
/cds=UNKNOWN 

general transcription factor II, i (GTF2I), 
transcript variant 1, mRNA 
/cds=(370,3366) 

cytokine-inducible inhibitor of signalling 
type 1 b mRNA, complete cds 
/cds*(3131,3925) 

ring finger protein 13 (RNF13), mRNA 
/cds=(1 51,1296) 

NS1-assoclated protein 1 (NSAP1), 
mRNA /cds=(204, 1892) 
clone 23570 mRNA sequence 
/cds=UNKNOWN 

major histocompatibility complex, class 
II, DR alpha (HLA-DRA), mRNA 
/Cds=(26,790) 

heterogeneous nuclear 
ribonucleoprotein D (AU-rich element 
RNA-binding protein 1, 37KD) 
(HNRPD), transcript variant 1, mRNA 
/cds=(285,1352) 

HCF-binding transcription factor 
Zhangfei (ZF), mRNA /cds=(457,1 275) 

CGI-44 protein; sulfide dehydrogenase 
like (yeast) (CGI-44), mRNA 
/Cds=(76,1428) 

MEK kinase 1 (MEKK1) mRNA, partial 
cds/cds=(0,4487) 

regulator of G-protein signalling 10 
(RGS10), mRNA/cdS=(43,546) 

zinc finger protein 207 (ZNF207), 
mRNA/cds^(202 l 163B) 



TCAAGAATTTGGGTGGGAGAAAAGAA 
AGTGGGTTATCAAGGGTGATTTGA 

CAAACTGGTGCAGAAATTCTATAAAC 
TCTTTGCTGTTTTTGATACCTGCT 

GCTACTTGTTTACATTGTACACTGCG 
ACC AC CTTG CCG CTTTTC ATCACA 

ACTGG ATG CTAC AGACTTATAACAG C 
ATAGTGAATGGTAAGACTAGTGCA 
CCTCCCCTATGCCTCAGCCCCATCTC 
TG CTC CTGTTTG AATTTTGTTATT 
C CAGTGTG ACTAGG G ATCCTG AGTTT 
TCTGG G ACAATTC C AG CTTTAATC 
TG AC CCTTCTTTAAGTTATGTGTGTG 
GGGAGAAATAGAATGGTGCTCTTA 
GTGTGAGTCCTCTGTTTGCACTGGAC 
ATATTCCCTAC CTGTCTTATTTC A 

AGG G G AAGGGGTG CCTGG C GGGTAC 
TTTTCTATCTTTTATTTCCAGATTT 
TCATGCTTCTG CCCTGTCAAAGGTCC 
CTATTTGAAATGTGTTATAATACA 
AGCTAGCAGATCGTAGCTAGTTTGTA 
TTG TCTTGT C AATTGTAC AG ACTT 

AGCCCAGAATTC C CAAAGG C ATTAGG 
TTTCCCAACTGCTTTGTGCTGATA 
GTGTCTATACATTTCTAAGCCTTGTTT 
GC A G AATAAAC AG G GC ATTTAG C 
TAGAGGTGTACAGATGCTATATTATA 
TCCGCTCCCGGTGTACTGCAGCCC 
TTTTAC AAGG AAGGGGTAGTAATTG G 
CCCACTCTCTTCTTACTGGAGGCT 
ACACG GTG AACTGGCTGTGTCCATCT 
TTGTCACTGAGTGAAATCTCTGTT 
TG AG GACTTG GG GCAG GAAAGGAAT 
G CTG CTG AACTTG AATTTC CCTTTA 

TCAGACCTTG GATCAGATGAACTCTT 
AGAAATGAAGGCAGAAAAATGTCA 
CCACGTTCTTGTTCCGATACTCTGAG 
AAGTGCCTGATGTTGATGTACTTA 

GCCTGGGTCAGATTTTTATTGTGGGG 
TG G G ATG AGTAG G AC AACATATTT 
G G GTG CCCACCTGC ATGTGAAGG G G 
AGGCAGTTCTCAATTTATTTCAATA 
CAGTCACTGG GTCTATATTAAACAGC 
AACC AG AG CAACAAATG G C AAAC A 
TGACATGGTAGCAGAAATAGGCCCTT 
TTATGTGTTG CTTCTATTTTACCT 



AGCAAAGAACAGTTTGGTGGTCTTTT 
CTCTTCCACTGATTTTTCTGTAAT 

AG CCCTG CTAAACTATGTAC AG AG G A 
AACTGTTCAAGTATTGGATTTGAA 
TGTCAACGATGTTTCCAGTAGTGTTT 
AGATTTGGTGTCTTCAAAGGTAGT 
GG CTTTTTG CCCATC AAGAATAAAAA 
G AAATAAAAC C AAAG G GTTACC GG 
TG CCTGTTG CACATCTTGTAAAATTG 
G AC AATG G CTCTTTAGAG AGTTAT 

TG CGG CTAGTTC AGAG AGATTTTTAG 
AG CTGTG GTG G ACTTC ATAG ATG A 



AATG G AAG GATTAGTATG GCCTATTT 
TTAAAGCTG CTTTGTTAGGTTC CT 
C CATGTG G GCTACTC ATG ATG GGCTT 
G ATTCTTTG G G AATAATAAAATG A 

AACGAGGCCAGTGGGGAACCCTTAC 
CTAAGTATGTGATTGACAAATCATG 
C CTCTCAGG ACGTGC CGG GTTTATCA 
TTGCTTTGTTATTTGTAAGGACTG 
CCACTGCCTGAAAGGTTTGTACAGAT 
G CAT G CCACAGTAGATGTCC AC AT 
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transcriptional coactivator ALY mRNA, 

partial cds/cds=(0,701) 

sodium bicarbonate cotransporter 3 

(SLC4A7) mRNA, complete cds 

/cds=(71,3715) 

SEC22, vesicle trafficking protein {S. 
cerevisiae)-like 1 (SEC22L1), mRNA 
/Cds=(1 19,766) 
BUB3 (budding uninhibited by 
benzSmidazoles 3, yeast) homolog 
(BUB3), mRNA/cds=(70,1O56) 
diaphanous 1 (HDIA1) mRNA, 
complete cds /cds=(0,3746) 
secreted phosphoprotein 1 
(osteopontin, bone sialoprotein I, eariy T* 
{ymphocyte activation 1) (SPP1), mRNA 
/cds=(87,939) 
SEC13 (S. cere\risiae)-Jike 1 
(SEC13L1), mRNA /cdS=<60,1 028) 
tumor necrosis factor (ligand) 
superfamily, member 11 (TNFSF11), 
transcript variant 1, mRNA 
/cds=(156,1109) 
dathrin, heavy polypeptide (He) 
(CLTC), mRNA/cds=(172,5199) 
proteasome (prcsome, macropain) 
subunit, alpha type, 7 (PSMA7), mRNA 
/cds=(24,770) 

transporter 1 , ATP-bindlng cassette, 
sub-family B (MDR/TAP) (TAP1), 
mRNA/cds=(30 r 2456) 
splicing factor 3b, subunit 1, 155kD 
(SF3B1), mRNA/cds=(0,3914) 
lymphocyte adaptor protein (LNK), 
mRNA/cds=(357,2084) 
SPG-100 (SP100) gene, parSa! cds; 
and high mobility group 1-tike protein L3 
(HMG1L3) retropseudogene sequence 
fcds={0.617) 

ash2 (absent, small, or homeotic, 
Drosophfla, homolog)-Iike (ASH2L), 
mRNA /cds=(4,1 890) 
ubiquitin-conjugatrng enzyme E2l 6 
(UBE2L6), mRNA/cds=(47,508) 
leucine aminopeptidase (LOC51055), 
mRNA /cds=<1 86,1 745) 
protein kinase, lysine deficient 1 
(PRKWNK1), mRNA/cdS=(0,714B) 
antigen identified by monoclonal 
antibody MRC OX-2 (MOX2), mRNA 
/cds=(57 1 866) 

MY047 protein (MY047), mRNA 
/cds=(84,479) 

tumor necrosis factor (ligand) 
superfamily, member 14 (TNFSF14), 
mRNA/cds^(48,770) 
map 3p21; 3.15 cR from WI-9324 
repeat region, complete sequence 
/cds-UNKNOWN 
dyskeratosis congenita 1, dyskerin 
(DKC1), mRNA /cds=(92, 1636) 
PITSLRE protein kinase beta SV1 
isoform (CDC2L2) mRNA, complete cds 
/cds={79,2412) 

PITSLRE protein kinase beta SV1 
isoform (CDC2L2) mRNA, complete cds 
/cds=(79,2412) 

Breakpoint duster region protein, 
uterine leiomyoma, 1; barrier to 
autolntegration factor (BCRP1), mRNA 
/cds=(507,776) 

602417256F1 cDNA, 5' end 
/done=IMAGE:4536829 /done_end=5' 

vitamin A responsive; cytoskeleton 
related (JWA), mRNA /cds=(89,655) 
done 24705 mRNA sequence 
/cds=UNKNOWN 
hypothetical protein MGC13033 
(MGC13033), mRNA/cdS=(200,304) 
mRNA for KIAA1 823 protein, partial 
cds/cds=(52,1185) 



TTTTGG G ATAAATTTTA CTGGTTGCTG 
TTGTGGAGAAGGTGGCGTTTCCA 
TGAAGTATAAGCCTCTACTGG GTCTA 
TATTGTGAATCATCCTGCCTTTCA 

CTCGTCTATTGGCCCCTGTAGAAAGT 
TAAC CTTTGTTGTTTTC CTTTTAT 

TCC CCTTCTGTC C CCTAGTAAG C C C A 
GTTGCTGTATCTGAACAGTTTGAG 

AAACCTATTTCCCTTGCCTCATAGGC 
TTCTGGGATGTCATCACCTCCA6T 
G AATTTG GTG GTGTC AATTGCTTATTT 
GTTTTCCCACGGTTGTCCAGCAA 



CTATTTTGGGTCA I 1 1 I IATGTACCTT 
TGG GTTC AGGCATTATTTG GG GG 
TAATTGTTGAACAGGTGTTTTTCCACA 
AGTGCCGCAAATTGTACCTTTTT 



CCC CCTCAGAAGAATCATG AATTTG C 
AACAGACCTAATTTTTGGTTACTT 
GGCCTTTCCATTCCATTTATTCACACT 
GAGTGTCCTACAATAAACTTCCG 

TGGTGTCTCAAAGGAGTAACTGCAGC 
TTG GTTTG AAATTTGTACTGTTTC 

TGCCAGTAGTGACCAAGAACACAGTG 
ATTATATACACTATACTG GAG GG A 
AGGACACATCTGACATCCTGTGTTTG 
GTTAAAATATACAGCACATTGTGA 
TGGGGGTTGTAAATTGGCATGGAAAT 
TTAAAG CAGGTTCTTGTTAGTGC A 



TGTG AAAG AAACTTG CTTG C AG CTTT 
AACAAAATGAGAAACTTCCCAAAT 

GTATATATCCTC CAGCATTCAGTC CA 
GGGGGAGCCACGGAAACCATGTTC 
TGTGATGCTAGGAACATGAGCAAACT 
GAAAATTACTATG CACTTGTC AGA 
AAC CC A GTATATCTGTGTTATCTGAT 
G GGACG GTTG ACAGTG GTC AGGG A 
ATC C AGTGG CCTAGG AATTAAAGTGT 
TGTTGTTTTTGCTGTTAAATTGGA 

GCATTGGCAGCATTGTGTCTTTGACC 
TTGTATACTAGCTTGACATAGTGC 
TTTCATG GTGTG AAG G AAG GAGCGT 
G GTGCATTGGACATGG GTCTG ACAC 

AGACTGCACAACCAAGAAGTTACTCA 
AAGCTCTGTGGGAGCCCCTGCCTG 

C AGTGCTCACCTAAATCC ATCTGA CT 
ACTTGTTCCTGTGCCCTCTTGTTT 
GTGACGACGACCTGAAGGAGACGGG 
CTTCCACCTTACCACCACGAACCAG 

AACAGGATAAAGCTCG CCGG G AATG 
GGAAAGACAGAAGAGAAGGGAAATG 

CCTCACCCCCACCCTCACTTTCAATC 
CGTTTGATACCATTTGGCTCCTTT 



ATGGAAAGATGTGGTCTGAGATGGGT 
GCTGCAAAGATCATAATAAAGTCA 

C C ATGACTTC AC AGAC ATG GTCTAGA 
ATCTGTACCCTTACCCACATATGA 
CTGTGAATGTTTG CA GTCTCCTA C C G 
TCTCAACTACAGCTGCAGTTGCTA 
CAGCCTGAATTGC CTCT GGGAAGAG 
GGGTG G G AATG ACTTTTCAAT GTAC 
AATG GC CTAGAATTTGTG GTAGTTG C 
CAAAGAGGTTCTCCTAGGTGGTCT 
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Hs.327546 AF084555 
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Table 8 

328391 3 Homo sapiens, histone fold protein 
CHRAC17; DMA polymerase epsilon 
p17 subunit, done MGC:2725 
IMAGE:2822216, mRNA, oomplete cds 
/cds=(80,523) 

3978241 stannin mRNA, complete cds 
;cds=(175,441) 

3978243 RC2-BN0074-1 50400-0 18-C08 cDNA 

4545098 nucleoporin 98kD (NUP98), mRNA 

/cds-{1 24,5262) 
3851 531 Immediate early response 3 (IER3), 

mRNA /cds=(1 1,481) 
32901 97 protein kinase, mterferon-inducibte 

double stranded RNA dependent 

activator (PRKRA), mRNA 

/cds=(96,1037) 
3916215 myotubularin related protein 6 mRNA, 

partial cds /cds=(0,1398) 
451 1 968 insulin receptor substrate-2 (IRS2) 

mRNA, complete cds /cds=(51 6,4532) 

3319325 KIAA0916 protein (KIAA091 6), mRNA 

/cds=(146,14071) 
5430704 phosducfn (PDC), transcript variant 

PhLOP2, mRNA;cds=(5,355) 
4574148 SUMO-1 activating enzyme subunit 2 

(UBA2), roRNA/cds=(25,1947) 
3551 871 RAG2 mRNA, partial cds /cds=(0, 324) 

4336324 small membrane protein 1 (SMP1). 

mRNAfcds=(99,572> 
4206702 cyclin D-type binding-protein 1 

(CCNDSP1), mRNA /cds=(87,1 172) 
343531 1 RNA helicase-related protein 

(RNABP), mRNA/cdS=(17 t 2146) 
5326765 serine/threonine kinase 24 (Ste20, 

yeast homolog) (STK24), mRNA 

/Cd3=(78,l373) 
5813858 hypothetical protein MGC1 0786 

(MGC10785), mRNA /cds=(36,169) 
4249665 apoptosis-reiated RNA binding protein 

(NAPOR-3) mRNA, complete cds 

/cds=(67,1593) 
66901 59 Taxi (T -cell leukemia virus type I) 

binding protein 1 (TAX1BP1), mRNA 

/cds=(83,2326) 
669022Q PRO0457 protein (PRO0457), mRNA 

/cds=(985,1431) 

4140546 RNA binding motif protein 5 (RBM5), 

mRNA/cdS=(148,2595) 
3930775 ariadne (Drasophifa) homolog 2 

(ARIH2), mRNA /cds=(144 f 1625) 
4378245 isolate donor N done N168K 

immunoglobulin kappa light chain 

variable region mRNA, partial cds 

/Cds={0,303) 
4426639 L-type amino acid transporter subunit 

LAT1 mRNA, complete cds 

/cds=(66,1589) 
4063708 601657573R1 cDNA, 3' end 

/clone=IMAGE:3875611 /cloneend^ 

9409793 succfnate-CoA ligase, GDP-forming, 

alpha subunit (SUCLG1), mRNA 

/cds=(31,1032) 
5 1 03522 solute earner family 1 2 

(potassium/chloride transporters), 

member 6 (SLC12A6), mRNA 

fcds=<5 1,3350) 
5531903 pre-mRNA splicing factor (SFRS3) 

mRNA, complete cds /cds=(95,589) 
4566529 SWI/SNF related, matrix associated, 

actin dependent regulator of chromatin, 

subfamily d, member 1 (SMARCD1), 

mRNA /cds=(265, 1572) 
6542739 high-mobility group (nonhistone 

chromosomal) protein 1 (HMG1), 

mRNA/cds=(52,699) 
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1 CAGTGAAAAGTTTGTGAGTGAAGAAT 
GCTGAGMGATTGTAATGCTTTGT 



TTGTCTCAMGCTACCAAGTTTGTGC 

AATAAGTGGAAGGGATGTCATCCT 

ACATCGAAGGTGTGCATATATGTTGA 

ATGACATTTTAGGGACATGGTGTT 

GGCTATCTCAGGCAATATGGCCAGCA 

CCTGG GTCTTTATGCATGAAGATA 

GCTGTCACGGAGCGACTGTCGAGAT 

CGCCTAGTATGTTCTGTGAACACAA 

AGCTGCTGACTTGACTGTCATCCTGT 

TCTTGTTAGCCATTGTGAATAAGA 



CTCACAGGTGGACTGAGAAATCAGTT 
ACATCTTAAGTGACCTACAGGGTA 
GTGCATTGTATTTAGTCTGTATTGATC 
ATGGATGCCCTCCTTAATAGCCA 

CCTGTACAATTGCATCACGGGTGGG 

GATAAAAAGAGGAATATTCTGGTTT 

AAACAGAGCTGTCTTCAGCAACATTA 

TTAGTAGACAAAGAGGATGTGGAT 

ACTCAAGTTTTCAGTTTGTACCGCCT 

GGTATGTCTGTGTAAGAAGCCAAT 

TGACTCCTGCCAAGAAATCCTTTCTT 

AGAAGGTTGTTTGATTAGTTTTGC 

TTGTATTATCTGCTTTGCTGATGTAGA 

CAAGAGTTAACTGAGTAGCATGC 

AAAGATTGTTGGTTAGGCCAGATTGA 

CACCTATTTATAAACCATATGCGT 

TGGTAACTGTTCCAGGATTGCTCCAG 

GTTTGAG ATG GTATTG CT AAATTT 

TGCACCTTGTAGTGGATTCTGCATAT 

CATCTTTCCCACCTAAAAATGTCT 

CACTAGCACTTGTGATGCAATAGAAC 
ACTTCGCCTGTACTGAAAGGGCCA 
ACGCAGGCTTTCCTATTTCTACAACT 
GATTGTACTTATGCATTTTGTACC 

CAGGAGCTACTTTGAGTTTGGTGTTA 
CTAGGATCAGGGTCAGTCTTTGGC 

TAGAGAGAGGCCCGTGGCCTGAGGT 
AGTGCAGAGGAGGATAGTAGAGCAG 

TTTTGGAAGATTTTCAGTCTAGTTGC 

CAAATCTGGCTCCTTTACAAAAGA * 

AAGTTAATTGAGGCAATGTCATCTGC 

TCAAAGTTGAGTGGTTTATTCACA 

TTGCAGTGTATTACTGTCAGCAGTAT 

GGTAGCTCACCGTGGACGTTCGGC 



TATTCTGTGTTAATGGCTAACCTGTTA 
CACTGGGCTGGGTTGGGTAGGGT 

AAACTGAATGAGAGAAAATTGTATAA 
CCATCCTGCTGTTCCTTTAGTGCA 

TGACACTGGTCTTGCAGTACAACTGG 
AAGCCAAAACAAGGTGGAAGATGT 

GGTCAAGTATATTTGGACCTATTATC 
CTCGGCAAGCCAAGATGCAAACAT 



AGTTCACAATATGGTTCAAATGTAAC 
AGTGCAGAATTGAATATGGAGGCA 
7TGCATCTTTCCAGGAGAGCCTCACA 
TTCTTCTTCCAGGTTGTATCACCC 



GTGAGTCAGGAGCAGGAGCGTGCGG 
ACCAAAAATCCTCAGCCCTTACGAC 
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Table 8 

1 575566 ribosomal protein L5 pseudogene 

mRNA, complete cds /cds=UNKNOWN 

1 1640573 cDNA FLJ14235 fis, clone 

NT2RP4000167 /cds=(82,21 72) 
6855600 clone FLB2803 PRO0684 mRNA, 

complete cds /cds=(1 108,2364) 
6855600 clone FLB2803 PRO0684 mRNA, 

complete cds /cds=(1 108,2364) 
6855636 Interleukin enhancer binding factor 2, 

45kD (ILF2), mRNA /cds=(39,1 259) 
7959715 PRO0890 mRNA, complete cds 

Jcds=(1020,1265) 
8924006 hypothetical protein PR01 068 

(PRO1068), mRNA /cds=(1 442,1 750) 
7959856 tRNA isopentenylpyrophosphate 

transferase (IPT), mRNA 

/cds={60,1040) 
7959862 PRO201 3 mRNA, complete cds 

/cds={1 35,380) 
5031 598 actin related protein 2/3 complex, 

subunit2 (34 kD) (ARPC2), mRNA 

/cds=(84,985) 
4680228 DNb-5 mRNA, partial cds 

/cds=(0,1601) 
7670074 sialyltransferase 9 (CMP- 

NeuAc:lactosylceramide alpha-2,3- 

sialyltransferase; GM3 synthase) 

(S1AT9), mRNA /Cds=(277, 1365) 
6563255 pyrophosphatase (inorganic) (PP), 

nuclear gene encoding mitochondrial 

protein, mRNA /cds=(77,946) 
77701 36 Homo sapiens, eukaryotic translation 

elongation factor 1 gamma, clone 

MGC:4501 IMAGE:2964623 t mRNA, 

complete cds /cds=(2278,3231) 
7770230 PRO2760 mRNA, complete cds 

/cds=UNKNOWN 

1 2698331 C/EBP-induced protein (LOC81 558), 
mRNA/cds=(30,1391) 

5669089 mucosa associated lymphoid tissue 
lymphoma translocation gene 1 
(MALT1), mRNA /cds=(1 64,2638) 

7158285 unknown mRNA /cds=(0,1 261) 

6724085 BCL2-associated athancgene 3 
(BAG3), mRNA/cds=(306,2033) 
1 1493474 clone FLB8503 PR0228S mRNA, 

complete cds /cds=UNKNOWN 
1 1 493492 histone deacetylase 3 (HDAC3), mRNA 

/cds=(55,1341) 
1 1 493523 clone FLB6303 PR01 633 mRNA, 

complete cds /cds=(2546,3097) 
4406571 cytoplasmic protein mRNA, complete 

cds/cds=(236,3181) 
4406584 clone 2521 8 mRNA sequence 

/cds=UNKNOWN 
4406702 selenoprotein T(LOC51714), mRNA 

/cds={138,629) 
1 1493539 hypothetical protein PR01331 

(PR01331), mRNA/cds=(422,615) 
7259481 cyclin I (CCNI), mRNA /cds=(0,1133) 

6649056 transmembrane protein 2 (TMEM2), 

mRNA/cds=(148,4299) 
7767238 nectin-like protein 2 (NECL2) mRNA, 

complete cds /cds=(3, 1331) 
1 0039550 reticulon 4a mRNA, complete cds 

/cds=(141,3719) 
7106819 hypothetical protein (LOC51245), 

mRNA/cds=(0,359) 

71 05829 hepatocellular carcinoma-associated 

antigen 59 (LOC51759), mRNA 

/cds={27,696) 
57581 36 T-cell receptor aberrantly rearranged 

gamma-chain mRNA from cell line HPB- 

MLT /cds=UNKNOWN 
4929702 hypothetical protein (HSPC1 11), 

mRNA/cds=(62,598) 
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1 TCACCTTATGCAATGTGAATTATCACT 
ACAGAACTCCATCTTACTCCAGA 

1 TTTGATGTAATATAACCTAACGTTGTG 

CTGGTACCTGTTTTACCATGTGT 
1 CTCCATCCCTGGCCCCCTCCCTGGAT 

GACATTAAAGAAGGGTTGAGCTGG 
1 CTCCATCCCTGGCCCCCTCCCTGGAT 

GACATTAAAGAAGGGTTGAGCTGG 
1 GGCTTAGCTGCCAGTCTCCCATTTGT 

GACCTATGCCATCCATCTATAATG 
1 GGCCCCAATGCCAACTCTTAAGTCTT 

TTGTAATTCTGGCTTTCTCTAATA 
1 TGTCAGGTTTGGGTCTTGGGTTCAAG 

TGTATATATTCCTGTAAGTTTCTT 
1 TGCATCGTAAAACCTTCAGAAGGAAA 

GGAGAATGTTTTGTGGACCACTTT 

1 TTGACATTCTGCGAAAGCAACAAGCA 
AACTGAAGACCAACTCCTATGAGA 

1 CGCCTCTTCAGGTTCTTAAGGGATTC 
TCCGTTTTGGTTCCATTTTGTACA 

1 CCTTGTTGGACAGGGGGACAGGCTG 
CCTACTGGAATGTAAATATGTGATA 

1 TTTCTGAATGCCTACCTGGCGGTGTA 
TACCAGGCAGTGTCCCAGTTTAAA 



1 TGTGCAAGGGGAGCACATATTGGAT 
GTATATGTTACCATATGTTAGGAAA 

1 TCAAGTGAACATCTCTTGCCATCACC 
TAGCTGCCTGCACCTGCCCTTCAG 



1 CCGAGGAGAAGCGCGAGGGCTACGA 
GCGTCTCCTGAAGATGCAAAACCAG 

1 GCAGCTGTTTGAAGTTTGTATATTTTC 
CGTACTGCAGAGCTTACACAAAA 

1 GCCTGTGAAATAGTACTGCACTTACA 
TAAAGTGAGACATTGTGAAAAGGC 

1 GCTCTGATTGTACAAGAATTACCTGT 

GCTAGTCAAGTTGTTG i I I I »CCT 
1 CTGTCTTTTGTAGCTCTGGACTGGAG 

GGGTAGATGGGGAGTCAATTACCC 
1 GGTACAACCTTCAACTATTTCTTCCAT 

GCGGACCCCCTCCTGCCAAAAGA 
1 GCAATTCTCCCTGCGTCATGGATTTC 

AAGGTCTTTTAATCACCTTCGGTT 
1 CCTTCGCTTTAACATAGGTCTAATTTA 

TTTGCCGTGCCATTTTCCATACA 
1 TGGTTGGAAGTGGGTGGGGTTATGA 

AATTGTAGATGTTTTTAGAAAAACT 
1 ACCTTCCTCCAGGAAAAGCCATTCAA 

GCCTGATTATTTTTCTAAGTAACT 
1 CTGTATAGCTTTCCCCACCTCCCACA 

AAATCACCCAGTTAATGTGTGTGT 
1 GGGGTACCTGTGTTGAGTTGATAAAC 

ATTTCCATCTTCATTAAAACTGCT 
1 TGTCCACCTTTGCAGCCTGTTTCTGT 

CATGTAGTTTCAACAAGTGCTACC 
1 ATG CTAC CTCAAAGTGCTAC C G ATAA 

• ACCTTTCTAATTGTAAGTGCCCTT 
1 AGCACCCATTCCGACCATAGTATAAT 

CATATCAAAGGGTGAGAATCATTT 
1 TGTGGTTTAAGCTGTACTGAACTAAA 

TCTGTGGAATGCATTGTGAACTGT 
1 ATTACGAAGATGAACCAGTAAACGAG 

GACATGGAGTGACTATCGGGGCGG 

1 TCCTCCAGCTGACAGAAAAATCCAGG 
ATGAGATCAGAAGGATACTGGTGT 

1 TTTACACGCCCTGAAGCAGTCTTCTT 
TGCTAGTTGAATTATGTGGTGTGT 

1 GTTCACGGAAAAGCCAGAACCTGCT 
GTTTTCAGGGTGGGTGATGTAAATA 
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Table 8 

1 31 33509 IkappaBkinase complex-associated 

protein (IKBKAP) mRNA, complete cds 

/cds=(31 0,4303) 
5231 142 serum/glucocorticoid regulated kinase 

(SGK), mRNA /cds=(42,1337) 
8571911 cDNA: FU23595 frs. clone LNG15262 

/cds=UNKNOWN 
7688696 p45SKP2-like protein mRNA, complete 

cds/cds*<37,2051) 
6341 09 1 rho-gtpase activating protein 

ARHGAP9 (ARHGAP9), mRNA 

/cds=(406,2658) 
6841 141 HSPC101 mRNA, partial cds 

/cds={0,556) 
6841243 HSPC297 mRNA, partial cds 

/cds=(0,438) 
6841273 nt85d12.s1 cDNA 

/clone=IMAGE:1205303 
6341 31 5 HSPC333 mRNA, partial cds 

7cds=(0,443) 
6841 323 HSPC333 mRNA, partial cds 

/cds=(0,443) 
9294743 60S ribosorna! protein L30 isolog 

{LOC51187), mRNA /cds=( 143,634) 
9522516 DC6 protein <DC6), mRNA 

/cds=(161,466) 
6002953 Cloning vector pGEM-URA3 

61 64752 F-box protein Fbx25 (FBX25) mRNA, 

partial cds /ods=(Q,8i8) 
6573265 hypothetical protein FU1 2673 

(FLJ12673), mRNA/cds=(2,1587) 
10197639 phorboffn-like protein MDS019 

(MDS019), mRNA /cds=(231,1385) 
6553225 histone deacetylase 3 (HDAC3), mRNA 

/cds=(55,134l) 
8886721 ribonuclease III (RN3) mRNA, 

complete cds /cds=(245,4369) 
632691 3 calcium transport ATPase ATP2C1 

(ATP2C1A) mRNA, complete cds 

/cds=(202,2913) 
7341 090 eukaryotic translation initiation factor 2- 

alpha kinase 3 (EIF2AK3), mRNA 

/cds=(72,34l9) 
6307041 collagen, type I, alpha 2 (COL1A2), 

mRNA /cd s={ 1 3 9,4 23 9) 
11225484 VPS4-2 ATPase (VPS42) mRNA, 

complete cds /cds=(20i,i535) 
9739016 Homo sapiens, X-prolyl 

aminopeptidase (aminopeptidase P) 1, 

soluble, done MGC:15561 

IMAGE:31 39868, mRNA, complete cds 

/cds=(140,2011) 
1 1 385353 BAF1 80 (BAF1 80) mRNA, complete 

cds /cds=(96,4844) 
7582270 AV643418CDNA, 3* end 

/done=GLCBJC04 /clone.end^ 1 
1 1 493699 PC3-96 protein (PC3-96), mRNA 

/cds=(1 19,586) 
680B61 0 88-kDa Golgi protein (GM38) mRNA, 

complete cds /cds=(342,2237) 
12003206 NS1-binding protein-like protein 

mRNA, complete cds /cds=(555,2483) 

6344295 lFI16b (IFItSb) mRNA, complete cds 

/cds=(264,23l2) 
6530993 early B-cell transcription factor (EBF) 

mRNA, partial cds /cds=(0,1761) 
7582275 hypothetical protein (BM-002), mRNA 

/cds=(39,296) 
7582287 BM-O08 mRNA, complete cds 

/cds=(341,844) 
7582297 hypothetical protein (LOC51 320), 

mRNA /cds=(67,459) 
943751 4 CLK4 mRNA, complete cds 

/cds=(153,15l4) 
13445483 60S ribosomal protein L30 isolog 

(LOC51187), mRNA/cds=(143,634) 
131 82746 microsomal signal peptidase subunit 

mRNA, complete cds /cds=(57,635) 
13182760 CDA02 protein (CDA02), mRNA 
/cds={2,1831) 



AGTGCTCTTGCTTTGGATAACTGTAA 
AG G G AC C C ATG CTG ATAG ACTGG A 

TGCCC C AGTTGTC AGTC AG AG CCGTT 
G GTGTTTTTC ATTGTTTAAAATGT 
AAACCAATGGACAAACTTCTTGCTTC 
AAGGAACAAACTCTTAGGTTGGCA 
AAACATCATGAGAGTG G AG G CCTGC 
CACCCAGAAAGGCACATACTAGTGC 
AGTGGATTAACCCCTGCTTCTCTTCT 
TGTTCCCTGTTATCATTCCTCCCC 

GTCTGCTTATTCGTGTCTCTTACTAG 
GTTCAATTTCTTGGAGG CC GTGAT 
TGGCCTGACTGACATGCAGTTCCATA 
AATG CAG ATGTTTGTCTC ATTACC 
GCCAGACTTGAAAGAGGGCTCCAGA 
AAAAGTAGATG C GTATCTGTAC AAA 
CGTCTTAATGTTCACCGTCCACAGCT 
TTGGAATAAACCATCCTGGGAAGT 
TTAATGTTC AC CGTCCAC AGCTTTG G 
AATAAACCATCCTGGGAAGTTGCT 
TCTAGCC C AG CATTGATCTAG AAG CA 
GAG GAATCC CAG CG CCTTTTAAAA 
TTG CTCAG C ATG CC AG CCTTTAAGAT 
TGAATTAGATTGTGTTGTTGTGGT 
AAAAG GTATAGAAATG CTG GTTG G AA 
TGCTTATTTGAAAAAGACTGGCCA 
CTGCTTCACGCCTGTGTCTCCGCAGC 
ACTTCATCG AC CTCTTCAAGTTTT 
AG AG CAG CTTGTGTATGTAAACGCTT 
C AGTGAACTTG CTAATGATCC AAT 
TCAAACCTACTAATCCAGCGACAATT 
TGAATCGGTTTTGTAGGTAGAGGA 
TC AACC TC C G TCATGTTTTAG AAACC 
TTTTATCTTTTCCTTCCTCATGCT 
TTTCCATCTGTGTCCCAGATTGTGAC 
CCTAGACTTTCAATTGACAAGTAA 
C ATGTCGTTAG ATG G AAC ATG GAAG C 
CATTGTCTAATCAACTCTATCATT 

ATGTAATCCTGTAGGTTGGTACTTCC 
CCCAAACTGATTATAGGTAACAGT 

TGAATGATCAGAACTGACATTTAATTC 
ATGTTTGT CTCG CC ATG CTTCTT 
TTTGCACATTTTACATATGCTATGTGG 
TTGCCTTTGGG L 1 1 1 CTGT ACAG 
TG GTCATGTTCC AGGTG CTA GTAC AT 
CATTCATGATCACCTTAATGCTCA 



AG C ATAAAG AGTTGTG G ATCAGTAG C 
C ATTTTAGTTACTGGGG GTG G GGG 
TCAACACTTTGCTTTATTTGACACAAC 
CAGACTTTCTCAGTTCCTGTTCT 
ATGAAGAAAATCATTGAGACTGTTGC 
AGAAGGAGGGGGAGAACTTGGAGT 
ACTG AAAG ACTTTTG CTTAAAGTGG C 
ATTATTGACTGCTGATGTGATGCT 
TTG GTTG GTAACT CTG TAATTCCTAA 
CTATC ACTGGTTTG GTTCTGG ACT 

CCACC ATATATACTAG CTGTTAATCCT 
ATG G AATG GG GTATTG GGAGTG C 
AGAGGAATCTGAAAGTGCAGGGTGTT 
GGTTAAAGTTGTA CCTCC C AAGTA 
Mill CTCCATCCTGTTTCTAGCACAA 
AAATTTGCCTG CTGTGTTAC AAA 
CAGATTGATTTGAAAGGTGTGCAGCC 
TGATTTAAAACCAAACCCTG AAC C 
GCAACTaATAAGCCAAGGAATCGACA 
TATATTAGGTGCGTGTACTGTTTC 
TGTCCAGTGATAAATGTGATTGATCT 
TGCCTTTTGTACATGGAGGTCACC 
TCTAG C C CAG CATTGATCTAG AAG CA 
GAGGAATCCCAGCGCCTTTTaaaA 
AG G G AAC AGTGTG GAG ATG I I I I I GT 
CTTGTCCAAATAAAAGATTCACCA 
ACC C ATTGGTATAC AC AG AATATTC C 
TGTGCCCACACTTAATGTCAATCT 
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Table 8 

1 1526792 MLEL1 protein (MLEL1) mRNA, 
complete cds /cds=(73,3099) 

7107356 cDNA: FU22528 fis, clone HRC12825 
fcds=UNKNOWN 

7578788 TRAP and TNF receptor-associated 

protein (AD022), mRNA /cds=(16,1104) 

9295326 HSNFRK (HSNFRK) mRNA, complete 

cds /cds=(641 ,2938) 
12656020 norma) mucosa of esophagus specific 
1 (NMES1), mRNA /cds=(1 89,440) 

74071 45 cadherin, EGF LAG seven-pass G-type 

receptor 3, flamingo (Drosophila) 

homotog (CELSR3), mRNA 

/cds=(231,10219) 
9992877 nicastrin mRNA, complete cds 

/cds=(142.2271) 
95Q20S9 hydatrd/form mole associated and 

imprinted (HYMAI) mRNA, complete 

sequence /cds=UN KNOWN 
12005486 NPD012 (NP0012) mRNA, complete 

CdS/Cds=(55Z2252) 
1 01977 16 cell-surface molecule Ly-9 mRNA, 

complete cds (cd$-(3Q x l 994) 
7670839 host eel! factor homolog (LCP), mRNA 

/cds=(316,1536) 
857 1416 zinc finger protean mRNA, complete 

cds/cds=(l073,3133) 
7658294 integral membrane protein 2B (fTM2B), 

mRNA/cds=(170,970) 
12005510 hypothetical protein FU20886 

(FLJ20886), mRNA/cds=(0,524) 
9246972 CUG triplet repeal, RNA-binding 

protein 1 (CUGBP1), mRNA 

/cds=(1 37,1 585) 
9246972 CUG triplet repeat, RNA-binding 

protein 1 (CUGBP1), mRNA 

/cds=(137,1585) 
12005668 ATPase, H+ transporting, lysosomal 

(vacuolar proton pump) membrane 

sector associated protein M3-9 

(APT6M8-9), mRNA /cds={1 02,1 1 54) 
7547030 putative zinc finger protein 

(10051780), mRNA /cds=(744,4997) 
9433032 ser/arg-rich pre-mRNA splicing factor 

SR-A1 (SR-AI)gene 

14009497 hypothetical protein HES6<HES6), 

mRNA/cdss(0,B74) 
9802305 ribosomal protein L6 (RPL6), mRNA 

/cds=<2o l 892) 
1 0179833 iron inhibited ABC transporter 2 mRNA, 

complete cds /cds=0 1 1 ,1982) 

8453173 membrane-associated calcium- 

indepandent phospholipase A2 gamma 
mRNA, complete cds /cds=(225,2573) 

12005981 mitochondria) ribosoma) pjotein S1 5 

(MRPS15), mRNA/cds=(0,851) 
12003038 HT033 mRNA, complete cds 

/cds=(203,93l) 
12005038 HT033 mRfJA, complete cds 

/cds=(203,931) 
12003052 RAB5B, member RAS oncogene family 

(RAB5B), mRNA /cds=(20,667) 
9755050 endomambrane protein emp70 

precursor isolog (LOC56889), mRNA 
/cds=(19,l779) 
8515856 dopamine responsive protein DRG-1 
mRNA, complete cds /cds=(1 5,938) 
8575774 zinc finger protein 331 ; zinc finger 
protein 463 (ZNF361), mRNA 
/cds=(376,l767) 
9664852 qh07h06.x1 cDNA, 3' end 

/cbne=IMAGE:1 844027 /cione_end=3' 

70719561 interleukin 22 (IL22), mRNA 

/cds=<71,610) 
1 1 545416 folate transporter/carrier (LOC81034), 

mRNA /cds-(1 28, 1075) 



1 TTGATGATACCACCAGTAAAAATAGG 
ATGTTTACCCCAAAACAAGTGTCA 

1 TTTC AACCGAAAGGG C AG ATC CAATA 
GAAGACCCGCTCCTTAAATAAACA 

1 ACAGAGGCAAAGTTAAGCTTGATGAT 
GGTTAAAATCG GTTTGATAGCAC C 

1 TGGTTGATTTCCCTCATTGTGTAAAC 
ATTGACAGGTATGTGACAAATGGG 

f C ACAAACTAGATTCTGGA CAC CAGTG 
TGCGGAAATGCTTCTGCTACATTT 

1 GGCCCTCTTTCCTGTCTGTGTAAATT 
G TTC CGTGM G C C G C G CTCTGTTT 



1 CACTGTCCTTTCTCCAGG CCCTC AGA 
TGGCACATTAGGGTGGGCGTGCTG 

1 AGGAGCTATGATTAGACTTCTGTTAG 
ACTTCCTCACTCTATCACCCACAT 

1 ACC C ACTTTCTCCTTGGTAAAGCGTT 

TACTTAAC AA.AATAATAC C C G AGA 
1 GTCACACATGACACAAGATGTACATA 

ATATCATGCTCACGCCTGGAGTGT 
1 ATGTGCATGTGAATGGCCTAGAGAAC 

CTATTTTTGTGTCTAAAGTTTACA 
1 AG ATC CTGTCCTCCTTTAG CCTC ACT 

AATCAAGTTGGGTCCTATCTTCCC 
1 AGTTGTTAGTTG CC CTGCTAC CTAGT 

TTGTTAGTGCATTTGAGCACACAT 
1 AATCCTTTAACTCTGCGGATAGCATT 

TGGTAG GTAGTG ATTAACTGTG AA 
1 GGAGGAGGAGCTTATTTCTTGGTGTA 

CTTGAATCAGAAGGTCCCTGCAAG 

1 GGAGGAGGAGCTTATTTCTTGGTGTA 
CTTGAATCAGAAGGTCCCTGCAAG 

1 AAGTGGAAGTG GGTGAATTCTACTTT 
TTATGTTGGAGTGGACCAATGTCT 



1 TGGGATTCATTGGCCCATAGGTACAT 
TGGAAAATGTATATCTCTCCAGCT 

1 GGGACCCCCAGGAGGCTGAGGATGG 
GAGACAGAGACCAGACTGTGACTTG 

1 TGTTTGTAGCACACTTGAGTTTGTGT 
ATTCCATTGACATCAAATGTGACA 

1 CGATCTGTGTTTGCTCTGACGAATGG 
AATTTATC C TC AC AAATTG GTGTT 

1 CCAG GAGCGTGGTTTTCTG ATTGTG A 
TCTGAG GTTCTGCCCCAACTG CAC 

1 ACATTACCTAATATTCTCACTAGCTAT 
GTTCTCCAATCCACACTGCCTTT 



1 AG ACAG CCCTG CCAAAGC CATACCAA 

AGACACTCAAAGACAGCCAATAAA 
1 AGAGATAGCACAGATGGACCAAAGG 

TTATGCACAGGTGGGAGTCTTTTGT 
1 AGAGATAGCACAGATGGACCAAAGG 

TTATGCACAGGTGGGAGTCTTTTGT 
1 GCCTTTCTTCCTCTCCCAACATAACA 

ATCGTGGTAACAGAATGCGACTGC 
1 ACC GTGTAAAGTGGGG ATGGG GTAA 

AAGTGGTTAACGTACTGTTGGATCA 

1 GC CCAGTGCTTAAAAACG CCTTCTTG 
CATG AGG GGATTGAACTATA CAAT 

1 G C GGG.AAGG CATGTAACC ACCTAAA 
C CATCTCC G AG AAC ATCAGAGGATC 

1 TGTCAGGCTGGCTTGGTTAGGTTTTA 
CTGGGGCAGAGGATAGGGAATCTC 

1 GGTGGATTCCAAATGAACCCCTGCGT 
TAGTTACAAAGGAAA CCAATG CCA 

1 ATTTATC GTAAAC ATCCACGAGTGCT 
GTTGCACTACCATCTATTTGTTGT 
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Table 8 

1 84250 mRNA; cDNA DKFZp566MQ63 (from 

Clone DKFZp536M063) 

/cdS=UNKNOWN 
10281735 CD72 antigen (CD72), mRNA 

/cds=(108 ) 1187) 
9624485 triggering receptor expressed on 

myeloid cells 1 (TREM1), mRNA 

/cds=(47.751) 
98581 57 lymphoid enhancer 1aclor-1 (LEF1 ) 

mRNA, complete cds /cds={654,1853) 

1 024231 5 beta-carotene 1 5, 1 5-dioxygenase 

(BCDO), mRNA /cds={21 8,1 861) 
10242358 pellino (Drosophila) homotog 1 (PELI1), 

mRNA/cds=(4038,5294) 
1 2751 140 B aggressive lymphoma gene (BAL>, 

mRNA/cds=(22B,2792) 
1 2060321 Homo sapiens, done IMAGE:4093694, 

mRNA, partial cds /cds=(0,2501) 

10863767 infertility-related sperm protein mRNA, 
complete cds /cds= (198,2978) 

1 1 139703 pumilio (Drosophila) homolog 2 

(PUM2), mRNA /cds=(23,3217) 
12657351 SH2 domain-containing phosphatase 

anchor protein 1 (SPAP1), mRNA 

/cds=(3a3,1O70) 
1 1 762083 protein kinase anchoring protein 

GKAP42 (GKAP42), mRNA 

/cds=(174,1274) 
1 240801 2 apofipoprotein L-l mRNA, splice variant 

B, complete cds /cds=(273,1 517) 

1 264281 6 Wolf-Hirschhorn syndrome candidate 1 - 
like 1 (WHSC1L1), transcript variant 
long, mRNA fcds=(51 8,4831) 

1 3936737 Bv8 protein (BV8) mRNA, partial cds 

/cds=(0,356) 
6495189 iqi2-21.2 Contains a cyclophffln-like 
gene, a novel gene, ESTs, GSSs and 
STS 

12418001 60229301 5F1 cDNA, 5' end 

/clone=IMAGE:4387778 /clone_end=5 1 

2570006 progesterone receptor membrane 
component 2 (PGRMC2), mRNA 
/cds=(6,677) 

3235105 RNA transcript from U17 small 
nucleolar RNA host gene, variant 
UT7HG-AB /cds=UNKNOWN 

3646273 ariadne (Drosophila) homolog, ubiquitin- 
conjugating enzyme E2-binding protein, 
1 (ARIH1), mRNA /cds=(31 4,1 987) 

3646129 XPA binding protein 1 ; putative 

ATP(GTP)-bmding protein (NTPBP), 
mRNA/cds={24,1148) 

375B81 8 Nef-assoriated factor 1 (NAF1), mRNA 
/cds=(1 10,2017) 

5441 364 mRNA activated in tumor suppression, 
done TSAP 13 extended 
/cds=UNKNOWN 

5441365 syntaxin 11 (STX1 1), mRNA 
/cds=(183,1046) 

4584422 mRNA for AKAP450 protein 

/cds={222,11948) 
6822171 zinc finger protein 281 (ZNF281), 

mRNA/cds=(23,2710) 
3355596 leucine rich repeat (in FLII) interacting 

protein 1 (IRRFIP1), mRNA 

/cds=(17B,2532) 
339291 6 CD84 antigen (leukocyte antigen) 

(CD34), mRNA /cds=(44, 1030) 
3090427 mRNA for single-chain antibody, 

complete cds (scFv2) /cds=(0,806) 
4826530 mRNA for phospholipase A2 activating 

protein /cds*(28 f 2244) 
1 26971 95 mRNA for huntingtin interacting protein 

1 

6006<97 methionine adenosyKransferase II, beta 
(MAT2B), mRNA /cds^O.1004) 



1 TGGGGGTTGTAAATTGGCATGGAAAT 
TTAAAGCAG GTTCTTGTTG GTG CA 

1 GATAGGGGCGGCCCGGAGCCAGCCA 
GGCAGTTTTATTGAAATC'I "IT I IAA 

1 CATTTGTACCCTAGGCCCACGAACCC 
ACGAG AATGTC CTCTG ACTTC C AG 

1 AGTGGGATTTTATGCCAGTTGTTAAA 
ATGAGCATTGATGTACCCATTT7T 

1 CTTTCCTTTGCTCC CTC CC ATG TTTCT 

GGTGGACTAAATTGTGTATCTGG 
1 AGTTTTCTAGATTGTCACATGCTTTGT 

GACTAATGCAAG AAAG CAAG TCC 
1 GAAAC ACTTTCAG GACCTTCCTTCCT 

CTTGCAGTTGTTCTTTAATCTCCT 
1 CTCG AG GG G C CAATTACAGG AGC AC 

AGG AAG GTTCTGATTACACACCTCT 

1 TTG AGTTAAGTTG C ATTTCTTTG G G C 
TATGAAGGAGTCCTCTTMGTTTG 

1 AGGGATTGTTTCTGGACCAGTTTGTC 
TAAGTCCTGGCTCTTATTGGTTCA 

1 TGAACTGCTGCTACATCCAGACACTG 
TGCAAATAAATTATTTCTG CTACC 

1 ACTATGC AGTTTTTCTTG AAG GAACT 
AAAAGCAACTAGCTCCCTAATGGT 

1 GTCTTT CCAGCATCCACTCTCCCTTG 
TC CTC CTGG G G GC ATATCTCAGTC 

1 GCAGTAGGTAGGCTCACTTCTCTTTC 
CCTTCAAMTGCTTTTCATAGGCT 

1 TCTGCTGTTGGGCTGGTGTGTGGAC 
AGAAGGAATGGAAAGCCAAATTAAT 

1 CC ACTTGGAATAG G AATATCACCC CT 
ATCTTGGAAGACCAGGTGGAGGCT 

1 GCCCTATG GC GTTGTTAAAC ACGAGC 
GTATGCTAGTAAGTATCATTCATA 

1 GTGGGTGCATGGGGCTGTGGAGTGG 
GTGTCAGTATGGATGTGTCTGAATG 

1 C ATTCGTCTGTATG CC C AGTCCC ATC 
C GTGTC CTG CTGTAACTAC ATAG A 

1 TGTCTG CTTCTTCC ATTTTCTCGTCTC 
TCTCCCCTCTTCCCCCATTATCC 



1 TGGGCAAGACATGATTAATGAATCAG 
AATCCTGTTTCATTGGTGACTTGG 

1 CCAGATTAGGGTGGCTGTCCATCCCT 
GGATAGCTATTTGCACGAATCATG 

1 CG GAG CTCTG G CTCTGCTGTAGGAA 
GCCCGGTACGTCCTTCATGACAGCA 

1 GCACTGAATATCGAACAAGCACTCAA 

ATTGAAGTATCAGTCATGTTTTGT 
1 AGCTCGAGGTGTCCTGCACTTTTCTT 

ATAAGGCTACTGAAGTTACATGTT 
1 TGCCATTGGAATGTTTCTACACGATC 

CTATTAA G AATAATGTG ATG C CCT 
1 GGATAACAAGTAAATGTCTGAAAGCA 

TG AGGG G CTTTATTTG C CTTTAC C 

1 TGTTTTC CTCACTAC ATTGTACATGTG 

GGAATTACAGATAAACGGAAGCC 
1 AAAACTCATCTCAGAAGAGGATCTGA 

ATGGGG CC GC AC ATC AC CATCATC 
1 AAACCCCTTTAAATG AG GGC CAGTAT 

TATCTCTGCTTTCAGAAGTAGACA 
1 GACCTGACTCCACTCTTAAACCTGGG 

T CTTC TC CTTG G C G GTG CTGTC AG 
1 CTTTTATAG C AGTTTATGGG G AG C AC 

TTGAAAGAGCGTGTGTACATGTAT 
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gene) /cds=(0,2006) 
cylindromatosls (turban tumor 
syndrome) (CYLD), mRNA 
/cds=(39 1,3261) 

hypothetical protein (LOC51234), 
mRNA/cds=(0,551) 

mRNA for transmembrane glycoprotein 
(CD44 gene) /cds=(i 78,2406) 



(C3orf4), mRNA/cds=(880,1641) 
unc93 (C.elegans) homolcg B 
(UNC93B), mRNA /cds=(41, 1334) 

C-type (calcium dependent, 
carbohydrate-recognition domain) lectin, 
superfamily member 5 (CLECSF5), 
mRNA/cds=(197,763) 

hypothetical protein FU20011 
(FU20011), mRNA/cds=(380,656) 

BTB and CNC homology 1, basic 
leucine zipper transcription factor 2 
(BACH2), mRNA/Cds=<708,3233) 

mRNA for protein serine kinase 
(PSKH1 gene) /cds=(1 30,1404) 

interieukin22 (IL22), mRNA 
/cds={71,610) 

mRNA for inducible T-cell co-stimulator 
(1COS gene) /cds={67,666) 
DIPB protein (HSA249128), mRNA 
teds-(177,1211) 

mRNA for LanC-like protein 2 (Iancl2 
gene) /cds=(1 86,1 538) 
tumor protein, translationally-controlled 
1 (TPT1), mRNAfcds=(94,612) 

B-cell CLUlymphoma 11A (zinc ringer 
protein) (BCL11A), mRNA 
/Cds=(228,2735) 

mRNA for FLJ00005 protein, partial 
cds /cds=(0,337) 

hypothetical protein FU20189 
(FU20189), mRNA /cds=(1 22,841 ) 

nudeolin (NCL), mRNA 
/cds={1 11,2234) 

hypothetical protein FLJ 13660 similar 
to CDK5 activator-binding protein C53 
(FU13660), mRNA /cds=(993,2252) 
cDNA FU20264 fis, clone COLF791 2 
/cds^UNKNOWN 

cDNA FU20292 fis, clone HEP05374 
/cds=(21,1403) 

hypothetical protein FU203Q9 
(FLJ20309), mRNA /cds={41 , 1 279) 
cDNA FU20347 fis, clone HEP13790 
/cds=(708,1481) 
hypothetical protein FLJ20360 
(FLJ20360), mRNA /cds=(79,2304) 
cDNA FU20463 fis, clone KAT06143 
/cds=*UNKNOWN 

chromosome 21 open reading frame 59 
(C210RF59), mRNA/cds=(360,776) 



(FU20558), mRNA /cds=(6,422) 
DKFZP586A011 protein 
(DKFZP586A011),mRNA 
/CdS=(330,B32) 

hypothetical protein FLJ20647 
(FU20847), mRNA /cds=(90,836) 
cDNA FU20673 fis, clone KAIA4464 
/cds=(1 04,1402) 

cDNA FLJ20682 fis, clone KAIA3543, 
highly similar to AF1 31826 clone 24945 
mRNA sequence fcds=UNKNOWN 



/cds=UNKNOWN 
hypothetical protein FLJ20758 
(FLJ20758), mRNA/cds=(464,1306) 



AGATCCTGAAAGTAGCTGCCTGTGAC 
CC AGTG AAG C CATATCAAAAGTGG 
TACTGCTAAGTGCTTGGTTGGGGTGG 
TGAGATGATGATTAGATCAGGGGT 

TTGTAC CCAG AG ACTATG ATTTATATT 
G ATTGC ACTTGC CTG C C ATG ATT 
TTTCAGATGCTTCTGGGAGACACCAA 
AG GGTG AAGCTATTTATCTGTAGT 

TTGTGGTAATATGATGTGCCTTTCGTT 
GCCTAAATCCCTTCCTGGTGTGT 
CACAAGGTGCGCGGTTACCGCTACTT 
GGAGGAGGACAACTCGGACGAGAG 

TAGACTCACGAACAAATCCACCTGAG 
ATCAG CAGAG C C AC CCTAG ATC AG 



CCTCAGAGGCTTACTCTAACCCATCC 
CAGAATAAATG GAG ACTTCATGTG 
AG G CTGTTG ATGCTTATTCTCTGTAA 
CTAAGAATTTTAC CTTTTG G G GG A 

GTAAAC GTATCCTCTGTATTC AGTAA 
ACAG G CTGCCTCTC C AG G G AGGG C 
AACTAACCCCCTTTCCCTG CTAGAAA- 
TAACAATTAGATGCCCCAAAGCGA 
GCCTCGACACATCCTCATCCCCAGCA 
TGGGACACCTCAAGATGAATAATA 
GCACAGTCACATTCCCTCCTTAGGAA 
TCTTCCCCTTCCACCCTTTACA 
TTTGAGGTTCTTTG GTTTTGTTAGTAA 
AAGCCAGTTCTGTGGTGATGACC 
CATCTGAAGTGTGG AG C CTTAC CC AT 
TTCATCACCTACAACGGAAGTAGT 

TTTTGG CAGTTGTCTGCATTAACCTG 
TTCATACACCC ATTTTGTCC CTTT 

TG GTGTTTATGTACTACTCTATAG AAC 
TCTTGGCTTGCACTTCTACAGCT 
ACAG GCAAAGTGAC AGG GG AAAAG G 
AATTAGTCTAAGAGTAAGGG GATG A 

TG GTCTCCTTG GAAATCCGTCTAGTT 
AAC ATTTCA^G GGC AATACCGTGT 
GTCTACCAGGCGAAAACCACAGATTC 
TCCTTCTAGTTAGTATAGCGGACT 

ACTTCTCTTGATGTAGAAAGAGATGA 

CGTTGTTACCCTGAGTGACAGTCA 

TGAGCTAAGTGTCATGCATATTTGTG 

AAGAAACACCCTTGTTTGGTCCCT* 

CTGAGCAAGGCAGATGACCTAATCAC 

CTCACGACAGCAATACAGCAGTGA 

TTTGTACTATTGCTAGACCCTCTTCTG 

TAATGGGTAATGCGTTTGATTGT 

TGCTATGCTAATGTCTAGAAAGGCAT 

AC G ATG CTACTATTATG CTCTGTT 

ACTGCTCTTTCTCAGGCCCAAGGTAA 

AAAG GTTTTTG GTCTC ATGTTGAC 

TCACCAG CTGATG AC ACTTCC AAAG A 

GATTAG CTC ACCTTTCTCCTAGG C 

CAG AGTAGG C ATCTG G G C ACCAAGA 
CCTTCCCTCAACAGAGGACACTGAG 
TGCATGAAGCACTGTTTTTAAACCCA 
AGTAAAGACTGCTTGAAACCTGTT 



TGATTTTGCAACTTAGGATGTTTTTGA 
GTCCCATGGTTCATTTTGATTGT 
TTTGAGC G ATCTCTCAC ATG ATGG G G 
TTCTTTAGTACATGGTAAC AG CCA 
CCCGGCCTGGGACTCAGCATTTCTG 
ATATGCCTTAAGAATTCATTCTGTT 



AGTTTTGCTGAAGACTGGCCTTATTA 
ATG G AC AGCTTTC CTAAC AAG AG A 
G G GTCAATAGTTTCCC AATTTCAGG A 
TATTTC G ATGTC AG AAATAACG CA 
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Hs.93872 AK0009S7 

Hs.321245 AKQ01111 

Hs.1 17950 AK001163 

HS.1S4676 AK001313 

Hs.7837 AK001319 

Hs.44672 AK001332 

Hs.76556 AK001361 

Hs.1 73374 AK001362 

Hs.808 AK001364 

Hs.279521 AK001403 

Hs.108332 AKD01428 

Hs.1 83297 AK001433 

Hs.7943 AK001437 

Hs.343211 AK001451 

HS.268012 AK001471 

Hs:236844 AK001514 

Hs.215766 AK001548 

Hs.18063 AK001630 

Hs.14347 AK001665 

Hs.1 2457 AK001676 

Hs.1 69407 AK001725 

Hs.267604 AK0D1749 

Hs.1 10445 AK001779 

Hs.1 2999 AK001822 

Hs.296323 AK001638 

Hs.81648 AKQD1883 

Hs.181112 AKO01934 

Hs.4663 AK001942 

Hs.30822 AK001972 

Hs.173203 AK002009 

Hs.8033 AK002026 

Hs.92918 AK002059 



7021958 mRNA for KIAA1682 protein, partial 1 

crfs/cds=(19,2346) 
7022169 cDNA FLJ10249 fis, clone 1 

HEMB31000725, highly similar to 

Rattus norvegicus GTPase RabBb 

mRNA /cds=U N KNOWN 
7022244 multifunctional polypeptide similar to 1 

SAICAR synthetase and AtR 

carboxylase (ADE2H1), mRNA 

/cds=(24,13Q1) 
7022490 tumor necrosis factor receptor 1 

superfamily, member 6b, decoy 

(TNFRSF6B), transcript variant Z 

mRNA/cdS=(827,4486) 
7022500 phosphoprotein regulated by mitogenic 1 

pathways (C8FW), mRNA 

/cds=(273,1391) 
7022524 hypothetical protein FLJ10470 1 

(FU10470), mRNA/cds=(6,2054) 
7022572 protein phosphatase 1, regulatory 1 

(inhibitor) subunit 1 5A (PPP1 R15A), 

mRNA/cds=(240,2264) 
7022574 cDNAFLJ 10500 fis, dons 1 

NT2RP2000369 /cdS=UNKNOWN 
7022577 heterogeneous nuclear 1 

ribonucleoprotein F (HNRPF), mRNA 

/cds=(323,1570) 
7022638 hypothetical protein FLJ20530 1 

(FU20530), mRNA /cds=(1 0,1683) 
7022679 cDNA FLJ1 0566 fis, clone 1 

NT2RP2002959, highly similar to 

UBIQUITIN-CONJUGATING ENZYME 

E2-17KD2(EC 6.3.2.19) 

/cds=UNKNOWN 
7022686 enhancer of polycomb 1 (EPC1) 1 

mRNA, complete cds /cds=(t51 ,2442) 

7022693 RPB5-mecfjating protein (RMP), mRNA 1 

/Cds=(465,1991) 
7022717 602321909FlcDNA,5'end 1 

/done=lMAGE:4425098 /clone_end=5' 

7022749 fatty-actd-Coenzyme A ligase, long- 1 

chain 3 (FACL3). mRNA 

/cds=(142,2304) 
7022816 hypothetical protein FLJ10B52 1 

(FU10652), mRNA;cds=(50,H4l) 
7022868 GTP-binding protein (NGB). mRNA 1 

/Cds=(23,1924) 
7023001 cDNA FU10753 fis, clone 1 

NT2RP40001 50 /cds=UNKNOWN 
7023061 cDNA FU1 2877 fis. clone 1 

NT2RP2003825 /cds=( 3 13,738) 
7023081 hypothetical protein FL J 108 14 1 

(FU10814), mRNA/cds=(92,3562) 
7023165 SAC2 (suppressor of actin mutations Z, 1 

yeast, homolog)-like (SACM2L), mRNA 

/cds=(0,2165) 

7023206 hypothetical protein FL J 1 0450 1 

(FLJ10450), mRNA/cds=(66,1622) 
7023263 CGI-97 protein (LOC51119), mRNA ■ 1 

/cds=(170,922) 
7023330 cDNA FU 10960 fis, clone 1 

PLACE1 000564 /cdS=UNKNOWN 
7023355 serum/glucocorUcoid regulated kinase 1 

(SGK), mRNA /cds={42,1 337) 
7023426 hypothetical protein FLJ 1 1 021 similar 1 

to splicing factor, arginine/serine-rich 4 

(FLM1021), mRNA /cds=(446, 1054) 
7023505 HSPC126 protein (HSPC125), mRNA 1 

/cds=(25,837) 

7023519 cDNAFUl 1030 fis, done 1 
PLACE1005181 /cds=UNKNOWN 

7023569 hypothetical protein FLJ111 10 1 
(FU11110), mRNA/cds=(44,1033) 

7023629 beta-1,3-N- 1 
acetylglucosaminyltransferase 
(BETA3GNT), mRNA /cds=(235, 1 428) 

7023658 hypothetical protein FLJ1 11 64 1 
(FLJ11164), mRNA/cdS=(56,1384) 

702371 1 hypothetical protein (BM-009), mRNA 1 
/cds=(385,1047) 



TGAG AGCTG AAATG AG AC C ATTTACT 
TTGTTTAAAATG CTGTACTGTGC A 
TTGAGCTAAGACCTTAGGAAATTCAC 
TTTCTG C ATG ATAAAATG ACC CAA 



TGTCATTGTACACTTTATTTCCCTCAC 
ACTGTGTTATG CTCTG ATGTG CT 



G GTCTCTTTG ACTAATCACC AAAAAG 
CAACCAACTTAGCCAGTTTTATTT 



AGGTTCTTCCTGTACATACGTGTATA 
TATGTGAACAGTGAG ATGG CCGTT 

ACTTG GATGCTG CCGCTACTGAATGT 
TTACAAATTG CTTGC CTGCTAAAG 
G G GAG GCGTG GCTG AGAC CAACTG G 
TTTGC CTAT AATTTATTAACTATTT 

TCTCCC AGAATGTACTTATCTTAC CTC 
GGCATGTACTGTAGTCACTCAGT 
TGTGCACTGTTGTAAAC C ATTC AGAA 
TTTTCCTG CTAGG CCCTTG ATGCT 

CATCGGCCAGACAGAGTTGAATGCAA 
G CAATC C AG AAG AAGTGTTACAGC 
TGCTCTAGCCATCAGGTTCTTTCAAA 
TGCATCTTTACACTCTTGCACAAA 



TGAGCATGAAATGGGATCCTGCATCA 
CTTGTTTTAACTATTTATTTTG CC 

TTTGCG GCTAGTTGGCTATTCAAG AA 
ACCTCGCCCCTCTGAATGTCATAC 
GTTTACGTGGAAG AAACGCTAAG G GT 
TTGCTCCCAGGAAAGGAGAGGAAG 

TGCTCAAATCAGGACTTAAATCATAG 
G C ACC AC ATTTTTC ATGTC AGACT 

TGAAATTCTACCCATCTTGAGGGAGG 
ACCGTTCCTCAGTTAAGGACTTGT 
ATGAGTGTGTCGGAATCCCGTGCTTA 
AAATAC GCTCTTAAATTATTTTCT 
AAATC AGAACTGAG GTAGCTTAGAGA 
TGTAGCGATGTAAGTGTCGATGTT 
AGGCTTTAGCAAAGATGGATATATTG 
GTG A CTG AG AC AG AAGMCTGG CA 
AGTG G G CCTAACTCATGTGAGCTTG A 
TAACTGATGAACTCATTGG G AG CA 
AACACTAACCTCTCCCCTCCTGGCTC 
AAGAATTACTCCGAAGTCAGTCTG 

TCTGTCAGGAAATGTAACTTTGGTTTT 

ATTTTTGGCTTATTCCAAGGGGT 

AAATTGTGCCGGACTTACCTTTCATT 

GAACATGCTGCCATAACTTAGATT 

TGGCAGGGAGCTGGGACCTGGAGAG 

ACAACTCCTGTAAATAAAACACTTT 

AG GG AG ATAATG GAGTCC ACTTTAAT 

TTG G AATTCTGTGTG AGCTATGAT 

AG ATC AGTG ATACTG GTGTTAGTGTT 

GTAATCAGGTTAAACCCACTTCCA 

CCATTTGACAGTAAAGGCTCTTGGCT 
TCTGTTG GAG G CATGGG AAATTGT 
TTTAACAGCCTGTCCTCC CG GCATCA 
GG AGTCATTGAA CAATCATG G ATT 
AATACTTATTGTTTGGCAGGTCATCC 
AC AC ACTTCTGC C C CC ACTG C ATT 
TTATCAGATGGG ATACTGG G GACTAT 
AAACAATGGAAATAAAGCCACTGT 

CCCTGTGCCTTTCCTTTGAGAGTGAA 
G GTG G GTG G AGTTG AC C AGAGAAA 
TGTGTG CGTAG AATATTACGTATG CA 
TGTTCATGTCTAAAGAATG GCTGT 
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Table 8 

Q1B TahlP3A Hs 155313 AK002127 7023314 DNA sequence from clone RP5-885L7 1 TCTACATGTGACTGGGTTTCTTGCCC 

916 Table 3A m. on chromosome 20q 13.2-1 3.33 TCGTCTCTTGAATGTTTA GACTCT 

Contains ESTs, STSs, GSSs and eight 

CpG islands. Contains the 3' end of the 

NTSR1 gene for high affinity 

neurotensin receptor T, a putative novel 

gene, a novel gene similar to a fly gene, 

the gene for opioid growth (actor 

receptor (7-60 protein), the COL9A3 

gene for collagen IX alpha 3, a putative 

novel gene similar to a fly gene, the 

TCFL5. gene for basic helix-loop-helix 

transcription factor-like 5, an ARF4 

(ADP-ribosylation factor 4) pseudogene, 

a novel gene and the 3' end of the gene 

for a novel protein similar to mouse 

deaih inducer obliterate): 1 (DlO-1) 

(contains KIAA0333) /cds={0,3l29) 



917 Table 3A 

918 Table 3A 

919 Table 3A 

920 Table 3A 

921 Table 3A 

922 Table 3A 

923 Table 3A 

924 Table 3A 

925 Table 3A 

925 Table 3A 

927 Table 3A 

923 Tabte3A 

929 Table 3A 

930 Table 3A 

931 Table 3A 

932 Tab)© 3A 

933 Table 3A 

934 Table 3A 

935 Table 3A 

938 Table 3A 

937 Tabte3A 

938 Table 3A 

939 Table 3A 

940 TebleSA 

941 Table 3A 



H3.5518 

Hs.270557 

Hs.1 26707 

Hs.77558 

Hs.11571 

Hs.1 231 5 

Hs.241567 



AK002173 
AK021517 
AKC21519 
AK021563 
AK021632 
AK021670 
AKQ21704 



Hs.271541 AK021715 

Hs.5019 AK021776 

Hs.285212 AK021791 

Hs.9036 AK021925 

Hs.288178 AK022030 

Hs.22265 AK022057 

Hs.22265 AK022057 

HS.202S1 AK022103 

Hs.9043 AK022215 

HS.S4576 AK022267 

Hs.318725 AK0222B0 

HS.1 32221 AK022463 

Hs.105779 AK0224B1 



7023889 cDMA FLJ1 1311 fls, done 

PLACE1010102 rcds=UNKNOWN 
10432713 CDNA FU 11455 fis, done 

HEM3A1 001497 /cds=UNKNOWN 
1 043271 5 hypothetical prote/n FU1 1457 

(FLJ1 1457), mRNA /cds=( 103,867) 
1 0432767 cDNA FU1 1 501 fis, clone 

HEMBA10D2100 fcds=UNKNOWN 
10432852 cDNA FU11570 f/s, clone 

HEMBA1 003309 /cds=UNKNOWN 
10432901 hypothetical protein FLJ11606 

(FU116D3), mRNA /cds=(561.1184) 
10432943 RNA binding motif, single stranded 

interacting protein 1 (RBMS1), 

transcript variant MSSP-2, mRNA 

/cds=(265,1434) 
1 0432954 cDIMA FU 1 1 653 fe, clone 

HEMBA1Q04538 /cdS=UNKNOWN 
10433029 CDNA FU11714 fis, done 

HEWBA1 00521 9. weakly simifar to 

NUCLEAR PROTEIN SNF7 

/cd3=UNKNOWN 
1 043304B hypothetical protein FU1 1 729 

(FLJ11729), mRNA /cds=(311,1 150} 
1 0433223 hypothetical protein FLJ20473 

(FLJ20473), mRNA /cds=(57,1472> 
10433346 cDNA FU11968 fis, done 

HEMBB1001133 fods=UNKNOWN 
1 0433376 pyruvate dehydrogenase phosphatase 

(POP), mRNA /cds=03l , 1855) 

1 0433376 pyruvate dehydrogenase phosphatase 
(POP), mRNA /cds=03l,1855) 

1 0433424 mRNA for KIAA1 700 protein, partial 

cds/cds=(1 08,2180) 
10433563 CDNA FLJ121 53 fis, clone 

MAMMA1 000458 /cds=UNXNOWN 
1 0433626 cDNA FU1 2205 fis, done 

MAMMA1000931 /cds=UNKNOWN 
10433640 CGJ-72 protein (LOC51 105), mRNA 

/cds=(69,1400) 
1 0433867 hypothetical protein FU1 2401 

(FLJ12401), mRNA /cds=(3,1526) 

i 0433892 cDNA FU12419 fis, clone 

MAMMA 1 003047, highly similar to 
protein Inhibitor of aerated STAT 
protein PIASy mRNA /cds=UNKNOWN 



1 04339 1 6 hematopoietic PBX-interacting protein 

(HPIP), mRNA/cds=(80,2275) 
1 0433920 hypothetical protein FLJ1 2443 

(FU12443), mRNA /cds-(1 87,900) 
1 0433983 hypothetical protein FU1 2475 

(FU12475), mRNA/cds=(16,10S5) 
10433997 Homo sapiens. Similar to RIKEN cDNA 
2700083B06 gene, done MGC:4669 
1MAG£3531BB3, mRNA, complete cds 
/cds^(67,1050) 

Hs.21933 AK022554 10434010 hypothetical protein FLJ1 2492 

(FU12492), mRNA /cds=(172,1848) 



Hs.8063 AK022497 

Hs.179882 AK022499 

HS.2S7863 AK022537 

Hs.332541 AK02254B 



TGGTACCCAAACTC AC CATTTGGTCC 
TCTTTAATCTTTGAG G GTTTCAAT 
TTCCATTTATTCATGTACATTGGCCAG 
7TCCTG GTC CTTGTCTG ACTTCT 
AAC C ATCTGG AGTCAGTACAGATCAT 
CAATCCTTC C ACATATA CAAGTTC 
GG CCAC CTG CTGACTATTTGTG GTTT 
AAAATAAAAGGTTTACTTGTCTGC 
TCTTTGTAAAG C AC GATGATACAAAT 
CTGGTGC CAGTGTTATATTTTGCA 
CATGGATATCATGTATCCTTCCTGGT 
GCTCACACACCTGTCACCTTGTAA 
ATAAGGTGC ATAAAAC CC7TAAATTC 
ATCTAGTAGCTGTTCCCCCGAACA 



TGGACCGGAGTCTGCTGAGTTTATAA 
GGTTCCAAAAATATGGTAAAATCT 
ACTCGACCTTGGTAAACGGAMTGTT 
GGGGGTGAAGAGAAACAATCACTA 



TTCAAGGTTCTGCGAAATTAATTGGG 
CAG GTTAATTGTGTACCTG AAACT 
TCCCCAG G ATGGGGCCTCATAC AAC 
CCTTCATCTGGACTCAACATTTAAT 
TTTTAG AC ATGG AGTG C AG GTGGACA 
CTGTGTGAACTGTTTTTGGTCAGT 
CAAG AAACTTG GTCTGCAGTCTGGAA 
G CTTGTCTGCTCTATAG AAATGAA 

CAAGAAACTTGGTCTGCAGTCTGGAA 
GCTTGTCTG CTCTATAGAAATGAA 

TGTTG AACG GTTAAACTGTG CATTTC 
TCATTTTGATGTGTCATGT ATGTT 
CCCCTTCAACTGAGGGTCATTTTACC 
AGAGTC AATAAAGG C C AACCCTTC 
ATTCTGAGGGTGACTGAGGCTACAG 
CTGCTATCACATGCC G AACTTTCTT 
TGGTATCAG G AGTTG G G ATTTCTCAG 
CACTGCTAATGAAGATCCCCTCTT 
CGCAGAGAGGAGAAAAGGAGACAGC 
AA GA C GC CMTAAAG AAACAC AACT 

CCCGCACGGGCAGCTGAAGGCCGCT 
GTTTTCTAATATTTG TATTCTAATT 



CCC CTGGG AG ATGTAGCAAATTGAGT 
GTG G GTTTTG GAGTCTGAGCCTCA 
GCAGAGGGAGGGTTGCCATGAAGGA 
ACTTGGG ATTTTC AATG GAATAAAT 
C CTTTC ACG TCTG G ACG AATTACCAA 
ATGCCATGAATTGCCACTGTGTGT 
AG GAAG ATGG C GCTGTTATC AG CGG 
GGAAATGTACTATTTAAGATCAGCT 



1 ATC CA<VGTCTGAAACTCTG C G CTCT A 
GTACTGCTGTTAAGATACACAACT 
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Table 3A 


Hs.173385 


AK022681 


945 


Table 3A 


Hs.288836 


AK022735 
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Table 3A 


Hs.9903 


AK022753 
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Table 3A 


Hs.77573 


AKQ2279D 
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Table 3A 


H 5.2747 5 


AK02281 1 


949 


Table 3A 


|_J_ rAJAA 

Hs.58483 


AK022834 


950 


Table 3A 


Hs. 108779 


AK022874 


951 


Table 3A 


Hs.56847 


AK022936 


952 


Table 3A 


Hs.14347 


AK022939 


953 


Table 3A 


Hs.4859 


AK022974 


954 


Table 3A 


Hs.193313 


AK023013 


955 


Table 3A 


Hs.288141 


AK023078 


956 


Table 3A 


Hs. 17279 


AK023088 


957 


Table 3A 


HS. 142442 


AK023129 


958 


Table 3 A 


Hs. 180538 


AK023143 


959 


Table 3A 


Hs.172035 


AK023154 


960 


Table 3A 


Hs.7797 


AK02316S 


961 


Table 3A 


Hs.72782 


AK023183 


962 


Table 3A 


Hs.234265 


AK023204 


963 


Table 3A 


Hs. 236494 


AKD23223 


964 


Table 3A 


Hs.288932 


AK023256 


965 


Table 3A 


Hs. 126925 


AK023275 


966 


Table 3A 


Hs.75748 


AK023290 


967 


Table 3A 


Hs.285017 


AK023291 


968 


Table 3A 


Hs.288929 


AK023320 


969 


Table 3A 


Hs. 227400 


AK023362 


970 


Table 3A 


Hs.155160 


AK023379 



971 Table 3A Hs.1 25034 AK023402 

972 Table 3A Hs.285107 AK023459 



Table 8 

10434032 Homo sapiens, clone MGC:14452 

IMAGE:43042Q9, mRNA, complete cds 

/CdS=(88,1953) 
10434128 cDNAFLJ12566 fis, clone 

NT2RM400D852 /cds=UNKNOWN 
10434216 hypothetical protein FLJ12619 

(FU12619), mRNA/cds=(391,1030) 
1 0434309 hypothetical protein FLJ 1 2673 

(FU12673), mRNA /cds={2, 1687) 
1 0434350 cDNA FLJ 1 2696 fis, clone 

NT2RP1000513, highly similar to NifU- 

like protein (hNifU) mRNA 

/cds=UNKNOWN 
10434395 uridine phosphorylase (UP), mRNA 

/cds=(352,1284) 
1 0434426 cDNA FLJ 12749 fis, clone 

NT2RP2001149 /cds=UNKNOWN 
1 0434461 catsnin (cadherin-associated protein), 

alpha-like 1 (CTNNAL1), mRNA 

/cds=(43,2247) 
10434520 cDNA FU12812 fis, done 

NT2RP2002498 /cds=(3,2360) 
10434613 cDNA FU 12874 fis, clone 

NT2RP2003769 /cds=UNKNOWN 
1 04346 1 8 cDNA FLJ1 2877 fis, dene 

NT2RP2003825 /cds=(31 3,733) 
10434575 cyclin L ania-6a (LOC57018), mRNA 

/CdS=(54.1634) 
10434731 Homo sapiens, NADH dehydrogenase 

(ubiquinone) 1, subcomplex unknown, 2 

(14.5kD, B14.5b), clone MGC:1432 

IMAGE:2990086, mRNA, oompJete cds 

/CdS=(150,509) 

1 0434831 hypothetical protein MGC31 56 

(MGC315S), mRNA /cds= (156,2501) 

1 0434845 tyrosylprotein sulfotransferase 1 
(TPST1), mRNA/cds=(B1,1193) 

10434909 CDNA FLJ13067 tls. done 

NT2RP3001712, highly similar to HP1- 
BP74 protein mRNA /cds= UN KNOWN 

10434930 hypothetical protein FU13DS1 

(FU13081), mRNA /cds=(1 70.2098) 
10434948 cDNAFU 13092 fis, clone 

NT2RP3002147 ta)s=(34,606) 
104349S6 TERF1 (TRFI)-interacting nudear 

factor 2 (TINF2), mRNA 
■ tais-(262,1325) 
10434995 hypothetical protein FLJ11171 

(FLJ11171), mRNA /cds={1 34,2445) 
10435025 cDNA FLJ13142 fis, clone 

NT2RP3003212, moderately similar to 

Rattus norvegicus lamina associated 

polypeptide 1C (LAP1C) mRNA 

/cds=(55,1443) 
10435057 RAB10, member RAS oncogene family 

(RAB10), mRNA /cds=(90,692) 
10435106 hypothetical protein FLJ13194 

(FLJ13194), mRNA /cds=(300,809) 
10435137 hypothetical protein FLJ13213 

(FLJ13213), mRNA/cds=(233,1669) 

10435162 cDNA FU13228 fis, done 
OVARC 1000085, highly similar to 
mRNA for proteesome subunit HC5 
fcds=UNKNOWN 

10435163 hypothetical protein FLJ21799 
(FU21799), mRNA /cds=(1 59,923) 

1 0435204 hypothetical protein FU 13253 similar 
to fused toes (FLJ13258), mRNA 
/cds*(163,1041) 

10435265 mitogen-acttvated protein kinase 
kinase kinase kinase 3 (MAP4K3), 
mRNA/cds=(360,3Q14) 

1 0435291 Homo sapiens, Similar to splicing 

factor, argtnine/serine-rich 2 (SC-35), 
done MGC:2622 IMAGE:3501687, 
mRNA, complete cds /cds=(30,878) 

1 0435324 mRNA for putative N-acetyltransferase 
/cds=(208,2808) 

1 0435401 hypothetical protein FLJ 13397 

(FU13397). mRNA /cds=(221,1558) 



1 TGG ATAG CC ATTTCTGCTC AACCAC A 
CATTCTCTAAGAAACAGCTTGAAA 

1 TGTTGTATGTG G ATGGG G AAGTTTTG 

TTTCTCCTCTTAGCATTTGTTTCT 
1 TCTGAATGATCCTACTCCTTTGGAGT 

AAAACTAGTGCTTACCAGTTTCCA 
1 TCCTTTTGTAGCCACTTTGAGTCTGC 

AGTTGTC AGTAAG CCTTTTTAAAG 
1 GGGGGAAATTACCAGTAGAATGCCTT 

GGTCTG AATATTTG ATAGAAC C AA 



1 CTGGTACTTTACAGTTTTGCACCAAC 
TCTGCCAAGCCACTGGATCTTACA 

1 ATCCAGTCACTCATCAAGTGTAATCT 
GTCTCCTAAATATCTCTGGAACCT 

1 AGCTTTTGGGGTCAGATCTCTGGAAC 
ATC ATGTG ATG AAG CTGACATTTT 

1 AGCAGTTAGGCTTGACTTTGAGGAGA 

GGCTGTGATGTTTATGATCCCTGA 
1 GCTGTCCACAGAAAACGCCCTTAAGT 

AGCC CTAC CTTACTCCTTAGAG CT 
1 CATG G GTATTAATAGTCTTTG CTG CT 

GGTAATACTGAAAGAACCTGCTTT 
1 AGGATTTGATTTCTTGAAACCCTCTA 

GGTCTCTAGAACACTGAGGACAGT 
1 GGACTCAG G AG CTAATACTGTCTAC A 

GTGGAGCTTGGTGCAATTAGAAGC 



1 ACCAGGAGGACAGAGTTTGCTTTCAT 
ATTTTCCCTGTAAGTMGAGGGCT 

1 CCATGAAGAAGCAAGACGAAAACACA 
C AGGAG G GAAAATC CTG GG ATTCT 

1 TTGGAATTTGTGTTGCATGTAAGGCA 
ATCTTTCCTGTTGTAAATCTTCCT 



1 AG G AAACTG AGTAG ACTCCTGTGTAA 
CCCTGTTTGGAACTTTGC CTTCTT 

1 TTTACAAGGCAGAATGGGGTGTAACA 
GTTGAATTAAACTAGCAATCACGT 

1 TAGTAG G AATG AAGTGGAAGTC CAG 
G CTTG G ATTG C CTAA CTAC AGTG CT 

1 AGTGTTTAGTCTCATGTTGGGAACAC 
ATGAATGTGATGAACATAGTGAAT 

1 ACCCTTTGAGAGTTCCACAAGTGGTA 
GTAGAGTGGTTTAACGTCTTTCCT 



1 TTGCCCCTTTTCTGTAAGTCTCTTGG 

GATCCTGTGTAGAAGCTGTTCTCA 
1 ACTCATCAATTGAAAAGTCCTCCAAA 

AAGAG AACTATTG G G AAAC CATG G 
1 AG ATGG GTG AATCAGTTGG GTTTTGT 

AAATACTTGTATGTGGGGAAGACA 
1 TC AG AC CTG GTTG ATTTTGTACTTTG 

G AACTGTAC CTTG GATGGTTFTGT 



1 GTATCTC ATGG C CTCTTGATGTG G AA 
AGAAGTTGAC AGAG G GTTGC AGGG 

1 AGTTCAGTGAGAAGAAACCAGAACAC 
TTGTTC CTAGTGTTGTGTT GTTTT 

1 GCAGATGGCTATGTGCTAGAGGGCA 
AAG AGTTG G AGTTCTATCTTAGGAA 

1 TTGGTGTCAATGATCTGGTGACAATA 
GGATTAC ATTG GAG C CAATTGAAT 



1 AACTAGAAG ATGTACTTCG AC AG CAT 
CCATTTTACTTCAAGGCAGCAAGA 

1 ATACACTTTTCC AAATTTGTC C CAAC A 
GCCCTGTAAGCCAGCTTTCTTCT 
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Hs.49391 
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AK023975 
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Hs.26039 


AK023999 
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Hs.23170 


AK024023 
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Hs.24719 


AK024029 
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Table 3A 


Hs.1 68232 


AK024030 
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Hs.129872 


AK024068 
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Hs.333300 


AK024088 
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Hs.231434 


AK024090 
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Table 3 A 


Hs 287864 
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Table 3A 


Hs.288856 


AK024D94 
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Hs.206868 


AK024118 
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Hs.1 18990 


AK024119 
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Hs.235498 


AK024137 
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Hs.289037 


AK024197 
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HS.2B9088 


AK024202 
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Hs. 14070 


AK024228 
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Hs.24115 


AK024240 
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Hs.1 93063 


AK024263 
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Table 3A 


Hs.183506 


AK024275 
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AK024297 
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Table 3A 


Hs.9343 


AK024327 



Table 8 

10435403 a distntegrin and metaKoprotetnase 

domain 10 (ADAM 10), mRNA 

/Cds={469,2715) 
10435414 hypothetical protein MGC15875 

(MGC15875), mRNA /cds=(651,1 176) 
10435442 cDNA FU1 3432 fis, done 

PLACE1 002537 /cds=UNKNOWN 
1 0435467 sperm associated antigen 9 (SPAG9) , 

mRNA /cds=(1 10,241 0) 
10435409 cDNA FU 13467 fis, clone 

PLACE100351S, highly similar to 

hnRNP-E2 mRNA /cds=UNKNOWN 
10435617 cDNA FU13571 fis, clone 

PLACE1 008405 /cds=UNKNOWN 
10435632 cDNA FLJ13585 fis, clone 

PLACE1009150 /cds=UNKNOWN 
10435662 CDNAFLJ13608 fis, clone 

PLACE1010S28 /cds=UNKNOWN 
10435673 CDNA FLJ13618 (Is, Clone 

PLACE1 010925 /cds=UNKNOWN 
10435734 hypothetical protein FU1 3657 

(FU13657), mRNA /cds=(87,1 172) 
10435768 cDNA FLJ 1 3681 fis, clone 

PLACE2000014, weakly similar to 

HYPOTHETICAL HELICASE C28H8.3 

IN CHROMOSOME Hi 

/cds=UNKNOWN 
10435815 cDNA FLJ13717 fis, clone 

PLACE2000425 /CdS=UNKNOWN 
10435861 cDNA FUI3751 fis, clone 

PLACE30OO339, weakly similar to 

GLUCOAMYLASE S1/S2 

PRECURSOR (EC 3.2.1.3) 

/cds=(436,2805) 
10435876 cDNA FLJ1 3763 fis, done 

PLACE4000089 /cds=(56,547) 
10436193 nucleolar protein NOP5/NOP58 

(NOP5/NOP58). mRNA /cds=(0,1589) 
10436234 cDNA FU1 3937 fis, done 

Y79AA1000805 /cds= UN KNOWN 
1043627S homolog of yeast SPB1 (JM23), mRNA 

/cds=(300,1289) 
10436287 cDNA FLJ13967 fis, done 

Y79AA1001402, weakly similar to 

paraneoplastic cancer-lestis-brain 

antigen (MA4) mRNA /cds=(684,1397) 

10436289 hypothetical protein FLJ1 3855 

(FU13855). mRNA fcds=(314.1054) 
1 0436250 sperm associated antigen 9 (SPAG9), 

mRNA /cds=(1 10,2410) 
1 0436379 hypothetical protein FU 1 4026 

(FU14026), mRNA /cds=(57,1 826) 
1 0436383 CDNA FLJ 14028 fis. Clone 

HEMBA1 003838 /cds=UNKNOWN 
1 0436385 cDNA FU14030 fis, done 

HEMBA1 004086 /cds=UNKNOWN 
10436388 prefoldin 5 (PFDN5), mRNA 

/cds=(423,926) 

10436421 CDNA FU14056 fis, clone 
HEMBB1 000335 /cds=UNKNOWN 

1 0436422 cDNA FLJ14057 fis, done 
HEMBB1 000337 /cds=UNKNOWN 

1 0436443 hypothetical protein FU1 4075 

(FU 14075), mRNA /cds=<11 1,2027) 
10436518 cDNA FLJ14135 fis, clone 

MAMMA1002728 /cds=UNKNOWN 
1 0436523 heat shock 90kD protein 1 , alpha 

(HSPCA). mRNA/cds=(60,2258) 
10436554 hypothetical protein FLJ 141 66 

(FLJ14166), mRNA/cds=(203,568) 
10436567 cDNA FLJ14178 fis, clone 

NT2RP2003339 /cds=UNKNOWN 
10436597 cDNA FLJ14201 fis, clone 

NT2RP3002955 /cds=UNKNOWN 
1 043661 5 hypothetical protein FLJ1 4213 

(FU14213), mRNA /cds=(1 19,841) 
10436644 cDNA FLJ14235 fis, clone 

NT2RP4000167 /Cds=(82.2l72) 
10436684 cDNA FLJ14265 fis, clone 

PLACE1002256 fedUuNKNOWN 



G C ATTTTCTTC ACTTGCAG G C AAACT 
TGGCTCTCAATAAACTTTTACCAC 

ATTAGACCAGACCAGTGTATTTCTAA 

AGAAAATCCTGACATGCACACCCA 

AG CC AAATGTGTC ATACATC AAATCT 

TCAGCAGCTTTTGCATAATCCAGG 

TCCTCAAAGGGGAAAACTATGAAGGG 

GAAGAAGACAAACCTAAGATACCA 

AGATGGACTGGAGCTTTTTCTTTGTG 

AATAGAAACTGGATGCCACAGTGA 

AGTTGTCAGAAGACTCCTGGGTGTAC 

AG AG C AAATC AAG CTG C ATC AGTA 

AGTGGCTTCATAGCTACTGACAAATG 

TCTGAACTATTGTCGTGCCCTTCA 

GCCTGTACAAACATTCAAGTTAGTTG 

GCAGTCTATAAATGTGAGTTGGGT 

AAG GAAG GTAAAGTTAG G GGACTA G 

AAGACTCTAAATTGGCTTCTACAGA 

AGAACTAATTGCCCATGTTTAATTATA 

GCAG AC ACG CC ATTCTAACAGGT 

AACTTGGTATTGTTGTAGTTTATGTAG 

TAAGTGACTTGGCACCCATCAGA 



AGTTTAACTTTTCCTCACCCCTGTATA 
GAAAATG CCTTG CCTCTCAAG AG 
GTCTTGGGCTGGATGGGTTATAGAG 
CTGAG CG GCTGTG ATGGTTCTGTTT 



GACACATCTAGAATG I I I 1 ICTTTCAC 
CGTAC CTCC AAAAGAG GC AATTT 
ACCAG GGATGCTCTCTAACGTAATC A 
AGGGAAGGTTCAGTAAGACAAAGT 
AC ACAGTTCAGTTTTTGAG G GAACTA 
GTTTTGTCATAATACTACACC CCT 
TGCAGTGGGAATTCTTGAGTGAGGTC 
TTACCTCTTCTTTAAACCTCTTCA 
AAGGCAGAATAGAATGCTGAGATTGG 
TTAAGTTTGCAATGAC CATCTTG A 



TGCCCTAATCTTGAGTTGAGGAAATA 
TATGCACAGGAGTCAAAGAGATGT 
GCTAGATTGTGAAGTA CATG G GATTT 
CATGAG C CAG AG GAGGCATTTGG A 
GCCTCAAAGAAAACCCAGAGTGCCCT 
GTTCTAAAAC GTAGTTCTG AATCC 
AATCC CAGGG CTTG GTTAAGTG CTGT 
GTGATAACTTGTTTG G ATGAG ACT 
AG GTTTCTTACCCAAC AC AAATGGAC 
AGTG G ATTTG ACTTTCTAAAGACT 
CCTGGTGATGGGAAGGGTCTTGTGTT 
TTAATGCCAATAAATGTGCCAGCT 
AAAATATTGAGCCAGGCCCTGGGGA 
AGTGGGAAGTGAGAGCCAGAGCGGC 

AG CAC AC AAGG AATC C C AGAAAATGT 
TG GCTGAAG G AATAAATG GATGG A 
C ACTG CCTAC C G CC ATTCATG ATTAA 
ACCATC C AG AAATACC ATCCCTG T 
AAATGAGATGGCCTCTGCGGACACAT 
GAAAGGGTACTTCAGCTTACCAAA 
TGGACTAGGAGAGACTTGATTTTGGT 
GCTAAAGTTCCCCAGTTCATATGT 
CTCAC AGCC AGCACGAC CC C C AGAA 
AGAGGCGTCCCACAATAAACACGTC 
AC AG AACATTG AGATGTG C CTAGTTC 
CGTATTTAC AG TTTGGTCTG G CTG 
TGAATTTCAGATGGGTGATTTAAGTG 
AGTC AC AAGTC A C AAAACTTTGCT 
TGTACTTAAGTGCTGATGACTGTTAG 
CCAGTTTA C AACT TTTTAC CATCG 
TTCTGAACATTTTAGTCAAGCTACAAC 
AGGTTTGGAAAACCTCTGTGGGG 
TGTC AAG G G CATTAAAAG CCTCCTG A 
AG C ATAATCTTATC AAAG G G ATAC 
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1008 Table 3A 

1009 Table 3A 

1010 Table 3A 

1011 Table 3 A 

1012 Table 3A 

1013 Table 3A 



1014 Table 3A 

1015 Table 3A 
1015 Table 3A 

1017 Table 3A 

1018 Table 3A 

1019 Table 3A 

1020 Table 3A 

1021 Table 3A 

1022 Table 3 A 

1023 Table 3A 

1024 Table 3A 



1025 Table 3A 

1026 Table 3A 

1027 Table 3A 

1028 Table 3A 

1029 Table 3A 

1030 Table 3A 

1031 Table 3A 

1032 Table 3A 

1033 Table 3A 

1034 Table 3A 

1035 Table 3A 



Hs.287631 AK024331 10436690 

Hs.287634 AK024372 10436742 

Hs.246112 AK024391 10436767 

Hs.246112 AK024391 10436767 



Hs.1 37354 AK024426 
Hs.171118 AK024436 



HS.43616 
Hs.1 32569 
Hs.289034 
Hs.273230 
Hs.41045 
Hs.7049 
HS.6289 
Hs.1 08854 



AK024439 
AK024449 
AK024456 
AK024471 
AK024474 
AK024478 
AK024539 
AK024569 



HS.1 0362 AK024597 
Hs.289069 AK024669 
HS.1O6O0 AK024740 



Hs.12293 AK024756 
Hs.23410 AK024764 



10440360 



10440380 



14020950 



10440411 



10440425 



10440455 



10440461 



10440469 



10436843 



10436879 



10436910 



10437005 



10437104 



10437124 



10437139 



Hs.180139 AK024823 10437226 

Hs.1 59557 AK024833 10437239 

HS.325093 AK024863 10437271 

Hs.306720 AK024890 10437303 

Hs.1 35570 AK024921 10437337 

Hs.6019 AK024941 10437362 

Hs.1279 AK024951 10437374 

Hs.29977 AK024961 10437386 

Hs.1 66254 AK024969 10437395 



Table 8 

cDNA FLJ14269 fis, done 
PLACE1003864 /cds=UNKNOWN 
hypothetical protein FLJ 14310 
(FLJ14310), mRNA/cds=(406,768) 
cDNA FLJ14329 fis, clone 
PLACE4OO0259, highly similar to gene 
for U5 snRNP-specific 200kD protein 
/cds=(1 88,5623) 
CDNA FU14329 fis, clone 
PLACE4000259, highly similar to gene 
for U5 snRNP-specific200kD protein 
/Cds={1 88,5623) 

mRNA for FLJ00015 protein, partial 
cds/cds=(373,1296) 

DNA sequence from clone RP11- 
165F24 on chromosome 9. Contains 
the 3* end of the gene for a novel 
protein (similar to Drosophila CG6630 
and CG11376, KIAA1058, ratTRG), an 
RPL12 (60S ribosomal protein L12) 
pseudogene, ESTs, STSs, GSSs and a 
CpG island /cds={0,461 7) 

mRNA for FLJ00029 protein, partial 
cds /cds=(0,723) 

mRNA for FLJ00041 protein, partial 
cds/cds=(0,994) 

mRNA for FLJ00048 protein, partial 
cds/cds=(2940,3380) 
mRNA for FLJ00064 protein, partial 
cds/cds=(0,830) 

mRNA for FU00067 protein, partial 
cds/cds=(1 209,2933) 
mRNA for FLJ00071 protein, partial 
cds/cds=(3020,3772) 
hypothetical protein FU20886 
(FLJ20886), mRNA/cds={0,524) 
cDNA: FLJ20916 fis, clone 
ADSE00738, highly similar to 
AF161512HSPC163 mRNA 
/cds=UNKNOWN 
cDNA: FLJ20944 fis, clone 
ADSE01780 /cds=UNKNOWN 
hypothetical protein FU21016 
(FU21016), mRNA /cds=(90,1 1 93) 
DNA sequence from clone RP11- 
353C18 on chromosome 20 Contains 
ESTs, STSs, GSSs and CpG islands. 
Contains the NIFS gene for cysteine 
desuifurase, two genes for novel 
proteins and the gene for the splicing 
factor CC1 .3 with a second isoform 
(CC1.4)/cds=(66,839) 
hypothetical protein FLJ21103 
(FLJ21103), mRNA/cds=(88,1143) 
translocase of inner mitochondrial 
membrane 13 (yeast) homolog B 
(TIMM13B), mRNA/cds=(46,333) 
SMT3 (suppressor of mif two 3, yeast) 
homolog 2 (SMT3H2), mRNA 
/cds=(90,377) 

karyopherin alpha 2 (RAG cohort 1, 
importin alpha 1) (KPNA2), mRNA 
/cds=(132,1721) 

cDNA: FLJ21210 fis, done COL00479 
/cds=UNKNOWN 

cDNA: FLJ21237 fis, done COL01114 
/cds=UNKNOWN 

cDNA: FLJ21268 fis, clone COL01718 
/cds=UNKNOWN 

cDNA: FLJ21288 fis, done COL01927 
/cds=UNKNOWN 

cDNA: FLJ21298 fis, done COL02040, 
highly similar to HSC1 R mRNA for 
complement component C1r 
/cds=UNKNOWN 
hypothetical protein FU21308 
(FLJ21308), mRNA/cds=(287,1792) 
hypothetical protein DKFZp566I133 
(DKF2P566I133), mRNA 
/cds=(1 33,1 353) 



PCT/US01/47856 



TCAGTCCATCTCAAGACCTGTGCCTG 

TCAGATTTCACAATTATGGAGATT 

GGTAGGAGTGAAATCTCTCTCTCAAA 

CTCTAGGAMGCCCGAGTCATACT 

ACAGCAGGTGTCA TGGG TCAAGCATA 

AATCATATATAGCATTTTCAGGCA 



ACAGCAGGTGTCATGGGTCAAGCATA 
AATCATATATAGCATTTTCAGGCA 



TGTGGGTCCCTATGAGTGTAGAGCC 
CATATCCCCATAGAGTCTACCTAGA 
TGTTTTCATTTCAGAACATTGTGCTGT 
CTGTCAGCATATGTATATCAGCT 



TGGCTACTGCAAAACCAGTTTTGACA 

GGTCAGATTTTCATATGTATAGGT 

AGAGGTTCTGAAAGGTCTGTGTCTTG 

TCAAAACAAGT AAAC GGTGGAACT 

ATGCGTCCTGGTTTTCAATCGCTGCT 

GAACAAACCTATCAAAAATGTAGC 

AGTATGATCCCTCAAAACCTCACTAA 

CTGGAAGGATGATTTTGTCTCAGT 

GAGGGTTCCTCACTGAGGTTGAGAG 

GTGTGTTGGATAGGACTGATCCCAC 

AAGTGTGGTTCCTGAAGGCTGTCTTT 

GTAACTTTTTGTAGTTCTTTGTGT 

AATCCTTTAACTCTGCGGATAGCATT 

TGGTAGGTAGTGATTAACTGTGAA 

CTGGAAAGGGGGCTAAGATCAGGGC 

CTTCATTCTGGATCAGGCGAAATTT 



GTTCCTCTTCGGGAAGCTTTTGATAA 

GGAATTCTCAGACCGATAGGGTGT 

AGTTTTGTACTTTTCACATAGCTTGTT 

GCCCCGTAAAAGGGTTAACAGCA 

TTGGATCTGGTTCTGAGGAGGACACA 

CCTGGCATCGGATGACCTTTATAA 



1 TAGACATGCTTGTGTCCACACAGCAC 
ACCAATGTGATACTTCCACTGACC 

1 ATGGGATGCGGTGGGTTGCCCAATA 
AACGGCTGTGGAGTGGAAATTCCTC 

1 TTTGTACGTAGCTGTTACATGTAGGG 
CAATCTGTCTTTAAGTAGGGATAA 

1 GGAATTTCCTATCTTGCAGCATCCTG 
TAAATAAACATTCAAGTCCACCCT 

1 GAGATGAGTTTTGTTATTTTGGGGTT 

TTCAAGCATTGGAACCAAAGGCCA " 
1 TCACTTAGACCCCTGTAACAGGTTAA 

ATCTTCATGGTGTTCTGTTTCCTA 
1 GCTCTCCAGACTGTTACAGTGCATGA 

GTGATAATAAAAATGAGTCAGTCA 
1 GGAGGTAAACATTGGAGATGTTTGTG 

AAAATATTACTCTTGCTGTGAGGT 
1 GGCCCCTTTCTTTCTTCTGAGGATTG 

CAGAGGATATAGTTATCAATCTCT 



TCAACAGCACTTAAACTGAAGTTTGG 
GTTGCTCATACAATAAACAGATTG 
GGGCCATTTTATGATGCATTGCACAC 
CCTCTGGGGAAATTGATCTTTAAA 
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1036 


Table 3A 


Hs.156110 


AK024974 


1037 


Table 3A 


Hs.323378 


AK024976 


1038 


Table 3A 


HS.2105S 


AK025019 


1039 


Table 3A 


Hs.337266 


AK025021 


1040 


Table 3A 


Hs.120170 


AK025068 


1041 


Table 3A 


tiS.dooof £. 


AI\U<£OUy2 


1042 


Table 3A 


MS. i4bai> 


Ar\U2£> loo 


1043 


Table 3 A 


HS.0002.J 




1044 


Table 3A 


Hs.322680 


AK0252OO 


1045 


Table 3A 


nS.lOBoS 


AKU2a2 1Z 


1046 


Table 3A 


Hs.288708 


AK025215 


1047 


Table 3A 


nS.3375o1 


Ar\U252oy 


1048 


Table 3A 


Hs.2083 


AK025306 


1049 


Table 3A 


Hs.76230 


AK025353 


1050 


Table 3A 


Hs.117268 


AK025354 


1051 


Table 3A 


Hs.5181 


AK0253S7 


1052 


Table 3A 


Hs.288061 


AK025375 


1053 


Table 3A 


Hs. 14040 


AK025425 


1054 


Table 3A 


Hs.85963 


AK026446 


1055 


Table 3A 


Hs.82689 


AK025459 


1056 


Table 3A 


Hs.289008 


AK025467 


1057 


Table 3A 


Hs.22678 


AK025485 


1058 


Table 3A 


Hs. 184793 


AK025533 


1059 


Table 3A 


Hs. 121849 


AK025556 


1060 


Table 3A 


Hs.110771 


AK026567 


1061 


Table 3A 


Hs.32845 


AK025583 


1062 


Table 3A 


Hs.27268 


AK025586 


1063 


Table 3A 


Hs.7567 


AK025615 


1064 


Table 3A 


HS.59B5 


AK025620 


1065 


Table 3A 


Hs.279901 


AK025623 


1066 


Table 3A 


HS.33969B 


AK025643 


1067 


Table 3A 


Hs.339695 


AK025643 


1068 


Table 3A 


Hs.334489 


AK025645 



Table 8 

1 0437403 cDNA: FLJ21321 fis, clone COL02335, 
highly similar to HSA010442 mRNA for 
immunoglobulin kappa light chain 
/cds^UNKNOWN 

1 0437405 coated vesicle membrane protein 

(RNP24), mRNA/cds=(27,632) 
10437453 cDNA: FLJ21366 fts, Clone COL03012. 

highly similar to AB002445 mRNA from 

chromosome 5q21-22 

/cds=UNKNOWN 
10437455 RC-BT1 63-140599-023 cDNA 

1 0437507 hypothetical protein FLJ2141 5 

(FLJ21415), mRNA /cds={1 38,755) 
1 0437538 mRNA for KIAA1840 protein, partial 

cds/cds=(71,43B4) 
1 0437628 cDNA: FU21 51 3 fis, clone COL05778 

/Cds=UNKNOWN 
1 0437652 nuclear receptor subfamily 1 , group I, 

member 3 (NR113), mRNA 

/cds=(272,13ia} 
1 0437664 cDNA: FLJ21 547 fis, Clone COL06206 

Vcds=UNKNOWN 
1 0437679 hypothetical protein FU21709 

(FLJ21709), mRNA/cds=(55,2316) 
1 0437632 hypothetical protein FLJ21 562 

(FLJ21562), mRNA/cds=(238,2145) 
1 0437749 hypothetical protein FLJ2161 6 

(FLJ21616), mRNA /cds=(1 1 9, 1 093) 
1 0437795 cDNA FLJ21 653 fis, clone COL0S58S, 

highly similar to HUMKINCDC protein 

kinase mRNA /cds=UNKNOWN 

10437852 cDNA: FU21700 fis, clone COL09849, 
highly similar to HSU14972 ribosomal 
protein S1 0 mRNA /cds=UNKNOWN 

10437856 cDNA: FLJ21711 fis, clone COL10155 

/cds=UNKNOWN 
104378S9 proliferation-associated 2G4, 38kD 

(PA2G4), mRNA/cds=(97,1281) 
1 0437878 actin, beta (ACTB), mRNA 

/cds=(73,1200) 
10437933 cDNA: FLJ21772 fis, clone COLF7808 

/cds=UNKNOWN 
104379S1 cDNA FLJ21793 fis, clone HEP0046S 

/cds=UNKNOWN 
10437979 tumor rejection anligEn (gp96) 1 

(TRA1), mRNA /cds=(1 05,2516) 
10437988 cDNA FLJ21814 fis, done HEP01 068 

/cds=UNKNOWN 
1 043801 4 chromosome 1 0 open reading frame 2 

(C10orf2), mRNA/cds=(32,1552) 
1 0438078 Homo sapiens, clone IMAGE3B65907, 

mRNA, partial cds/cds=(0,1534) 

1 04381 06 microtubule-associated proteins 1 A/1 B 
light chain 3 (MAPI A/1 BLC3), mRNA 
/cds=(84,461) 

10438108 cDNA: FLJ21904 fis, clone HEP03585 
/cds=UNKNOWN 

1 0438142 cDNA: FU21 930 fis, clone HEP04301 , 
highly similar to KSU90916 clone 23615 
mRNA sequence /cds=UNKNOWN 

10438146 cDNA FU21933 fis, clone HEP04337 

/cds=UNKNOWN 
10436186 CDNA: FLJ21962 fis, clone HEP055S4 

/cds=UNKNOWN 
10438193 cDNA: FLJ21967 fis, done HEP05652, 

highly similar to AF1 31831 clone 25186 

mRNA sequence /cds=UNKNOWN 

10438197 PTD009 protein (PTD009). mRNA 

/cds={257,916) 
10438224 ribosomal protein $12 (RPS12), mRNA 

/cds={80,478) 
10438224 ribosom2l protein S12 (RPS12), mRNA 

/cds={80,478) 
10438227 hypotheUcal protein FLJ21992 

(FLJ21992), mRNA/cds=(60,845) 



1 TTTTCCACAGGGGACCTACCCCTATT 
GCGGTCCTCCAGCTCATCTTTCAC 



G G GTG A GAAC ACTTG C AAC AGTTTAT 
TAATGAGGTGACTTTCACCTTAGG 
AATGTACCATCAATAAAATTG G CTGC 
TTGGGCAGTTTTAGTTACCACCTT 



TTTTCAGAGGCTTCCTAATTAATCTTG 
CC CTC CTCC ATTTCAGTCCATTT 
AGCTCCAACCTTACGATGGAGAATTA 
AACTTG CTTGTATTTCC ACTTTGT 
AGCTTCCTCTTCCTCAGGACAGCTTC 
TACTTTAGATGATCCAATAATGAT 
CACTGACTTCTATTCCATGAGC 1 Mil 
CAAGGCGCTTATTTTATGGCAGC 
TGTTTCGTAAATTAAATAG GTCTG G C • 
C C AGAAG ACC CACTCAATTG CCTT 

GGAAGACCCAAGGAAATCCGGAATTT 

CGCACCAGAGGACCCACCACGTCC 

TCTTGTTACTTCCAAGGAGAACCAAG 

AATGGCTCTGTCACACTCGAAGCC 

TCTTTCTCTAAAGCTTGTTTGATGAAA 

CTG GTTGGTCCTTTC AGTG AAC A 

GCTGTGTGACTTAGTAGATAAAATAC 

TG C CTTCTGCCTTTGGG AC CATGA 

TCTGTAATTG GACAG CTCTCTC GAAG 

AGATCTTACAGACTGTATCAGTCT 



GGTCGTGGACGTGGTCAGCCACCTC 
AGTAAAATTGGAGAGGATTCTTTTG 



AAAGTGAAACCA4GAGTACAAGAGAC 
AGGTGAAATTAAAGAGCCCCTTGA 
GTCCAGGATGCAGAGCTAAAGGCCC 
TCCTC CAGAGTTCTAC AAGTCG AAA 
CCAACTTG AG ATGTATG AAGG CTTTT 
GGTCTCCCTGGGAGTGGGTG GAGG 
TTCCTCATCCCATTTACAGTTTTTCTA 
ACTCC AGG GTAGTGTTTAGTGTT 
CATGCCAAAGACTCAACTGCTTTCAA 
AGATAATGTGGGTG CTAGATGCAG 
TCCCCTTCTCCCCTGCACTGTAAAAT 
GTG GG ATTATG GGTCACAG G AAAA 
ACCATGCATAGAGTCAATCAAATCCT 
TGTG ATGTTTTGTATG G ACTTTG A 
TGTGCTGCCTCAAGACTGCTGGAGTC 
AG G AC ATTTTATAG AG C CTTTTCC 
GTG C AGTCTCTTAG C AGACTTCAG G C 
C CAAACTGTATTCTTC ACTC AGG C 

GTTAGTGAAAGCTGTTTACTGTAACG 
GGGAAAACCAGATTCTTTGCATCT 

GCTTCTGTAAATG C CATCCC AATGTG 
GTTTG GTTTTGTTGAAC AGAAACC 
TTG CCT CG ATAAGTTTCCAAGTC ACT 
GAAATCTGCTGAAG GTTTTACTGT 



A CTTCTGAACTG AG GAATTTG CTGTT 
GACAG CCAAAGTATAGTGTACAAG 
AGAGCCATCTGGTGTGAAGAACTCTA 
TATTTGTATGTTG AG AGGG C ATG G 
AGAACAAGTTTGCCTTGATTTTGTTTA 
AAATG ACTTCTGCTAAG C AC CCA 



CCTGC C AAAGCAA G AAG AAG GCTTG < 
GTC C C C AGAAAC AAACAGTAGTC AT 
G G AGTCTC AGG C C AAGGATGTCATT 
GAAGAGTATTTC AAATG C AAG AAAT 
G G AGTCTC AG G CC AAGG ATGTC ATT 
GAAGAGTATTTC AAATG C AAG AAAT 
TTTCATCTGAATCC AG AGGTG CATC A 
AATTAAATG AC AGCTC C ACTTG GC 



358 



WO 02/057414 



Table 8 



1069 


Table 3A 


Hs.92414 


AK025683 


10438280 


cDNA: FU22030 fis, Clone HEP08659 


1 












/cds=UNKNOWN 




1070 


Table 3A 


Hs.1 73705 


AK025703 


10438305 


CDNA: FLJ22050 fis, clone HEP09454 


1 












/cds=UNKNOWN 




1071 


Table 3A 


Hs. 13277 


AK025707 


1043B310 


hypothetical protein FLJ22054 


1 












(FU22054), mRNA /cds=(144,956) 




1072 


Table 3A 


Hs.5798 


AK025729 


10438338 


pelota (Drosophila) homolog (PELO), 


1 












mRNA/cds=(259,1416) 




1073 


Table 3A 


Hs.1 84542 


AK025730 


10438339 


CGM27 protein (LOC51646), mRNA 


1 












/cds={1 25,490) 




1074 


Table 3A 


Hs.75811 


AK025732 


1043B341 


N-acylsphingosine amidohydrolase 


1 












(acid ceramidase) (ASAH), mRNA 














/cds=(17,1204) 




1075 


Table 3A 


Hs.77910 


AK02573B 


10438345 


cDNA: FU22083 fis, clone HEP14459, 


1 












highly similar to HUM3H3M 3-hydroxy-3- 














methylglutaryl coenzyme A synthase 














mRNA /cds=UNKNOWN 




1076 


Table 3A 


Hs.170296 


AK025743 


10438355 


cDNA: FU22090 fis, clone HEP16084 


1 












/cds=UNKNOWN 




1077 


Table 3A 


NA 


AK025767 


10438384 


FLJ22114 fis, clone HEP18441 


1 



1078 Table 3A 

1079 Table 3A 

1080 Table 3A 

1081 Table 3 A 

1082 Table 3A 

1083 Table 3A . 

1084 Table 3A 

1085 Table 3A 

1086 Table 3A 

1087 Table 3A 

1088 Table 3A 

1089 Table 3A 

1090 Table 3A 

1091 Table 3A 

1092 Table 3A 

1093 Table 3A 

1094 Table 3A 



Hs.34497 AK025769 

Hs.5822 AK025773 

Hs.264190 AK025774 

Hs.1 2245 AK025775 

Hs.26367 AK025778 

Hs.285833 AK025788 

Hs.90421 AK025800 

Hs.289721 AK025846 

Hs.285194 AK025B86 

Hs.279921 AK025927 

HS.1 05664 AK025947 

Hs.55024 AK026024 

Hs.289092 AK026033 

Hs.288555 AK026078 

Hs.333500 AK026091 

Hs.238707 AK026110 

Hs.77385 AK026164 



1095 Table 3A Hs.13179 AK026239 

1096 Table 3A Hs.27774 AK026264 

1097 Table 3A Hs.297666 AK026270 

1098 Table 3A Hs.31137 AK026334 

1099 Table 3A Hs.236744 AK026359 



10438386 hypothetical protein FU221 16 1 
(FLJ22116), mRNA/cds=(270,3545) 

1 0438391 CDNA: FLJ221 20 fis, clone HEP1 8874 1 
/cds=UNKNOWN 

1 0438392 CDNA: FLJ221 21 fis, clone HEP1 8876, 1 
highly similar to AF191298 vacuolar 
sorting protein 35 (VPS35) mRNA 
/cds=UNKNOWN 

1 0438393 CDNA: FLJ221 22 fis, clone HEP1 9214 1 
/cds=UNKNOWN 

10438395 PC3-96 protein (PC3-96), mRNA 1 

/cds=(1 19,586) 
10438408 cDNA: FLJ22135fiS, Clone HEP20858 1 

/cds=UNKNOWN 
1 0438421 cDNA: FLJ221 47 fis, Clone HEP221 63, 1 

highly similar to AF1 1 3020 clone 

FLB9138 mRNA sequence 

/cds=UNKNOWN 
1 0438485 CDNA: FLJ221 93 fis, Clone HRC01 108 1 

/cds=UNKNOWN 
10438538 hypothetical protein FU22233 1 

(FLJ22233), mRNA /cds=(35, 1204) 
10438592 HSPC035 protein (LOC51669), mRNA 1 

/cds=(16.1035) 
10438619 hypothetical protein FLJ22294 1 

(FU22294), mRNA/CdS=(240,602) 
1 0438731 hypothetical protein FLJ 10307 1 

(FU10307), mRNA/cds=(28,462) 
10438744 Homo sapiens, coactostn-like protein, 1 

Clone MGC: 1 9733 IMAGE:3 604770, 

mRNA, complete cds /cds=(15B } 586) 

10438812 cDNA:FU22425 fis, Clone HRC08686 1 

10438829 cDNA: FLJ22438 fis, clone HRC09232, 1 
highly similar to AF093250 P38IP 
(P38JP) mRNA /cds=UNKNOWN 

10438854 hypothetical protein FLJ22457 1 
(FU22457), mRNA /cds=(56,1462) 

10438926 cDNA: FU2251 1 fis, Clone HRC1 1 837, 1 
highly similar to HUMMYLCB non- 
muscle myosin alkali light chain mRNA 
/cds=UNKNOWN 

10439028 cDNA: FU22585 fis, clone HSI02774 1 

/cds=UNKNOWN 
104390S3 602386841 F1 cDNA, 5' end 1 

/clone=lMAGE:4515730/clone_end=5' 

10439073 cDNA: FU22617 fis, clone HSI05379, 1 

highly similar to HSEWS EWS mRNA . 

/cds=UNKNOWN 
10439167 protein tyrosine phosphatase, receptor 1 

type, E (PTPRE), mRNA 

/cds=(51,2153) 
1 0439200 cDNA: FLJ22706 fis, clone HSU 31 63 1 

/cds=UNKNOWN 
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TTGACACGTTCCACTTCCTTTGCAATT 

ATTGTATTTAGTTGTGCACTAGT 

CCAAATCAACTGTGTGAACTGTTTCT 

GCACTGCTTGCTAATGGTTTCATC 

ATTG AGACGG GAAAAACTCGCTGTAA 

AATAATGCCAACCTAGATAATGCT 

TGTTCTTGCATTGCATTTAATGATCCC 

TTTTCTCCCCACCTCCACACACT 

TGCAGATTCCTAGTAGCATGCCTTAC 

CTACAGCACTATGTGCATTTGC TG 

GCAAGACCGTTTGTCCACTTCATTTT 

GTATAATCACAGTTGTGTTCCTGA 

AATTTAACTTTTGGGTGCCAGGAAAT 
GGGTTTTCTCAAAGTCCATTGCCG 



TCGTGG AAGGGAGAG CCATCAGCAG 
AAAGAGACCCTGAGATCTTCGCCTG 

AAACACACCAGGGAGACACCATAAAA 

CAGACCAAGACTAACTTAAAAACA 

AACCACAATCAAACATATAAATAAGC 

CTGGAAAACCAACTACAACCAGCA 

TTTCCTGATTATTTGATGCTAGCTGG 

AATTCAAGAAATGGCATTGACCTT 

TCACCCCMGTAGCATGACTGATCTG 

CAATTTAAAATTCCTGTGATCTGT 



TGAGAAGTGCGGAATAGGTTGCTTCT 

ACCACCTGTTCTTAATGTAACAGT 

TCGAATGAGTGGTCAGGTAGTCTTAA 

AGAGCCTCATGTTAAATAGACACA 

TGAAGTGCAAATAAAAGCACTGCTAC 

TATAAGACATTCTGGAATGGTTGT 

GCAGTCCCCAGATCCAGAAC ATGGG 

AAGTTAGGGAAAATGTGTGATTTTG 



AGGTATGACAGGAACTGTCTTCATGT 

CCTTACCCAAGCAAGTCATCCATG 

AATTTTGAATTTCTCCTTGCCACGTTA 

ATAAAGCCAAAAGCAGCGGGTGC 

TGACTCTGTGCTGGCAAAAATGCTTG 

AAACCTCTATATTTCTTTCGTTCA 

GCTCTCCCACAGAAACCTTTGTCCTT 

GCAACTTTATCCTTTGTCCCGATT 

TTGCCTTAGCCAGTGTACCTCCTACC 

TCAGTCTATGTGAGAGGAAGAGAA 

ACTGTATTGGGATTGTAAAGAACATC 

TCTGCACTCAGACAGTTTACAGAA 



GTGTGTGTGCATGTGTGTGTTAGCAG 
AGGTATTTTACTCAGAAAATAGGT 
GCCAGTCAAAAAGTAAAATGAAGAGA 
GGCACGCCAACCACTCCAAAATTT 



CACTTTGTGGTCGAAAGGCTCAGCCT 
CTCTACATGAAGTCTGTGGACATG 
AGGCTTTCTTGTCTCAGCAACTTTCC 
CATCTTGTCTCTCTTGGATGATGT 



kill I CTTTTTGAAGCATGGAAAACAA 
ATCTTTTATGCCACTCCAGCCAT 
CCATGATATAAGGAAGGGCCGTGCC 
TCATGGAAAAGCAACAGGTGGCCTC 

TAAAGGCGAGCACCGTCAGGAGCGC 
AGAGATCGGCCCTACTAGATGCAGA 

TGAGCCTGACACCTGTGTTTCAGCAT 
TTGGAGACATCCCCATGTTATTCT 

CTGAGCCACATCCAAGCCTGGTTTGC 
TGCACTCTATTGCCAAAGACTGAC 



359 



WO 02/057414 



1100 


Table 3A 


Hs.288926 


AK026363 


1101 


Table 3A 


Hs. 14 3631 


AK026372 


1102 


Table 3A 


Hs.157240 


AK026394 


1103 


Table 3A 


Hs.1 12497 


AK026396 


1104 


Table 3A 


Hs.235449 


AK026410 


1105 


Table 3A 


Hs.89555 


AK026432 


1105 


Table 3A 


Hs.343522 


AK026443 


1107 


Table 3A 


Hs.32148 


AK026455 


1108 


Table 3A 


Hs/75415 


AK026453 


1109 


Table 3A 


HS.118183 


AK0264B6 


1110 


Table 3A 


Hs.1 82979 


AK025431 


1111 


Table 3A 


Hs.2795 


AK026515 


1112 


Table 3A 


Hs.334807 


AK026528 


1113 


Table 3A 


Hs.239307 


AK026535 


1114 


Table 3A 


Hs.251653 


AK026594 


1115 


Table 3A 


Hs.277477 


AK026595 


1116 


Table 3A 


Hs.334729 


AK026603 


1117 


Table 3A 


Hs.334842 


AK026B32 


1118 


Table 3A 


Hs.179666 


AK026642 


1119 


Table 3A 


Hs.288036 


AK026650 


1120 


Table 3A 


Hs.'301404 


AK026664 


1121 


Table 3A 


HS.266940 


AK026669 


1122 


Table 3A 


Hs.288468 


|U00944 


1123 


Table 3A 


Hs.242358 


AK026704 


1124 


Table 3A 


HS.334B61 


AK026712 


1125 


TablQ 3A 


Hs.12939 


AK026747 


1126 


Table 3A 


Hs.90077 


AK02676S 


1127 


Table 3A 


Hs.287725 


AK026769 


1128 


Table 3A 


HS.1 24292 


AK026776 


1129 


Table 3A 


Hs.20242 


AK026819 


1130 


Table 3A 


Hs.287995 


AK026834 



Table 8 

10439205 mitochondrial ribosomal protein L9 
(MRPL9), mRNA/cds=<1 4,817) 

10439218 cDNA: FU22719 fis, clone HSI14307 
/cds=UNKNOWN 

1 0439245 hypothetical protein MGC4737 

(MGC4737), mRNA /cds={2350,2985) 
1 0439247 cDNA: FU22743 fis, clone HUV00901 

/cds=UNKNOWN 
1 0439266 hypothetical protein FLJ22757 

(FLJ22757), mRNA /cds=(92,2473) 
1 0439295 hemopoietic cell kinase (HCK), mRNA 

/cds=(1 68,1 685) 
10439309 ATPase, Ca++ transporting, plasma 

membrane 4 (ATP2B4), mRNA 

/cds=(397,4014) 
1 0439325 AD-01 5 protein (LOC55829), mRNA 

/cds=(30,644) 
10439333 cDNA: FU22810 fis, clone KAIA2933, 

highly similar to AB021288 mRNA for 

beta 2-microglobuIin /cds=UNKNOWN 

10439358 hypothetical protein FU22833 

(FU22833), mRNA/cds=(479,833) 

1 0439364 cDNA: FU22838 fis, clone KAIA4494, 
highly similar to HUML12A ribcsomal 
protein L12 mRNA /cds=UNKNOWN 

1 0439391 lactate dehydrogenase A (LDHA), 

mRNA /cds=(97,1 095) 
1 0439405 Homo sapiens, ribosoma) protein L30, 

done MGC2797, mRNA, complete cds 

ycds={29,376) 
1 043941 4 tyrosyWRNA synthetase (YARS), 

mRNA/cds=(0,1586) 

1 0439481 tubulin, beta, 2 (TUBB2), mRNA 
/cds={0,1337) 

10439482 major histocompatibility complex, class 
t, C (HLA-C), mRNA /cds=(0,1 100) 

10439492 cDNA FU20161 fis, done COL09252, 
highly similar to L33930 CD24 signal 
transducer mRNA /cds=UNKNOWN 

10439528 tubulin, alpha, ubiquitous (K-ALPHA-1), 

mRNA /cds=(67.1 422) 
1 0439539 unch3racterized hypothalamus protein 

HSMNP1 (HSMNP1), mRNA 

/cds=(231,1016) 
10439548 tRNA isopentenylpyrophcsphate 

transferase (IPT), mRNA 

/cds=(60,1040) 
1 0439564 RNA binding motif protein 3 (RBM3), 

mRNA/cds=(276,749) 
10439570 CDNA: FU23016 fis, clone LNG00B74 

/cds=UNKNOWN 
405046 clone A9A2BRB6 (CAC)n/{GTG)n 

repeat-containing mRNA 

/cds=UNKNOWN 
10439618 cDNA: FLJ23051 fis, clone LNG02642 

/cds=UNKNOWN 
10439629 hypothetical protein FLJ23059 

(FLJ23059), mRNA /cds={41, 1681) 
1 0439670 cDNA: FLJ23094 fis, done LNG07379, 

highly similar to HST000007 mRNA full 

length insert cDNA clone EUROIMAGE 

293605 /cds=UNKNOWN 

1 0439693 TGFB-induced factor (TALE family 

homeobox) (TGIF), mRNA 

/cds=(311,1129) 
10439697 cDNA: FU23116 fis, done LNG07945, 

highly similar to HSU79240 

serine/threonine kinase mRNA 

/cds=UNKNOWN 
10439707 cDNA: FLJ23123fis, done LNG08039 

/cds^UNKNOWN 
1 0439764 hypothetical protein FLJ 12788 

(FLJ12788), mRNA /cds=(9,866) 
10439781 cDNA: FU23181 fis, done LNG11094 

/cdsHJNKNOWN 
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1 ACTTGCCTCATTCTCATCATCCAAACT 
G AACATTTGTATCC CAAG C AG AA 

1 GTATGAAGAAGGAAGCCCAGCAGAG 
CAGGAGGCAGCAGCAACAATGAGAG 

1 CTGTGTGTGTC CATGTCTGCAAG CAG 

TTCTTCAATAAATGGCCTGCCTCC 
1 TCAAAG C AGAG C AC AGAGTTATTTGG 

TGTTTGCTGAAGACAGCCTTTGTG 
1 ACTTCC ATCTC AG CTAATG C ACCCAC 

CAGCTCAAACACACCAATAAAGCT 
1 TG C AATC C AC AATCTG AC ATTCTCAG 

GAAG C C C C CAAGTTG ATATTTCTA 
1 CAGAAACCAATACTG CTGTGC ACTG A 

GAATAAAAACTC ATG CC CCCTTGT 

1 C ACCAGTGAG G ATTACTG ATGTGG AC 
AGTTGATGG GGTTTGTTTCTGTAT 

1 AAAGTAAGGCATGGTTGTG GTTAATC 
TGGTTT A I II I I GTTC C ACAAGTT 



1 TAAG GG GTAG AC AAG ATACCG AATAA 
TCTCCACAAGTTTATTTGTGGTCT 

1 ACATCAACAGTGGTGCTGTGGAATGC 
CCAGCCAGTTAAGCACAAAGGAAA 



1 ACAAAC AATG C AACCAACTATCCAAG 
TGTTATACCAACTAAAAC CCCCAA 

1 TTCACCTACAAAATTTCAC CTGC AAA 
C CTTAAAC CTGC AAAATTTTCCTT 

1 GGGTACTTGTCCATAAGGCATCTCAG 
TC AAATC CCC ATCACTGTC ATAAA 

1 CTTGCTGTTTTCCCTGTCCACATCCA 
TG CTGTAC AGACACCACCATTGAA 

1 AAGTCAATTCCTG GAATTTG AAAGAG 
CAAATAAAG AC CTG AGAACCTTC C 

1 AAGCTACTGTGTGTGTGAATGAACAC 
TCTTGCTTTATTCCAGAATGCTGT 



1 TGTCATGCTCCCAGAATTTCAGCTTC 
AGCTTAACTGACAGATGTTAAAG C 

1 AGGTGGTACTCAAG CCATG CTG C CTC 
CTTAC ATCCTTTTTGG AACAGAG C 

1 TGCATCGTAAAACCTTCAGAAGGAAA . 
GGAGAATGTTTTGTGGACCACTTT 

1 TGTGGTTAGGAAG C AATTTCCCAATG 
TACCTATAAGAAATGTGCATCAAG 

1 GCCTGCGTTGCCACTTGTCTTAACTC 
TG AATATTTCATTTC AAAG GTG CT 

1 AGCTAATATTG CTG C AATGGCTGGC A 
GGAAACAGGTGATCAAGAGTGTCA 

1 TCGACCCCAGAGGTGAATGTATTGTT 
ATTATTGTTTTGTTGTTGTTGTGA 

1 TCCTTGGCAG CTGTATTCTGGAGTCT 
GGATGTTG CTCTCTAAAGACCTTT 

1 TTTG C CATGTCC AGTAC AGAATAATTT 
GTACTTAGTATTTGCAGCAGGGT 



1 TAGAGAACCTATAGCATCTTCTCATT 
CCCATGTGGAACAGGATGCCCACA 

1 AACTCATGTGCAGGTTTGATAAACAC 
CAGAACAGAAGACAGTGATGCTGT 



1 TGGC CCTGAC AGTATTCATTATTTC A ' 
GATAATTCCCTGTG ATAG GAC AAC 

1 ACCTGGAGAGAGAAGGTATTGAAACA 
TCTCCTTTATGTGTGACTTTCCCA 

1 AGAAATACCCACTAACAAAGAACAAG 
C ATTAGTTTTG G CTGTCATC AACT 
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1158 Table 3A Hs.79709 ALO42370 

1159 Table 3A Hs.252721 AL042376 

1160 Table 3A Hs.182278 AL046016 



Table 8 

1 0439784 hypothetical protein FLJ231 83 

(FLJ23183), mRNA /cds={226,732) 

1 0439805 cDNA: FLJ231 97 fiS, clone REC0091 7 
/cds=UNKNOWN 

10439895 cDNA FLJ23270 fis, Clone COL10309, 
highly similar to HSU33271 normal 
keratinocyte mRNA /cds=UNKNOWN 

10439907 mRNA for K1AA1 856 protein, partial 

cds /cds=(0,3404) 
1 0439935 cDNA: FLJ2330 1 fis, done HEP1 1 1 20 

/cds={2,1888) 
1 0439945 cDNA: FLJ23307 fis, clone HEP1 1 549, 

highly similar to AF041037 novel 

antagonist of FGF signaling (sprouty-1) 

mRNA /cds=UN KNOWN 



HS.298442 AK026983 10439978 



10440025 
10440089 



Hs.85567 AK027067 10440093 



Hs.48320 AK027070 10440098 



10440156 
10440188 
10440255 



HS.240443 AK027191 10440260 



adaptor-related protein complex 3, mu 
1 subunlt (AP3M1), mRNA 
/cds-(69,1325) 

hypotheticaJ protein MGC5305 
(MGC5306), mRNA /cds={205,1 042) 

protein phosphatase 4, regulatory 
subunit 1 (PPP4R1), mRNA 
/cds={93,2894) 

suppressor of variegation 3-9 
(Drosophtla) homolog 2; hypothetic 
(SUV39H2), mRNA /cds=(37,1 089) 

mRNA for ring-IBR-ring domain 
containing protein Dorfin, complete cds 
/cds=(31 7,2833) 

hypothetical protein MGC5521 
(MGC5521), mRNA /cds-(1 63,708) 

cDNA: FLJ23433 fis, clone KAIA04052 
/cds=UNKNOWN 

cDNA: FLJ22245 fis, clone HRC02612 
/cds=UNKNOWN 

cDNA: FLJ23538 fis, clone LNG08010, 
highly similar to BETA2 MEN1 region 
clone epsilon/beta mRNA 
/cds=UNKNOWN 

nuclear RNA export factor 1 (NXF1), 
mRNA/cds=(0,1679) 
chromosome 1 open reading frame 7 
(C1orf7), mRNA/cds=(46,1590) 
hypothetical protern FLJ23544 
(FLJ23544), mRNA /cds=(1 25,517) 
MKP-1 like protein tyrosine 
phosphatase (MKP-L), mRNA 
/cds=(233,829) 

hypothetical protein SP192 (SP192), 
mRNA/cds={179,1603) 

hypothetical protein DKFZp566J091 
(DKFZP566J091), mRNA 
/cds=(212,529) 

cDNA FLJ14739 fis. clone 
NT2RP3002402 /cds={1 56,2048) 

HT001 protein (HT001), mRNA 
/cds=(241,1203) 

HT001 protein (HT001), mRNA 
/cds=(241,1203) 

mRNA for KIAA1268 protein, partial 
cds 7cds=(0,3071) 
cDNA FLJ14883 fis, clone 
PLACE1 003596, moderately similar to 
OLIGOSACCHARYL TRANSFERASE 
STT3 SUBUNIT /cds=(2,862) 



5409324 602365238F1 cDNA, 5' end 

/clone=tMAGE:4473836 /ctone_end=5' 

5421708 phosphotidylinositol transfer protein 
(PITPN), mRNA/cds=(216,1028) 

5421714 60202221 4F1 cDNA, 5' end 

/done=JMAGE:4157715 /clone_end=5' 

54341 1 0 Homo sapiens, calmodulin 2 

(phosphorylase kinase, delta), clone 
MGC:1447 )MAGE:3504793, mRNA, 
complete cds /cds=(93,542) 



10440261 
10440263 
10440266 
10440285 

10440288 
10440314 

10440328 
10440392 
10440392 
10440394 
14042727 
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ATGGGCAAATTCTTAGGTAAGACAAA 

AACACAGCCCCAAGGGCAGGTAGT 

GCTGATGCCACTACCCGATTTGTTTA 

TTTGCAATTTGAGCCATTTAAAGA 

CCTGTTCCCTTCAGCCAACCCGTTTC 

TGCAGTAAAATTAAGCCTGTCAAA 



TGGCTTAAACCAGTGTTCAGTCTGGT 

GCCAAACTTCGAATGGAATACAAA 

TGTGAGTTGTGACCATGTAACATGAG 

AGGTTTTGCTAGGG CCTATTATTT 

AGCTGAGTAATTCTAATCTCTTCTGT 

GTTTTCCTTGCCTTAACCACAAAT 



1 AATTTGCTAGAATCCAGTAAATCATTT 
TGGTAGCTCTGGCTGTGCTATCA 

1 TGGCTCGAAGTTTCTCTAGTGTTTTC 
TGTGG AAG G AATAAAAATTTGAGT 

1 ACTCTTGGGAGTGCTGCAGTCTTTAA 
TCATGCTGTTTAAACTGTTGTGGC 

1 TTTACATGATTGGACCCTCAGATTCT 
GTTAACCAAAATTGCAGAATGGGG 

1 TGAAATCAAAGCACGGTGCAGAACTT 
GTACCAAGTACAAAAGGTCCATGT 

1 CCTTACTCTGTCCTTGATGGAGGGGA 
GAAGGGAGGGCAAAGAAGTTAAAT 

1 CACCGCCATGCAACTCCATGCCTATT 
TACTGGAAACCTGTTATGCCAAAC 

1 CAAGAGAATGAAGGAGGCTAAGGAG 
AAGCGCCAGGAACAAATTGCGAAGA 

1 AGTCTCGGGTATGCTGTTGTGAAATT 
GAAACTGTAAAAGTAGATGGTTGA 



ACTAAACTACCCGAAGGACTTAGGTG 

CTTTGTGTACTTAACCCCAGGACC 

GCCAC CACTGTCTGTTTG AGACTCCT 

TCATGAGCAAAGATTGATGTATGG 

ATGAATTTGAAGACATGGTGGCTGAA 

AAGCGGCTCATCCCAGATGGTTGT 

AGCTTCAGTCTCTACTGGATTAGCCC 

TACTCTTTCCTTTCCCCTCCATTA 

AGATGTGGTTATCACAAGTCTCGAGG 
GGGAAACTACTGCATAAAATAACT 
TCAGTAAAAATGCCTGTTGTGAGATG 
AACCTCCTGTAACTTCTATCTGTT 

AGTTAACTGCGGAGCCAAGAGTTGG 

ACTATAATTAAATTACCTTCCTTGT 

CCGGTTTGGGTTGTTAATGGTTGAAA 

ACTTAGAGGAACATAGTGAGGCCT 

CCGGTTTGGGTTGTTAATGGTTGAAA 

ACTTAGAGGAACATAGTGAGGCCT 

CCAGTGATTTGATTAACTCAGGGCAA 

GGCTGAATATCAGAGTGTATCGCA 

TTTTGACCCAGATGATGGTTCCTTTA 

CAGAACAATAAAATGGCTGAACAT 



1 ACTGGACATCGCCCTACGCAACCTCC 
TCGCCATGACTGATAAGTTCCTTT 

1 ACTGCTGGTAGCATTTATCTGACTTG 
GAAAGTTGGAGAAGAGGCATTCCT 

1 CTTCCGAAGAGAAGAGGCTGGGGCT 
GTAACTGGAAAGGGGAAGCGCACAG 

1 CCTGACCTTGAGCTCTAGTCTCCCCT 
TTAAATCTTACCTTGGCAGTAACA 
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Table 8 

{synonym: hutel) cDNA clone 1 
DKF2p586F2018 5' 

Homo sapiens, clone MGC;5564, 1 
mRNA, complete cds /cds=(227,304) 
hypothetical protein FLJ21940 1 
(FLJ21940), mRNA/cds=(92,2107) 
hypothetical protein FU 14547 1 
(FLJ14547), mRNA/cds=(25,711) 
mRNA; cDNA DKFZp564L1 76 (from 1 
clone DKF2p564H75) 
/cds=UNKNOWN 

mRNA; CDNA DKFZp564P056 (from 1 
clone DKFZp564P056) 
/cds=UNKNOWN 

ARP2 (actin-related protein 2, yeast) 1 
homolog (ACTR2), mRNA 
/cds={74,1258) 

Novel gene mapping to chomosome 1 3 1 
/cds=UNKNOWN 

cDNA: FU22071 fis, clone HEP1 1 691 1 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564Fl422 (from 1 
clone DKFZp564F1422) /cds=(0,1491) 
mRNA; cDNA DKFZp564O01 22 (from 1 
clone DKFZp564O0122) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564A1 53 (from 1 
clone DKFZp564A153) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564D01 6 (from 1 
cloneDKFZp564D016) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp566H01 24 (from 1 
Clone DKF2p566H0124) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp566Jl23 (from 1 
Clone DKFZp566Jl 23) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586l1 1 1 (from 1 
clone DKFZp586l1 11); partial cds 
/cds=(0,617) 

mRNA for KIAA1 693 protein, partial 1 
cds/cds=(0,2707) 

mRNA for KIAA1 693 protein, partial 1 
cds/cds=(0 1 2707) 

mRNA; cDNA DKFZp586D1 1 22 (from 1 
Clone DKFZp586D1122) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586Cl723 (from 1 
clone DKFZp586C1723) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586F1 323 (from 1 
Clone DKFZD566F1 323) 
/cds=UNKNOWN 

DNA sequence from clone 51J 1 2 on 1 
chromosome 6q26-27. Contains the 3' 
part of the alternatively spliced gene for 
the orthologs of mouse QKI-7 and QKI- 
7B (KH Domain RNA Binding proteins) 
and zebrafish ZKQ-1 (Quaking protein 
homolog). Contains ESTs, STSs and 
GSSs/cds=(0,692) 

RAB1, member RAS oncogene family 
(RAB1), mRNA /cds=(50,667) 

DKFZP566B1 83 protein 
(DKFZP566Bl83) t mRNA 
/Cds=(351,749) 

mRNA; cDNA DKFZp564C0482 (from 
Clone DKFZp564C0482) 
/cds=UNKNOWN 

phosphatidylserine decarboxylase 
(PISD), mRNA /Cds=(223, 1350) 

mRNA; cDNA DKFZp586J101 (from 
clone DKFZp586J1 01) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586J101 (from 
clone DKFZp586J1 01) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586A181 (from 
clone DKFZp586A181); partial cds 
/cds=(0,314) 



TTGGTCCCACAGI J J J IATGTGTCCT 

ACTTGAAATTATGTTTGCTCCCGT 

TGGAGGATTTTTGTTAAGTCAAGTGT 

CAATC GAAGTTAAAAAG C AAGG GT 

ATGGCTCTTTTCCTATTAGAGCAACTT 

GTGTTTCCCTGATAATGTGTACA 

GTCGTGACTGACTTGGTGTGTTGCTA 

TTGTGTTTCTATATACTCCGTCCA " 

TTTAGTCCAGTGGTTTCCACAGCTGG 

CTAAG CC AG G AGTC ACTTG G AGGC 

TGGAAGACAGTAAAGAACAGCCCTCT 
GTAGTCAGTAAAGTTTCACCTTCT 

TGG GTGGAGTATTATGTTTAACTGG A 
GTTGTCAAGTATGAGTCCCTCAGG 

AAAGTAGTAAATCGGGCTGTCTTAAT 

AGTGCGCCTGTTACTAATGGAATT 

ATGTCAAGCTTTGGGTCTCTGGAGTA 

TAACTTTTTGTAACA7TAGCCA7T 

ATCTAGGACACCTCCATCAAACCTCC 

TCTTGCACTTTCCCTCTGGCTTCC 

TGTGATGGGAACAGTGTCTTAGGGA 

G ATG CAG CTTGG ACTTG AGGTAAAT 

AG AATG G GAG G C C AAC CTTCTATC AG 
AGTTAAACTTTTGACAAGGGAACA 

AAAAATGTGAAACTGCCCTGCCTCCC 
CTTTTTGCTGACAACACTGTGTAC 

GGCCCCATTACAAAACTCCTTAGGAA 
CCTCGCCCTCTCTCTGCTGTAAGG 

GCTGCTGTCTAGATTTATGTGTGCTC 
TGACAAGAAATGTTTTGTGTAACA 

CCAGGCTGCGGTGAGAATGCCAAGA 
AGGCACTACCTCCCACCCACATCAC 

CCAGTTGTCTTGAACAGCCTGACTCC 

TGCCAGCCCTATGGAAGTTCCTTT 

CCAGTTGTCTTGAACAGCCTGACTCC 

TGCCAGCCCTATGGAAGTTCCTTT 

TCTTTAAGAAGACCACCACATAGAAT 

ACCCCTTCCTATCAGCTCGCTCTG 

TTTGACTTTCAGGATGTCATACTACTT 
CTGTACCTAGCATTTTCAGTCCT 

TGCTTAGATTTGTTCCTGTTGTCAAAA 
CTGTTACCCCCAAAATTGGTGTG 

AACAAGGTACATGCATTATGTGTCAC 
ATTACTGGGCAAACTGTTCAAGTA 



AGCACAAGCAGTGTCTGTCACTTTCC 
ATGCATAAAGTTTAGTGAGATGTT 
AGTGACTAAATACTGGGAACCTATTT 
TCTCAATCTTCCTCCATGTTGTGT 

CTTCAGGACTGTATGAGCCGAGCAGT 
TACAAGACACAAAGAAGTTAAAAA 

AGGGCCAGATTTCATGTTGACCCTGG 
GGATGCTGTGAATTTCTCCTGCAG 
AAATGCAGGTTTATTATCCAGCACTG 
AGAGAGTTAACAAGGACTGGAAAA 

AAATGCAGGTTTATTATCCAGCACTG 
AGAGAGTTAACAAGGACTGGAAAA 

C CCTC CTTAATC AACTTC AAG GAG CA 
CC7TCA7TAGTACAGCTTGCATAT 
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Table 8 



1190 


Table 3A 


Hs.12813 


AL080156 


5262614 


1191 


Table 3A 


Hs.52792 


AL080213 


5262703 


1192 


Table 3A 


Hs.111801 


AL096723 


5419856 


1193 


Table 3A 


Hs.306327 


AL096752 


5419888 


1194 


Table 3A 


Hs.306327 


AL096752 


5419888 


1195 


Table 3A 


Hs.1 72803 


AL109SB9 


5689801 


1196 


Table 3A 


Hs.119155 


AL109786 


5725475 


1197 


Table 3A 


HS.75B75 


AL1 10132 


5817027 


1198 


Table 3A 


Hs.1 26797 


AL110151 


5817052 


1199 


Table 3A 


Hs.1 93700 


AL1101S4 


5817059 


1200 


Table 3A 


Hs.73851 


AL110183 


5817095 


1201 


Table 3A 


HS.172089 


AL1 10202 


5817121 


1202 


Table 3A 


HS.1 93784 


AL1 10204 


5817123 


1203 


Table 3A 


HS.321022 


AL1 10236 


5817178 


1204 


Table 3A 


Hs.187991 


AL1 10269 


5817043 


1205 


Table 3A 


Hs.1 09727 


AL1 17407 


5911992 


1206 


Table 3A 


HS.26797 


AL1 17448 


5911896 


1207 


Table 3A 


Hs.7200 


AL1 17502 


5912009 


1208 


Table 3A 


Hs.22583 


AL117513 


5912025 


1209 


Table 3A 


Hs.303154 


AL1 17536 


5912065 


1210 


Table 3A 


Hs.6607 


AL1 17565 


5912115 


1211 


Table 3A 


Hs.1 54320 


AL1 17566 


5912116 


1212 


Table 3A 


Hs.4055 


AL1 17595 


5912159 


1213 


Table 3A 


Hs.1 80777 


AL1 17621 


5912202 


1214 


Table 3A 


Hs.87794 


AL117637 


5912225 


1215 


Table 3A 


Hs.79709 


AL1 17644 


5912234 


1216 


Table 3A 


NA 


AL1 20453 


5926352 


1217 


Table 3A 


Hs.6986 


AL121406 


5927407 


1218 


Table 3A 


Hs.274481 


AL121735 


6012990 


1219 


Table 3A 


Hs.272307 


AL133015 


6453493 



mRNA; cDNA DKFZp434J214 (from 1 
clone DKFZp434J214); partial cds 
/cds=(0,1061) 

mRNA; CDNA DKFZp586l1 823 (from 1 
Clone DKFZp586l1823) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564H2023 (from 1 
Clone DKFZp564H2023) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp434A012 (from 1 
clone DKFZp434A012) 
/cds=UNKNOWN 

mRNA; CDNA DKFZp434A01 2 (from 1 
clone DKFZp434A012) 
/cds=UNKNOWN 

mRNA full length insert cDNA clone 1 
EURO IMAGE 31839 /cds=UNKNOWN 

mRNA full length insert cDNA clone 1 
EUROIMAGE 814975 /cds=UNKNOWN 

ubiquitin-conjugating enzyme E2 1 
variant 1 (UBE2V1), transcript variant 2, 
mRNA/cds=(69,734) 

mRNA; cDNA DKFZp586D0824 (from " 1 
clone DKFZp586D0824); partial cds 
/cds=(0,1080) 

CDNA; FU22008 fis, clone HEP06934 1 
/cds=UNKNOWN 

ATP synthase, H+ transporting, 1 
mitochondrial F0 complex, subunit F6 
(ATP5J), mRNA /Cds=(1 ,327) 
mRNA; cDNA DKFZp586l2022 (from 1 
clone DKFZp586l2022) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp586K1922 (from 1 
done DKFZp586Kl922) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp566P1 124 (from 1 
done DKFZp566P1124) 
/cds=UNKNOWN 

DKFZP564A122 protein 1 
(DKFZP564A122), mRNA 
/Cds=(2570,2908) 

mRNA; cDNA DKFZp434D2050 (from 1 
done DKFZp434D2050); partial cds 
/cds=(1 10,1720) 

mRNA; cDNA DKFZp566B1417 (from 1 
done DKFZp586B1417); partial cds 
/Cds=(0,3876) 

hypothetical protein MGC1 671 4 1 
(MGC16714), mRNA/cds=(394,990) 
mRNA; cDNA DKFZp434K2235 (from 1 
clone DKFZp434K2235); partial cds 
/cds=(0,1086) 

popeye protein 3 (POP3), mRNA 1 
/Cds=(147,1022) 

URAX1 mRNA, complete cds 1 
/cds=(191,1960) 

ubiquitin-activating enzyme E1C - 1 

(homologous to yeast UBA3) (UBE1C), 
mRNA/cds-(0,1328) 

mRNA; cDNA DKFZp564C2063 (from 1 
clone DKFZp564C2063) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp564M0264 (from 1 
clone DKFZp564M0264) 
/cds=UNKNOWN 

mRNAJ cDNA DKFZp434l225 (from 1 
clone DKFZp434l225); partial cds 
/cds=(0,128l) 

phosphotidylinositol transfer protein 1 
(PITPN), mRNA /Cds=(21 6,1 028) 
(synonym: hamy2) cDNA done 1 
DKFZp761l208 5' 

glucose transporter pseudogene • 1 

/cds=UNKNOWN 

cellular growth-regulating protein 1 
(LOC51038), mRNA fcds=(61 2,785) 

mRNA* CDNA DKFZp43402417 (from 1 
done DKFZp43402417); partial cds 
/cds=(0,724) 
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AAACCAGTGACTCCTAATCTTTTTCAA 
GTTAAGACACCTTACCATTGCTT 

AAGGGAACACAAAACTGTGGTCCTGA 
CAATACTAATTCTACCCGTTTTCA 

I I I I I GTACGATCAGCCTTACTGCTAA 
TAAAAGCACTTCCACAGGGAAAA 

AAATTCTACAAAGGAGAGGTTGGGCG 
TTACAAAGGCATTGTGAATCTAAT 

AAATTCTACAAAGGAGAGGTTGGGCG 
TTACAAAGGCATTGTGAATCTAAT 

TTCACCGAGGACATGAAACTCCACCT 
TGCGGGGATAAAGAGAGAAAAACA 

TGTGCTCTTCAGTAGAGGATTTTCTG 
TGATCCTACAATGAAGGGAAAGCT 

TTTGTGTAAAACCACCTTTTGAAGCA • 
GCAACTATCAAGTCTGAAAAGCAA 

AGTGGGTGAATCACAGTAATTTCCCT 
GTAAAATGTGGTACCTGAAGTCAT 

TAGGCTCATAGCCTTGTATTTCGTTTT 
AGATTGTAAGCTCAATGGCAGGG 
GCTCAAGCAAATGTTTGGTAATGCAG 
ACATGAATACATTTCCCACCTTCA 

AAGTCATCATTTGCCTTGAAAGTTTC 
CTCTGCATTGGGTTTGAAGTAGTT 

GAGCAGGGGTGGGAGTGGCTGTAAC 
TTCACAATCCTAATACAGTAAATGT 

TTCTTAAGGAGTCTTAACTCGGTACT 
TGGGTTAACGCCAGAAATTACTTT 

TTGGTGAGTTGCCAAAGAAGCAATAC 
AGCATATCTGCTTTTGCCTTCTGT 

AGGCCTTGTTTTTCAGCTTCATCTGC 
AGTTCTATGTGAAGATTGATAAAT 

TGCAACTTAGAAACCAGCTACAGTAT 
GGCCCACTTAATAAAACACCTGAA 

AGTTTATTGTTAGCCAGGTTGCTTGA 
AAGGTTGAGAGTGGAGTGGTTTGG 
GCATAACTGCTCTAGCTTCTTGTTTA 
CCATAGTACTGTGGCTTCAGATTT 

TGTATCTTTTC CTGTTAAAC AC A CAG A 

CCCCTCCCCAATCTGGACATTGA 

GCCTTGCCAGCCTGTGTGCTTGTGG 

GAACACCTTGTACCTGAGCTTACAG 

GCATGAATGGGCAATATTTTCATCTG 

TTTACTTGTAGTGCCATAGAGGCC 

GGCCTTCTATGTGCTTAGCCATAACA 
ATTCCATTAAGCAAGAAGGTAAGC 

AATTGAACAATAACCATTGGTGACTG 
GAGCAGGTAATTATAGCCTGCAGA 

AGGGGTCCCAAGAGCCTGTCCTCTTT 
TGTTCAAAATACATCTTGAAACGT 

CCTGCTGGGACTCCCTGACTTACTTT 

GGTTGGTTCCTAGTGCTACTTGTT 

GGAAAGCTCGTCAGTTTAGTAGGCTC 

CGAAATAGMTAGCAGTTGTCACT 

AGAAGGTAACTTTATAGAAGTAACAC 

CAATATCCTAGTCTGCTTGCCCCG 

GCTGCTCCCTGGTTCCACTCTGGAGA 

GTAATCTGGGACATCTTAGTGTTT 

CTCTCCTCTTCCCACCTCTGTATCCC 

ACACAGGCATCTGGTGATGTTCTC 
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1220 Table 3A Hs.75497 AL1 33074 6453517 

1221 Table 3A Hs.76853 AL1 33096 6453550 

1222 Table 3A Hs.109150 AL133111 6453598 

1223 Table 3A Hs.199009 AL133572 6599150 

1224 Table 3A Hs.25362 AL133611 6599222 

1225 Table 3A Hs.224680 AL1 33721 6601909 

1226 Table 3A Hs.305155 AL1 33879 6602066 

1227 Table 3A Hs.322456 AL1 36542 12044472 

1228 Table 3A Hs.258503 AL136549 6807648 

1229 Table 3A Hs.177537 AL136558 13276622 

1230 Table 3A Hs.245798 AL1 36607 12052739 

1231 Table 3A Hs.4750 AL136610 12052745 

1232 Table 3A Hs.108548 AL136640 12052805 

1233 Table 3A Hs.27181 AL136656 12052835 

1234 Table 3A Hs.57209 AL136703 * 12052925 

1235 Table 3A Hs.166254 AL136711 12052941 



1236 Table 3A Hs.324275 AL136739 

1237 Table 3A Hs.273294 AL1 36797 



1238 Table 3A 



1240 Table 3A 

1241 Table 3A 

1242 Table 3A 

1243 Table 3A 

1244 Table 3A 

1245 Table 3A 

1246 Table 3A 

1247 Table 3A 

1248 Table 3A 



Hs.76698 AL1 36807 



1239 Table 3A Hs.238996 AL136828 



12052996 
12053106 

12053124 

12053164 



HS.14B037 AL136874 12053252 

Hs. 103378 AL1 36865 12053268 

Hs.37892 AL136932 12053358 

Hs.37892 AL1 36932 12053358 

Hs.108338 AU136941 12053376 

Hs.194718 AL136945 12053384 

Hs.7392 AL1 37423 6807979 

Hs.21015 AL1 37576 6803287 

Hs. 122752 AL1 37601 6808346 



Table 8 

P53DINP1 mRNA for p53DlNP1b, 
complete cds /cds=(39,533) 

mRNA; CDNA DKFZp434N1728 (from 
clone DKFZp434N1728) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp434H068 (from 
clone DKFZp434H068) 
/cds=UNKNOWN 

PCCX2 mRNA for protein containing 
CXXC domain 2, partial cds 
/cds=(0,2483) 

mRNA; cDNA DKFZp43401317 (from 
clone DKFZp43401317) 
/cds=UNKNOWN 

DKFZp76lH09121_r1 cDNA. 5' end 
/clone=DKFZp76lH09121 
/clone_end=5* 

chorionic somatomammotropin 
hormone 1 (placental lactogen) (CSH1), 
transcript variant 2, mRNA 
/cds=(1 16,886) 

hypothetical protein DKFZp761D0211 
(DKFZP761D0211), mRNA 
/cds=(164,1822) 

mRNA; cDNADKFZp761 1121 21 (from 
clone DKFZp76H12121); complete cds 
/cds=0 38,3899) 

hypothetical protein DKFZp76lB15l4 
(DKFZp761B1514), mRNA 
/cds=(72,1028) 

hypothetical protein DKFZp56410422 
(DKFZP564I0422), mRNA 
/cds=(510,1196) 

hypothetical protein DKFZp564KQ822 
(DKFZP564K0822), mRNA 
/cds=(9,527) 

mRNA; cDNA DKFZp564F163 (from 
Clone DKFZp564F163); complete cds 
/cds=(149,532) 

nuclear receptor binding factor-2 
(NRBF-2), mRNA/cds=(179,1042) 

hypothetical protein DKFZp566J091 
(DKFZP568J091), mRNA 
/cds=(21 2,529) 

hypothetical protein DKFZp566l133 
(DKFZP566I133), mRNA 
/cds=(133,1353) 

WW domain-containing protein 1 
(WWP1), mRNA /cds=(1 0*2778) 

mRNA; cDNA DKFZp434N031 (from 
clone DKFZp434N031); complete cds 
/cds=(1 8,3608) 

mRNA; cDNA DKFZp434L1621 (from 
clone DKFZp434L1621); complete cds 
/Cds={315,5l5) 

hypothetical protein DKFZp434K0427 
(DKFZP434K0427), mRNA 
/cds=(341,1813) 

hypothetical protein DKFZp434Cl35 
(DKFZP434C135), mRNA 
/Cds=(1 18,1206) 
hypothetical protein MGC11034 
(MGC11034), mRNA/cds=<245,640) 
KIAA0922 protein (KIAA0922), mRNA 
/cds=(1 22,3841) 

KIAA0922 protein (KIAA0922), mRNA 
/cds=(1 22,3841) 

hypothetical protein DKFZp586C1924 
(DKFZp586Cl924), mRNA 
/cds=(1 05,692) 

mRNA; cDNA DKFZp588O012 (from 
clone DKFZp586O012) 
/cds=UNKNOWN 

nucleolar protein GU2 (GU2), mRNA 
/cds=(1 07,2320) 

mRNA; CDNIA DKFZp564L0S64 (from 
clone DKFZp564L0864); partial cds 
/cds=(0,566) 

TATA box binding protein (TBP)- 
associated factor, RNA polymerase II, 
B, 1 50kD (TAF2B), mRNA 
/cds=(57,3656) 



ACACCTGTTCTTTGTAATTGGGTTGT 
GGTGCATTTTGCACTACCTGGAGT 
AGCCTAGGTGAAAATCTATTTATAAAT 
GGACCACAACTCTGGGGTGTCGT 

CATGAAGCTCTCAAGTCCTGCATCCT 
GAGGATCCAGATGGATGACAAGGA 

GGTGGTGTTTCCTAGACCTTCCCTGA 
TGCGATTTTACCTTTGTTGAATTT 

ACGATGCTGTTTGCTCTGGAATGTTC 
ATCTTTTAGACAGGTTTTGGCTCA 

TCCGAGGGATGAGATTAAGGCAGAG 
GCAAAAGTTTCACACAAAGTTTCTG 

GCCACAACTCCCATAGATGCCAATGT 
TTTGATAGCCTCAGTTTCTCAACG 



TGACCCACCCACCAAGGAAGAAAGC 
AGAATAAACATTTTTGCACTGCCTG 

CATGCTCTCCCATGACATCTCCATGC 
TGGTTTCTCCATAGCATAAATGAA 

GGTGCCGTGCATCACCAAATGAAAGT 
TTGTATTTAACGAGGAGGTGCTTT 

AAATCCTCTCTG CTGTTC AC ATTATCC 
TTTGTTTAACGTATGAACCAGGT 

GTGTAGAATTCCCGGAGCGTCCGTG 
GTTCAGAGTAAACTTGAAGCAGATC 

TGGGTAGGTTAAGCTGCCATACGTGT 
TCAGTGTGAATAGTGTTTAAGTTG 

TGATGCAAGAGTG GACGTAATGCTAG 
TTGGCAGTATTTTATTGTAAGAAA 
TCAGTAAAAATGCCTGTTGTGAGATG 
AACCTCCTGTAACTTCTATCTGTT 

GGGCCATTTTATGATGCATTGCACAC 
CCTCTGGGGAAATTGATCTTTAAA 

AAAATGCTGCTGGCTTTTCTGAAGAC 
AGGTGCTTGAACTTGTCAGTTTGT 
CCGCCCAAAAGTCTGTTCTGATGGCA 
CTGAGTTTTCATTGTTCTGGATGT 

TGGTTGTGCTAAATTCATAGCAGGTG 
CCTTATTCTTTGCTTTTAGTCAAA 

TTTGCCAGGGTAATCTTCAGTTGGCC 
CTGATTCAATTAAATGGCCTTAAT 

ACACTCCTTAAGTTCCAAATGTTTTCC 
GCTAATAGTCTGTCCTAAAGCCT 

AGGACTCTTGAACATCTGAGCAGTTT 
TGTGCTTTGAGCCAC I I I I IGACA 
CGCCTATATGAACCTGGACATATGGA 
CTACCACAGCGAATAGGAATGCAA 
CGCCTATATGAACCTGGACATATGGA 
CTACCACAGCGAATAGGAATGCAA 
TTTCCTATTTTGCTCCAGACTATGTTT 
TCAGCATACCTTGG GTCTGAACA 

TTGTGCTTTCTGTATTTAAAACTTTGG 
CTGTACTAAGCAAATGCAAGGTT 

GGTCATCATAGTTGAGGTATGTGTCT 
GCTATTTGCAAAGAAGTTGGTCGT 
TTCAGGACCCTAGAGGAGAGCTTTAT 
ACAATTACCGATGTGAATTTCTCT 

TGTTTTGCTTAATGTGGACAATTTACA 
C AC CC AACAC ATA CTGTTTCC AA 
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1249 Table 3A Hs.145612 AL137608 

1250 Table 3A Hs.173912 AL137681 

1251 Table 3A Hs.305195 AL1 37721 

1252 Table 3A Hs.12144 AL137753 

1253 Table 3A Hs.77646 AL1 37938 

1254 Table 3A Hs.235390 AL1 57426 

1255 Table 3A Hs.66151 AL157438 

1256 Table 3A Hs.110702 AL157477 

1257 Table 3A Hs.250535 AL1 57499 

1258 Table 3A Hs.170171 AL161952 

1259 Table 3A Hs.71252 AL161991 



1260 Table 3A 

1261 Table 3A 

1262 Table 3A 

1263 Table 3A 

1264 Table 3A 

1265 Table 3A 



Hs.99908 AL1 62047 

Hs.78829 AL1 62049 

Hs.302649 AL1 62068 

Hs. 17377 AL1 62070 

Hs.155191 AL162086 

Hs.3576 AL357536 



1266 Table 3A Hs.29797 AL359585 

1267 Table 3A Hs.252588 AL359626 

1268 Table 3A Hs.33756 AL359654 

1269 Table 3A Hs.3640 AL359940 

1270 Table 3A Hs.318501 AL360190 

1271 Table 3A Hs.7104 AL390127 

1272 Table 3A Hs.49822 AL390132 

1273 Table 3A Hs.98026 AL442083 

1274 Table 3A Hs.77868 AL513780 



Table 8 

6808357 RNA helicase (RIG-I), mRNA 

/cds=(1 57,2934) 
6807931 eukaryotic translation initiation factor 

4A, isoform 2 (EIF4A2), mRNA 

/cds=K15,1238) 
6808159 over-expressed breast tumor protein 

(OBTP), mRNA/cds=(0,224) 
6808455 mRNA; cDNA DKF2p434KK12 (from 

Clone DKF2p434Kl412) 

fcds=UNKNOWN 
6851002 mRNA; cDNA DKFZp761M0223 (from 

done DKFZp761M0223) 

/cds=UNKNOWN 
7018455 mRNA; cDNA DKFZp761B101 (from 

clone DKFZp761B101) 

/cds=UNKNOWN 
7018513 mRNA; cDNA DKFZp434A115 (from 

done DKFZp434A115) 

/cds=UNKNOWN 
701 8497 mRNA; cDNA DKFZp761 E21 2 (from 

clone DKFZp761E212) 

/cds=UNKNOWN 
7018548 mRNA; cDNA DKFZp434N24l2 (from 

done DKFZp434N2412) 

/cds=UNKNOWN 
7328002 mRNA; cDN A DKFZp434M081 3 (from 

clone DKFZp434M0813); partial cds 

/Cds=(430,768) 
7328122 mRNA; CDNA DKFZp761C169 (from 

clone DKFZp761C169); partial cds 

/Cds=(996,2474) 
7328089 nuclear receptor coactivator 4 

(NC0A4), mRNA/cds=(140,1984) 
7328093 mRNA; cDNA DKFZp762E1 71 2 (from 

clone DKFZp762E1712); partial cds 

/cds=(0,2477) 
7328143 HSP22-like protein interacting protein 

(LOC64165), mRNA/cds=(0,155) 
7328146 mRNA; cDNA DKFZp762H186 (from 

clone DKFZp762H186); complete cds 

/cds=(0,1489) 
7328174 villin 2 (ezrin) (VtL2), mRNA 

/cds=(1 17,1877) 
8249879 Homo sapiens, Simitar to RIKEN cDNA 

5730494N06 gene, clone MGC:13348 

IMAGE:41 32400, mRNA, complete cds 

/Cds=(1 32,494) 
8655645 mRNA; cDN A DKFZp762B1 95 (from 

clone DKFZp762B195) 

/cds=UNKNOWN 
8655704 mRNA; cDNA DKFZp564F172 (from 

clone DKFZp564F172) 

7cds=UNKNOWN 
8670873 mRNA full length insert cDNA clone 

EUROIMAGE 195784 /cdS=UNKNOWN 

8977897 mRNA; cDNA DKFZp762P1915 (from 

done DKFZp762P1915) 

/cds=UNKNOWN 
891 9391 stimulated trans-acting factor (50 kDa) 

(STAF50), mRNA /cds=(122,1450) 

9368821 mRNA; cDNA DKFZp761 P051 21 (from 

done DKFZp761 P061 21) 

/cds=UNKNOWN 
9368828 mRNA; cDNA DKFZp547E107 (from 

clone DKFZp547E107) 

/cds=UNKNOWN 
10241762 mRNA for KIAA1784 protein, partial 

cds /cds=(0,3505) 
1 2777274 ORF (LOC51 035), mRNA 

/cds=(135,1031) 



1275 Table 3A Hs.181309 AL520892 12784385 

1276 Table 3A Hs.16648 AL523085 12785578 

1277 Table 3A Hs.37617 AL532303 12795796 



proteasome (prosome, macropain) 
subunit, alpha type, 2 (PSMA2), mRNA 
/cds=(0,704) 
AL523085 cDNA 

/clone=CS0DC0O1 YF21 -(5-prime) 
602744947F1 cDNA, 5' end 
/clone=!MAGE:4308683 /clone_end=5' 



PCT/US01/47856 



1 GAGATCAACGGGATGAGGTGTTACA 
GCTGCCTCCCTCTTCATGCAATCTG 

1 AGGTAGGGTTTAATCCCCAGTAAAAT 
TGCCATATTGCACATGTCTTAATG 

1 AGG GGGTGATTTTTGCTCTTGTCCTG 
AGAAATAACAGTGCTGTTTTAAAA 

1 ACTTGAGTGGGGTTTTCCTTTTCCCC 
CAATTCTAAGAGAATATAATGTGT 

1 GCGTCTGTTGTTAGCAAAGAATAGAT 
TCACACAGTCTAAGGTTTCCTTCC 

1 CCCTCTTAGCCTATCCATCTTAAGCC 
CCAAGCTGAGTGTGGTTCTGGTAA 

1 TAAGGAGAATTAGACTCCCAAGTAGA 
CACCAGAGTCACTGTTTGGTTGGT 

1 ACGTGTTTTTGGGATATGTTTCCAAT 
CTTTAAATGACCTTGCCCTGTCCA 

1 AACCATTTGTTAACTGTACTGAAGGT 
GTGTCCTCAAGAAGAAAGTGTTCA 

1 AAACAAACTGTGTAACTGCCCAAAGC 
AGCACTTATAAATCAGCCTAACAT 

1 AAACTGATCACACTGACTGGATCTGT 
CCACGACATGGAAAATAAACTGGA 

1 TTGCATTGATGAATTTTGTATCTGCTT 
CCATTAAAAGCATAACAGCCACA 

1 ATCTCTCCTTCAGTCTGCTCTGTTTAA 
TTCTGCTGTCTGCTCTTCTCTAA 

1 TTGAAGTTTTAAGGGACGTCAGTGTT 
TATGCCATTTTTCCAGTTCCAAAA 

1 GGTCGGCTCTTATAGAGTGGCCATAG 
TGTTCTGTCAAAACACTTGCTTCC 

1 TTCTCCTTCACAGCTAAGATGCCATG 
TGCAGGTGGATTCCATGCCGCAGA 

1 CATGATTCCAAGGATCAGCCTGGATG 
CCTAGAGGACTAGATCACCTTAGT 



1 AGTGAAGATCTGGCTGAACCAGTTCC 
ACAAGGTTACTGTATACATAGCCT 

1 AGGCCATCATTCTATACCTCATTTAA 
GCCATTGTTATCAAGGGTTTACCC 

1 AGAGTACATGGAAAGTTAGGTGTTCA 
AATTCACATCTAATTTCCCTGGGA 

1 GTTTTCAGTTTTCCCCTTTACAGTCTT 
CTCCCCTCACCTCCAGGACCCTC 

1 ATCCTTCAGAATGTGTTGGTTTACCA 
GTGACACCCCATATTCATCACAAA 

1 GTCTGGCCTTGGCTTGCTCGGATAAA 
ACTTTGTATGTATTTTGTATGGCA 

1 TGCTGAGCATGGGGAATGTGGCTGC 
TGCAGAGACGTTATGAAACACTTCT 

1 TCTCCATCCTTGTGAATGTCCTCGTC 
TGTTTCAAATACAGTGCAGTCAGT 

1 TGGTTCTTCTGATGAGCAAGGGAACA 
ACACTGAGAATGAGGAGGAAGGAGT 

1 TGAAGTTAAGGATTACTTGGCTGCCA 
TAGCATAACAATGAAGTGACTGAA 

1 GGCTTTCTTGTTTTGGTGTCTTGGAG 
TGCTGGGTAAGGTTCAGTGGATAT 

1 CTATCTACACCATCATGCGCTGGTTC 
CGGAGACACAAGGTGCGGGCTCAC 
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1278 Table 3A Hs.83583 AL532406 



1279 Table 3A Hs,3012O AL533737 



1280 Table 3A Hs.179999 AL534564 



1281 Table 3A Hs.159065 AL538276 



1282 Table 3A Hs.285401 AL540399 



1283 Table 3A 

1284 Table 3A 

1285 Table 3A 

1286 Table 3A 

1287 Table 3A 

1288 Table 3A 

1289 Table 3A 

1290 Table 3A 

1291 Table 3A 

1292 Table 3A 

1293 Table 3A 

1294 Table 3A 

1295 Table 3A 

1296 Table 3A 

1297 Table 3A 

1298 Table 3A 

1299 Table 3A 

1300 Table 3A 

1301 Table 3A 

1302 Table 3A 

1303 Table 3A 

1304 Table 3 A 

1305 Table 3A 

1306 Table 3 A 

1307 Table 3A 

1308 Table 3A 



Hs.181400 AL542592 

Hs.271599 AL550229 

NA NCJJ01807 

Hs.218329 AL556016 

Hs.250465 AL556919 

Hs.90035 AL558028 

Hs.301756 AL559029 



Hs.1 19274 AL559422 12904908 



HS.218329 AL559555 

Hs.33026 AL561074 

Hs.335853 BE262306 

NA NC_001807 

Hs.287797 AU1 17298 

Hs.1600 AU118159 

H3.181165 AU120731 

Hs.172028 AU135154 



NA 



AV686223 



Hs.343475 AV687530 

NA AV6B9330 

Hs.28739 AV691642 

NA AV693913 

Hs.324602 AW959923 

Hs.301570 AV702152 

Hs.7312 AV702692 

NA AV705900 

Hs.167130 AV706014 



Table 8 

12795899 actin related protein 2/3 complex, 
subunit2 (34 kD) (ARPC2), mRNA 
/cds=(84,986) 

1 2797230 602272333F1 cDNA, 5' end 

/clone=IMAGE:4360233 /done_end=5' 

12798057 Homo sapiens, clone IMAGE:34 57003, 
mRNA /cds=UNKNOWN 

12801769 AL538276CDNA 

/clone=CS0DF027YC09-(5-prime) 

1 2870508 colony stimulating factor 2 receptor, 
beta, low-affinity (granulocyte- 
macrophage) (CSF2RB), mRNA 
/cds=(28,2721) 

12874788 602650370T1 cDNA, 3' end 

/clone=IMAGE:4761353 /done_end=3* 

1 2886998 cDNA FU12347 fis, done 

MAMMA1 002298 /cds=UNKNOWN 
13959823 Mitochondrial Sequence 

1 2898299 mRNA for KIAA1 245 protein, partial 

cds/cds=(701,3379) 
12900027 mRNA; cDNA DKFZp434E2023 (from 

clone DKFZp434E2023) 

/cds=UNKNOWN 
12902157 AL558028cDNA 

/clone=CS0DJ002YF02-(5-prime) 
12904124 Homo sapiens, clone MGC: 17544 

IMAGE:3462146, mRNA, compfete cds 

/cds=<256,894) 

RAS p21 protein activator (GTPase 
activating protein) 3 (ins{1 ,3,4,5)P4- 
binding protein) (GAP1IP4BP), mRNA 
/cds=(46,2550) 
12905153 mRNA for KIAA1245 protein, partial 

cds /cds=(701 ,3379) 
12908145 mRNA for FU00037 protein, partial 

cds/cds=(3484,3921) 
91 35208 601462981T1 cDNA, 3' end 

/clone=IMAGE:3866222 /done_end=3 , 



13959823 mitochondrial COX3 

1 0932256 mRNA for FU00043 protein, partial 

Cds/Cds=(0,4248) 
10933184 Homo sapiens, clone IMAGE:354371 1 , 

mRNA, partial cds /cds=(0,1620) 

1 0935966 eukaryotic translation elongation factor 

1 alpha 1 (EEF1A1), mRNA 

/cds={53,1441) 
10995693 a disintegrin and metalioproteinase 

domain 10 (ADAM 10), mRNA 

;cds=(469,2715) 
10288086 AV686223 cDNA, 5' end 

/c!one=GKCGXH11/done_ 

10289393 601556208T1 cDNA, 3' end 

/cione=lMAGE:3826392 /clone_end=3* 

1 0291 193 cDNA done GKCDJE03 5' 

1 0293505 602593745F1 cDNA, 5' end 

/done=IMAGE:4721002 /clonej2nd=5' 

13959823 mitochondrion, complete genome 

8159767 EST382001 cDNA 

1 071 8482 6025851 20F1 cDNA, 5' end 

/clone=IMAGE:4712861 /c!o^e_end=5 , 

10719022 AV702692 cDNA, 5' end 

/ctone=ADBBQC1 2 /done_end=5' 
1 07231 95 Partial Cloning Vector 

1 0723303 hypothetical protein (PRED22), mRNA 
/cds=(245,1021) 
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GAAGCGGCTGGCAACTGAAGGCTGG 
AACACTTGCTACTGGATAATCGTAG 

AAGCAAGAGATTGTAAACCGGGTACA 
GAATCCAAGAGATGAGAGAGGACC 

AGACGAATG CTTGTCAGTTGTAGCTT 
TCCAGGATTCTGCTCCAATGAGGA 

CAAACTGATTGCGGGGCAGGGACTT 
GAGTATGGGGAGAGGCTGCAAAAGA 

GAACATCAGGAGAGGAGTCCAGAGC 
CCACGTCTACTGCGGAAAAGTCAGG 



AGTTGGAGAGTTACTCGAACCTCAGG 
TGACAGTTGTAAGGCAGACATAGT 

CTCCTCCAGGCCTCTCGGATGCCTCT 

GTTGGGACAGCTAAGTTCCTCTTC 

TCCTCCATATATCCAAACAACAAAGC 

ATAATATTTCGCCCACTAAGCCAA 

TGCTGTTGCAAAAGAAGAAGACATCT 

CTGCCTGAGTTTTAATTTTGTCCA 

TTTCTGCTGGAGTCCCCTGTGTCCTC 

AGCCATCCCAAGAAGGGTTTGCTG 

CTGGTTGGATCTGCATCTCACGCCCA 
CTGCACACCGTTCCTCTCCATCTG 
ACCTCGACTCCCTGGTGCTCTTTGCA 
GAGTTGGGCAGTGAAATTACCTTT 

ATACACAGCACGACGTATCCTTGTAC 
CGACTTCTCCCGGTTCTTGTTTGA 



GTACTTAGGAAGACACAGCTAGATGG 

ACAACAGCATTGGGAGGCTTAGCC 

CATCTCTGGTTGTGTCTGTGCCGACT 

CGGTGTTGAATCAAATCAGGTGTG 

CAACAATAGGAGGTGGAATGCTGCAA 

GGGGCTGCAAATGAGGGCAATGCA 

ATATTTCACTTTACATCCAAACATCAC 

TTTGGCTTCGAAGCCGCCGCCTG 

TGGCAAATTCTGCGAGTGTGATAATT 

TCAACTGTGATAGATCCAATGGCT 

TCTCACATGTCCATTTGAACCACCCA 

AACCAAAAACAAAGCATAAGCTGG 

TCCAGGATGTCTACAAAATTGGTGGT 
ATTGGTACTGTTCCTGTTGGCCGA 

TG G ACATAGCAGCAC ATACTACTTCA 
GAGTTCATGATGTAGATGTCTGGT 

AACAGAAGACGAGGACACAGAGCGA 
GAATAAGCACAACTCAGACAACACA 

TGACCACTTATGCACTTTCTGAATTTG 
CTTTCCATGCTCAGAGTTCTGCT 

CTTTGACCCCACCTTGTGGAAACCCA 
GCTGTCTACTGGCAGACATTGGTG 
AAACACCAGTTTGCAGGAAGAAAGGA 
AGAGAATGGAAATTGCTTCTGGAA 

CCCTACCATGAGCCCTACAAACAACT 

AACCTGCCACTAATAGTTATGTCA 

AGTCGTATTAGAGCCTTGGCGTAATC 

ATGGTCATAGCTGTTTCCTGTGTG 

TTGCTGCCTGATCTGACATACATGAT 

CCATCGGGTTTTGTTACAAGGAAC 

CATGTTCATAGGTAATCTTTGTACTCT 

GTGTGCAGCAGTATTTGGTTTGC 

AATTCGCCCTATAGTGAGTCGATTAC 

CAATCACTGCCCGCGTTTACAACG 

ACAGGTAACTGAAGATCAAAGTAAAG 

CAACAGAGGAATGTACATCTACCT 
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1309 Table 3A 

1310 Table 3 A 

1311 Table 3A 

1312 Table 3A 

1313 Table 3A 

1314 Table 3A 

1315 Table 3A 

1316 Table 3A 

1317 Table 3A 

1318 Table 3A 

1319 Table 3A 

1320 Table 3A 

1321 Table 3A 

1322 Table 3A 

1323 Table 3A 

1324 Table 3A 

1325 Table 3A 

1326 Table 3A 

1327 Table 3A 

1328 Table 3A 

1329 Table 3A 

1330 Table 3A 

1331 Table 3A 

1332 Table 3A 

1333 Table 3A 

1334 Table 3A 

1335 Table 3A 

1336 Table 3A 

1337 Table 3A 

1338 Table 3A 

1339 Table 3A 

1340 Table 3A 

1341 Table 3A 

1342 Table 3A 



Hs.134829 AV706481 

NA NC.0Q1807 

Hs.90960 AV710415 

Hs.316785 AV710763 

Hs.135167 AV712376 

Hs.89104 AV716500 

Hs.237868 AV716565 

Hs.178703 AV716627 

Hs.17481 AV716644 

Hs.256959 AV719442 

NA AV719659 

Hs.127160 AV719938 

Hs.21536 AV7209B4 

Hs.119908 AV721008 

Hs.247474 AV723437 

HS.76728 AV724531 

Hs.280261 BE382869 

Hs.21351 AV724665 

Hs.44656 AV726117 

Hs.245798 AV727063 

Hs.316771 AV729160 

Hs.22003 AV730135 

Hs.175971 AV734916 

NA AV735258 

NA ■ NC_001807 

HS.246796 AV739961 

Hs.1 22431 AV743635 

Hs.42915 AV745692 

Hs.26670 AV749844 

Hs.31409 AV752358 

Hs.335863 AV755117 

Hs.339696 AV755367 

Hs.181165 AV756188 

HS.58643 AV760147 



Table 8 

1 0723761 AV706481 cDNA, 5' end 

fc!one=ADBBYF02 /clone_end=5' 
13959823 mitochondrion, complete genome 

10729044 602563938F1 cDNA, 5* end 

/clone=lMAGE:4688769/clone_end=5' 

1 0730069 AV71 0763 cDNA, 5' end 

/clone=CuAAJH09 /done_end=5' 

10731682 AV712376 cDNA, 5' end 

/done=DCAAND12 /cIone_end=5 l 

10798017 602590917F1 cDNA, 5' end 

/clone=IMAGE:4717348 /clone_end=5' 

10813717 interleukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
10813779 AV716627 cDNA, 5' end 

/clone=DCBBCH05 /c!one_end=5* 
10813796 mRNA; cDNA DKFZp434G2415 (from 

clone DKF2p434G2415) 

/cds=UNKNOWN 
10816594 AV719442cDNA, 5' end 

fclone=GLCBNA01 /done_end=5' 
10816811 cDNA clone GLCGRA09 5' 

10817090 AV659177 cDNA, 3' end 

/clone=GLCFUC08 /clone_end=3' 
10818136 yf69a03.s1 cDNA, 3' end 

/clone=IMAGE:27414 /c!one_end=3' 
10818160 nucleolar protein NOP5/NOP58 

(NOP5/NOP5S), mRNA /cds=(0,1 589) 
1 0826838 hypothetical protein FU21032 

(FLJ21032), mRNA /cds=(235,1 005) 
10829010 602570065F1 cDNA, 5' end 

/clone=lMAGE:4694321 /clonejand=5' 

9328234 601297762F1 CDNA, 5' end 

/clone=!MAGE:3627805 /donej3nd=5' 

10829278 qd15g09.x1 cDNA, 3' end 

/done=lMAGE:1723840 /done_end=3' 

1 08321 85 AV7261 1 7 cDNA, 5 r end 

/done=HTCAXB05 /clone_end=5' 

10836484 hypothetical protein DKFZp564l0422 
(DKFZP564I0422), mRNA 
/cds=(510,1196) 

1 0838581 AV7291 60 cDNA, 5' end 

/clone=HTCCAB04 /c!one_end=5' 

1 0839556 solute carrier family 6 (neurotransmitter 
transporter, GABA), member 1 
(SLC6A1), mRNA/cds=(234,2033) 

10852461 AV734916 cDNA, 5 1 end 

/clone=cdAAHE11 /clone_end=5 r 
10852803 mitochondrion, complete genome 

10855754 Mitochondrial Sequence 

10857542 AW39961 cDNA, 5" end 

ydone=CBFBRA10 /clone_end=5' 
10861216 AV713062 cDNA, 5 1 end 

/clone=DCAADD12 /clone_end=5' 
10865139 ARP2 (actin-related protein 2, yeast) 

homolog (ACTR2), mRNA 

/cds=(74,1258) 
10907692 PAC clone RP3-515N1 from 22q11.2- 

q22 /cds={0,791) 
10910206 602685862F1 cDNA, 5' end 

/clone=lMAGE:4818566 /clone_end=5* 

10912965 601462961T1 cDNA, 3' end 

/clone=lMAGE:3866222 /clone_end=3* 

10913215 ribosomal protein S12 (RPS12), mRNA 

/cds=(80,478) 
10914036 eukaryotic translation elongation factor 

1 alpha 1 (EEF1A1), mRNA 

/cds=(53,'l441) 
10917995 602438603F1 cDNA, 5' end 

/clone=lMAGE:4564968 /clone end=5' 
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AACAGTTGGGCACCCTGAATGGCAAA 

TGGCAAATTTGGAGCGCTAATAAT 

GCCAATCACTTTATTGACTCCTAGCC 

GCAGACCTCCTCATTCTAACCTGA 

ATGTG GG AG G G G C ATG G C AGCTATG 

AAGGACCTCCTACCTCTGGTTTCTG 

CATGGGACGGGGAGAAAAAGCAAAC 

CCTGGCACTTGG G AATACTTATACC 

TTGTGCCCTTGACTGGGTATTTCTTG 

AAGCCCTTGGATCTACCTTTGGTC 

ACATAATACGGTTGTGCGAGCAGAGA 

ATCTACCTTTCCACTTCTAAGCCT 

CCAGCCTTTGCCTCTTCCTTCAATGT 

GGTTTCCATGGGAATTTGCTTCAG 

AAAACCTCGAGTCATGGTGAATGAGT 

GTCTCGGAGTTGCTCGTGTGTGTA 

GTG AGCAC GG AC ATG C GG CATC ATC 

GAGTGAGACTGGTGTTCCAAGATTC 

CACCACAGTCTCAGTGCAGGGCTGG 

GAAGTGAAAGACGATTCACCAGACC 

TTTGTGGGTGGGTGATTAGTCGTTGC 

TGATGAGATATTTTGAGGGTGGGG 

ACCTTGTAAGTGCCTAAGAAATGAGA 

CTACAAGCTCCATTTCAGCAGGAC 

GCCGAGATCTGCTCAGACTACATGG 

CTTCCACTATAGGGTTCTACAGTGT 

AAATCAGAATTCATTTAGCTCACCAC 

ATCTCTTGAATGTGATTGACCTAC 

AGGTGTTTAACAGTGTTATTTTGCCA 

CTGGTAATGTGTAAACTGTGAGTG 

TGGAGTTTCCAGGAGAAAAATAATCA 

CCTTTGAAGG I I I I J AGAGCATGT 

GGTAACAACATCCGTCTGAAAGGGTC 
GGACCTCGTCCAAAGGAGATAGGC 

ACATTTTGATTTCTTCTCTCTGTGGG 
GTGGCAAGTTGAGGGAGCATTCTT 

CGTAAACCAATGTGGTACACTAGTTG 
GCCCGAACTTGGTATAAACCGCCT 
TCTTTAAGTCTGTCAAACCAGAACTC 
TTTGAAGCACTTTGAACAATGCCC 

AGCTGGCGTAATAGCGAAGAGGCCC 
GCACCGATCGCCTTTCCAACAAGTG 
AGATGCATTTTAAATGTCTATAAATGG 
TGTCATAACTAGAGCACGGGCGT 



ATTAAAACGCTTGGAAGAAAATCCCC 

TTTTGGCAGGTGGGGGAAAAAGCA 

ATTCAACCAATAGCCCTTGCCGTACC 

GCCTACCCGTAACATTACTGGAGG 

C GC CTATAGC ACTCG AATAATTCTTC 

TCACCCTAACAGGTCAACCTCGCT 

GTTGTGCATGATTCCCCACGTGTCTC 

TGTTTATCCAGATAAGAAAAGATA 

TCTTTTAGGATTTGTCTTTTAGAATCT 

CCAGTCCTCACAGGAAAACCCCC 

TGGGTGGAGTATTATGTTTAACTGGA 

GTTGTCAAGTATGAGTCCCTCAGG 

ACCTCATTCTGACACCTGCATATAGT 
GTGGGAAATTGCTCTGCATTTGAC 
GTTCTGGAGGACAGGAAGGGTGACC 
CACAGAGGATTATACCACCGGGGTG 

GCCGCAGACCTCCTCATTCTAACCTG 
AATCGAAGGACAACCAGTAAGCTA 

TGAGTCGTATTACAATTCACTGGCCG 
TCGTTTTACAACGTCGTGACTGGG 
TAAGATTATCAACCTTGGGGTCGTTT 
TGTTGTTCGCGGATTGAGCACGGA 

CTG GGCTGAAGCCTATTCCTATGGG 
GCTCTGGAATGTTTGTGACTGAATG 
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1343 Table 3A Hs.93194 AV762642 

1344 Table 3A Hs.301553 AW021037 



1345 Table 3 A 



1360 Table 3 A 

1361 Table 3A 

1362 Table 3A 

1363 Table 3A 

1364 Table 3A 

1365 Table 3A 

1366 Table 3A 

1367 Table 3 A 

1368 Table 3A 

1369 Table 3A 

1370 Table 3A 

1371 Table 3A 

1372 Table 3A 



Hs.232400 AW021551 



1345 Table 3A Hs.95835 AW248322 

1347 Table 3A Hs.340753 AW362008 

1348 Table 3A Hs.127574 BG436386 



Table 8 

10920490 apolipoprotein A-l (APOA1), mRNA 1 
/cds=(38 r 841) 

5874567 karyopherin alpha 6 (importin alpha 7) 1 
(KPNA6), mRNA /cds=(55,1665) 

5875081 heterogeneous nuclear 1 
ribonucleoproteinA2/B1 (HNRPA2B1), 
transcript variant B1, mRNA 
/cds=(169,1230) 

6591315 RST8356 CDNA 1 

6866658 tw50M2.x1 cDNA, 3' end 1 
/clone=IMAGE:2263175 /done^end^S* 

13342892 602509044F1 cDNA, 5' end 1 
/c!one=IMAGE:46 19579 /clone end=5' 



1349 Table 3A Hs.8024 AW390233 

1350 Table 3A NA AW402007 

1351 Table 3A Hs.1 81 125 AW405863 



6894892 IK cytokine, down-regulator of H LA II 

(IK), mRNA /cds={1 1 1 , 1 784) 
6920693 Ul-HF-BK0-aao-g-02-0-Ul.r1 
NIH_MGC_36 cDNA clone 
IMAGE:3054530 5* 
6924920 Homo sapiens, clone MGC: 12849 

!MAGE:4308973, mRNA, complete cds 
/Cds=(24,725) 
71 1 1 531 UI-HF-BROp-ajj-c-07-0-Ul.rt 
N(H_MGC 52 cDNA clone 
IMAG&3074677 5* 
7111870 UI-HF-BNO-ake-c-06-O-ULrl 
NlH_MGC_50 cDNA clone 
IMAG&3076619 5' 

1354 Table 3A Hs.181461 AW499829 7111872 ariadne (Drosophila) homolog, ubiquiiin- 

conjugating enzyme E2-binding protein, 
1 (ARIH1 ). mRNA /cds=(31 4, 1 987) 



1352 Table 3A NA 



1353 Table 3A NA 



AW499658 



AW499828 



1355 Table 3A Hs.1 45668 AW500534 

1356 Table 3A Hs.304900 AW501528 

1357 Table 3A Hs.37892 AW504212 

1358 Table 3A Hs. 120995 AW504293 

1359 Table 3A Hs.1 82937 AW630825 



71 1 3240 fmfc5 cDNA /clone=CR6-21 

71 15141 602288147F1 cDNA, 5' end 

/cfone=lMAGE:4373963 /clone_end=5' 

7141879 KIAA0922 protein (KIAA0922), mRNA 

^={122,3841) 
71 41 960 serine/threonine kinase 1 7b (apoptosis- 

Inducing) (STK17B), mRNA 

/cds=(261,1379) 
737761 5 peptidytprolyl isomerase A (cyclophilin 

A) (PPiA), mRNA/cdS=(44,541) 



Hs.1 02647 AW651682 7412932 

NA AW792856 7844778 

NA AW810442 7903436 

NA AW812896 7905890 

Hs.44577 AW813133 7906127 

Hs.23128 AW819894 

Hs.165695 AW850041 7945558 

Hs.301756 AW866426 8000476 

Hs.1 30729 AW898615 8062820 

Hs.166975 AW949461 8139038 

Hs.172028 AW954112 8143795 

HS.76728 AW954476 8144159 

Hs.292457 AW954580 8144263 



602271 536F1 cDNA, 5* end 
/clone=tMAGE:4359609 /c!one_end=5 1 

UM0001 cDNA 

ST0125 cDNA 

RC3-ST0186.250200-018.a11 cDNA 
/gb=AW812696 
602388170F1 cDNA, 5' end 
/clone=IMAGE:4517129 /clone_end=5' 

791 2888 Homo sapiens, Similar to RIKEN cDNA 
4931428D14 gene, clone MGC:15407 
IMAG&4309613, mRNA, complete cds 
/cds=(123,1151) 

IL3-CT0216-170300-097-C07 cDNA 

Homo sapiens, clone MGC: 17544 
IMAGE: 34621 46, mRNA, complete cds 
/Cds=(256,894) 

RCl-NN0073-090500-012-f02 cDNA 

splicing factor, arginine/serine-rich 5 
(SFRS5), mRNA /cds=(21 8,541) 
a disintegrin and metalloproteinase 
domain 10 (ADAM10), mRNA 
/cds=(469,2715) 
602570065F1 cDNA, 5' end 
/clone=lMAGE:4694321 /clonej2nd=5' 



Homo sapiens, clone MGC: 1 6362 1 
IMAGE:3927795, mRNA, complete cds 
/cds={498,635) 
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TTGTCCATTTGGAACAGAGTCACTAT 
AAAGAACGGGCTCAACTGGGCACC 
GCAGACATAGGCGAAGAAAACATGG 
C ATTG AGTGTG CTGAGTCCAG ACAA 

CTTTTCCCACCCCCTCCCCCTCCATG 
TGAAGATTTGGGTGCTTAACATAT 



GGCACTGCCTCCTTACCTGTGAGGAA 
TGCAAAATAAAGCATGGATTAAGT 
AAACCACACCAGGAACTCCTTGCATG 
GCAAAAGCTGAACAGTACAAATCC 

ACACAGTCATCCCCATGCAGAAACCT 
CAGAAAACACCAATGTATTACACA 

GTCTGAACGAGACTCAATTCCTCTCC 
GAGGCTCCCCAAACAAATTGTAGC 
GTGCAGTCCATCAGATCCAAGCCTGT 
CTCTTGAGGAACAACCGCGCAGAC 

GACCCAGGCTATGGATGAGGCTGAC 
TATTACTGTCAGGCGTGGGACAGCA 

TGGTGGCAAATCTGA J J J I IGGAAAC 
GAGTATTGGAGGACTATAAAACAA 

ACATTTCTTGTTGGCACTACAGCAAC 
CACATACAGTACAGACAACCTCCA 

TGGGATAAAGGTGTGTCGGTTTAGCA 
CCTCTGGAAGACCTATCTAGAGCT 



CCTGGCACATGTTGTCTGGAGTCTGG 
CACACTGGTTATCAATAGCACATT 
GCATGTTCTCACCGTGAAGGAGAGT 
GATGCAGGGAGATACTACTGTGCAG 

AAAGTGGGTGGAAGACTTCCTGGTG 
CAGGAGGCTCACTCCGATTTAAGGT 
CTGTGGTCTGTTATATGAGAGAGATC 
CTTTAACTAGAGCAAAGAGGGAGT 

G CTTG CTGTTC CTTAGAATTTTG CCTT 
GTAAGTTCTAGCTCAAGTTGGGG 

TTTCTCAGAGCTGGAGGTTGCTGGG 
CACCTAAATGATGTTTCATGATAGC 

CTTTTTGTAAGTTACAACATTCCACTG 

GATCCTTATATTGCCTGTAGTGG 

CTCATCTATGTCTTCTAAAGCTTTTCT 

GCATTCTTCCACCTGGGATTCAA 

CTGTCTTTGGAAGGAGACACAAGAAC 

CTGATAACATTGGTTGTCTTCGGG 

AAACAAGAACCCACTTAAACACAGCA 

TCAAACTCTACCATGAAATGAAGA 

TTCTTCCTGGTCATATTCCTCTTTTGA 
TTTTCTAAGAACTTCCCTCAGGA 



ACACAAGATACTGCCACTTTCTCTAC 
ACAAAGACCCACCCAAACACCAGC 
CTTTCTCAGGAAGTGGCTCTGCCAGG 
CAGGACTATGTGGGAAAGGGTTTT 

ATTACATGCTAACTCAAACTTACAAAA 

TCAAGCTCTCTGTGATCCTGGTT 

GATTAAAGGCTTCCATCGATTGGGTA 

GTGTCCTTCAAGTGGGTGGCGAAG 

TGTATTAACAGGCTTATTGCTATGCA 

G G G AAATAGAAGG G G CATTAC AAA 

TGGTGGATGGATGGAAACACATACCT 
CCTAATTAACCTGTTGGTGGAAAC 

GCCTTGGAGTGTGACATTTCTGCGAG 
AATGCTTAAATACCGATTTCCCGC 
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Hs.24435 AY007126 

Hs.330838 BE910568 

Hs.250820 AY007158 

Hs.173274 AY007165 



Table 8 

8144948 RST8356 cDNA 

8146B22 ectonucleoside triphosphate 

diphosphohydrolase 1 (ENTPD1), 

mRNA/cds=(67,1599) 
81 48222 heat shock 90kD protein 1 , alpha 

(HSPCA), mRNA/cds=(60,2258) 
81 50168 interferon consensus sequence binding 

protein 1 (ICSBP1), mRNA 

/Cds=(47,1327) 
81 50277 hexokinase 2 (HK2), mRNA 

/Cds=(1 490,4243) 
81 53007 interleukin 7 receptor (IL7R), mRNA 

/cds=(22,140l) 
81 54054 insulin induced gene 1 (INSIG1), 

mRNA/cds=(414,1247) 
81 54914 thyrofd receptor interacting protein 1 5 

(TRIP15), mRNA /cds=(1 5,1 346) 
81 55326 602386504F1 cDNA, 5' end 

/clone=IMAGE:4515481 /clone_end=5' 

8155823 EST378060 cDNA / 
81 55934 EST385296 cDNA 

81 57225 cDNA FLJ14923 ffe, clone 

P LAC E1 008244, weakly similar to 
VEGETATIBLE INCOMPATIBILITY 
PROTEIN HET-E-1 /cds=UNKNOWN 

8158402 602621 493F1 cDNA, 5« end 

/clone=IMAGE:4755166 /clone_end=5' 

81 59203 fragile X mental retardation, autosomal 

homolog 1 (FXR1), mRNA 

/cds=(12,1877) 
81 59390 translocation T(4:1 1) of ALL-1 gene to 

chromosome 4 /cds=UN KNOWN 
8165036 602279577F1 cDNA, 5' end 

/c!one=IMAGE:4367322 /clone_end=5 l 

8253690 602554063F1 cDNA, 5' end 

/done=IMAGE:4663867 /clone_end=5* 

9652559 Homo sapiens, Similar to cydin- 

dependent kinase inhibitor 1 B (p27, 

Kip1), clone MGC:5304 

IMAGE3458141, mRNA, complete cds 

/cds=(377,973) 
9955993 clone TCCCIAQ0427 mRNA sequence 

/cds=UNKNOWN 
9956004 putative HLA class II associated protein 

I (PHAP1), mRNA/cds=(148,897) 

9956024 done CDABP0028 mRNA sequence 

/cds=UNKNOWN 
10407295 601501121F1 cDNA, 5* end 

/c!one=IMAGE:3903Q53 /clone_end=5' 

9956071 hypothetical protein FLJ14B27 

(FLJ14827), mRNA /Cds=(468, 1277) 

9956080 integrin cytoplasmic domain-associated 
protein 1 (1CAP-1A), transcript variant 1 , 
mRNA /cds=(1 68,770) 



Hs.105484 AY007243 
Hs.5298 AY029066 
Hs.79070 BC000141 



1 2621 025 regenerating gene type IV (REG-IV), 

mRNA /cds=(1 81,657) 
14017398 CGl-45 protein (LOC51094), mRNA 

/cds=(182,1294) 
12652778 v-myc avian myelocytomatosis viral 
oncogene homolog (MYC), mRNA 
/cds=(558,1877) 

Hs.334602 BC000167 13096801 cDNA FLJ14539 fis, clone 

NT2RM2001345, weakly similar to 
VEGETATtBLE INCOMPATIBILITY 
PROTEIN HET-E-1 /cds=(7,1434) 
12653212 ribosomal protein L18 (RPL18), mRNA 

/cds=(15,581) 
12653278 acetyl-Coenzyme A acetyltransferase 2 
(acetoacetyl Coenzyme A thiolase) 
(ACAT2), mRNA /cds=(37,1 230) 



Hs.75458 BC000374 
Hs.278544 BC000408 



PCT/US01/47856 



AGGGAGTCGTTTTACCAATTCACTGG 
CCCGTGTTTTACAAACGTCTGACT 
TGGAGAGCTTGGGACAAGGTCAGAA 
TGAAAACATACCAGTCAATCCTGCT 

ACCTGTGCTCTTTGGATACCTAATGC 
GACATTTAAGTTGTATTTGACAGT 
AGGCTGGGCACAAAGGAGAAAGGAG 
GACATGGAAAATCCGACAATTCGAA 

ATCTCAAATCCTTGAGCACTCAGTCT 

AGTGAAGATGTTGTCATTATGTACA 

GGGTCATAGGTTCATGGGTTTGTTGA 

GAATTGTGGCTCCTGGTTTCTGGT 

GCCTTCTTTCTGCTGACTGGGGGCTT 

TCATTTAAAAGGAGTCTTTTTAAT 

TGTAAACAGTGGCAGGAGCGTGGAC 

TTAAAACAAGGCTTGCTTATTTGGT 

GCCCTTTGGGTTAAGCCTTTACATTC 

ATGAAGACCCCTCCAGGGTAGAAT 

AAAAGGAAAACGAAAAAGGAAAAGGT 

GGCCAATGTGGAAAAAGTTTCAAT 

ACTCTCAGGAGCCATGAAAGCTGCAC 

AGTTACTTTATATACCACGAGGCA 

TTATGTCACCAGAATGTTTGCCAACA 

CCCCGAAAAGGAACCAGAGGACTT 



1 AGGTTATTTGAGCACAGTGAAAGCAG 
AGTACTATGGTTGTCCAACACAGG 

1 GGCCTGCCATCCGAGGGACTGTGTT 
GTAGATTGTGATCAAGGTTGATTGG 

1 ACAGGTAGTTGAATAATTGTTTCAAG 
AGCTCAACAGATGACAAGCTTCTT 

1 AATACACTTTGTGCCAAGGGAAGAAC 
ACTGCATGCCCTGGGTCTTCAGTC 

1 GGGAACTGGAGGTGAGAAGCATTAT 
AATAGCCTCTCTGCCTTTATCTACA 

1 ACAAGCCAAAGTGGCATGTTTTGTGC 
ATTTGTAAATGCTGTGTTGGGTAG 



AACAGACTGTCGTAGAAAACTGTCTT 
TGCTTCCAAATCAGCAGAGGACCA 
GCCCCTCAGAAGAGCCAAACTTTGAG 
TTTTATGTCTGTTTGTCATTGATA 

CCTTGTGTCCAACGGGAATAGGAAGA 
ATTAGTTACTGACTTCACCTGAGA 
CCCACAATTGGACTGATAGGGGGAG 
AAAATCCAAAGAGACGGAGCAACTG 

AACGGCAACTGGGAGATTTGTGAGT 
GAACACTGTTTCATCTTAATATGCT 
ACATCTGAGAAACCCTGAATCCTGCA 
ATCAAGTAGAAGTCAACTTCATCT 



1 GCCATAGGAAGGTTTACCAGTAGAAT 
CCTTGCTAGGTTGATGTGGGCCAT 

1 TCATCTCAACTTAGTATTATACCCACA 
CCCACCCAAGAACAGGGTTTGTT 

1 GACTGAAAGATTTAGCCATAATGTAA 
ACTGCCTCAAATTGGACTTTGGGC 

1 GGCACTGTCTGTGTCCTTCCTTGAAC 
TGTCTACCCTGTTG CTTTTCAC aa 



GGCCAGCCGAGGCTACAAAAACTAA 
CCCTGGATCCTACTCTCTTATTAAA 
ACTAGGTTGCAATATGTGAAATCAGA 
GGACCAAAGTACAGATGGAAACCA 
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BC001854 



Table 8 

12653358 ubiquitin mRNA, complete cds 
/cds=(135,2192) 

1 2653484 serine (or cysteine) proteinase inhibitor, 
clade G (C1 inhibitor), member 1 
(SERP1NG1), mRNA/cds=(60,1562) 

12653502 ribosomal protein S24 (RPS24), 

transcript variant 1 f mRNA 

/Cds=(37,429) 
12653516 RuvB (E coli homo1og)-like 1 

(RUVBL1), mRNA /cds=(76,1 446) 
12653624 actin related protein 2/3 complex, 

subunit2 (34 kD) (ARPC2), mRNA 

/Cds={84,986) 
12653666 mRNA for KIAA0640 protein, partial 

cds/cds=<o,1812) 
1 2653684 signal transducer and activator of 

transcription 3 (acute-phase response 

factor) (STAT3), mRNA 

/Cds=(220,2532) 
12653772 guanine nucleotide binding protein (G 

protein), beta polypeptide 2-like 1 

(GNB2L1), mRNA /cds=(95, 1048) 
12653796 Homo sapiens, translocating chain- 
associating membrane protein, clone 

MGC:784 IMAG&3347823, mRNA, 

complete cds /cds=(91 ,1215) 
12653928 Homo sapiens, clone MGC:2693 

IMAGE:2820737, mRNA, complete cds 

/cds=(1 68,266) 
12653940 hypothetical protein FU10342 

(FU10342), mRNA /cds=(533,1 144) 
1 2653954 neurotrophic tyrosine kinase, receptor, 

type 1 (NTRK1), mRNA /cds=(0,2390) 

131 1 1833 chronic myelogenous leukemia tumor 
antigen 66 mRNA, complete cds, 
alternatively spliced /cds=(232,1983) 

12654494 Homo sapiens, clone IMAGE:2822295, 
mRNA, partial cds /cds={0,661) 

12654662 cDNA FU1 1763 fis, clone 

HEMBA1 005679 /cds=UNKNOWN 
1 2654824 Homo sapiens, nuclear cap binding 

protein subunit 2, 20kD, clone 

MGC:4991 I MAGE: 345 8927, mRNA, 

complete cds /cds=(26,496) 
12654846 Homo sapiens, RAB5A, member RAS 

oncogene family, clone MGC:5048 

IMAGE:3463669, mRNA, complete cds 

/cds=(165,812) 
12654914 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA /cds=(1 55,820) 
12655094 ferritin, heavy polypeptide 1 (FTH1), 

mRNA /cds=(91 ,663) 
1 26551 20 tRN A isopentenylpyrophosphate 

transferase (IPT), mRNA 

/cds=(60,1040) 
13937593 cDNA; FLJ22003 fis, clone HEP06764 

/cds=UNKNOWN 
12804450 NADH dehydrogenase (ubiquinone) 

flavoprotein 2 (24kD) (NDUFV2), mRNA 

/cds=(1 8,767) 
12804460 mRNA for KIAA1578 protein, partial 

cds/cds=(0,3608) 
1 2804476 cDNA FLJ20350 fis, clone HEP1 3972, 

highly similar to Z184_ZINC FINGER 

PROTEIN 184 /cds=UN KNOWN 

1 2804498 CDNA FLJ1 0907 fis, clone 

OVARC1000060/cdS=(319,696) 

12804560 tyrosylprotein sulfotransferase 1 
(TPST1), mRNA/cds=(81,1193) 

12804732 sorting nexin 6 (SNX6), mRNA 
/cds=(497,1369) 

12804758 cDNA FLJ10907 fis, clone 

OVARC1 000060 /cds=(31 9,696) 

1 280481 8 Homo sapiens, methionine 

adenosyltransferase II, alpha, clone 
MGC:4537 IMAGE:3010820, mRNA, 
complete cds /cds={1 16,1 303) 



1 CCCTGTCTGACTACAACATCCAGAAA 
GAGTCCACTCTGCACTTGGTCCTG 

1 GGCATCGCCCATGCTCCTCACCTGTA 
TTTTGTAATC AG AAAT AAATT G CT 



1 AAAGCAACGAAAGGAACGCAAGAAC 
AGAATGAAGAAAGTCAGGGGGACTG 

1 TCCCACTTTGTCTGTACATACTGGCC 
TCTGTGATTACATAGATCAGCCAT 

1 GAAGCGGCTGGCAACTGAAGGCTGG 
AACACTTGCTACTGGATAATCGTAG 

1 CAGTCACGTCAGTTATGTAGATACTG 
CATGGCAGGAGAGCTTTACGCTAA 

1 GCCACCCCTCACACAGCCAAACCCC 
AGATCATCTGAAACTACTAACTTTG 



1 GCAGGTGACCATTGGCACACGCTAG 
AAGTTTATGGCAGAGCTTTACAAAT 

1 TGCC ATG CTGCTAGGAAATTGTCCTT 
TTTCTTTCTAGCTGTTAACCTACT 



1 AACTTATTCCAGTGTTGATCGCAAGC 
TGTTGATGCACAGGCGTCTTGTGG 

1 TGAAAAGGATTAAAGCTGGTATTCTA 
GAACATGCCCTTCACTGGTTGTGT 

1 GGTAAGGTTTCTAGGAGGTCTGTTAG 
GTGTACATCCTGCAGCTTATTGGC 

1 TGATTCTGTAAAGCTGTGGAATGAAG 
CTGCAGATTTAGAGAACATTGGCT 

1 CGATTTTACACGGCTGGGTAGAATTT 
GTAGAAAAGATCCACAGGGCAAGC 

1 GCTACTACTTCATTGCAACCTTTATTA 
CTGACCACATCAGACATCATGCT 

1 GGGCTGAAGTACCTAAGTGTGAATGT 
CTCTCCCGTTAAACTGAGTGTAGA 



1 AGGAAAACGGTTCACCAGTGTTTAGT 
TTTATATTGAGGTGCTCAGGTTGG 



1 CCGGGCCTTGCATATAAATAACGGAG 
CATACAGTGAGCACATCTAGCTGA 

1 ATAATGAAAGCTAAGCCTCGGGCTAA 
TTTCCCCATAGCCGTGGGGTGACT 

1 TGCATCGTAAAACCTTCAGAAGGAAA 
GGAGAATGTTTTGTGGACCACTTT 

1 TGCTCTGTTCTGGTTTCTGTTTTCAAA 
TCAAATG CCTGTTTGGGAGGAGA 

1 CAAAATCCCAAAACCAGGGCCAAGG 
AGTGGACGCTTCTCTTGTGAGCCAG 

1 AC AAATTTCTTG GCTGGATTTG AAG C 
TTAAACTCCTGTGGATTCACATCA 

1 TCCACGGTTGTGCCTTATTGTTCCAT 
TAAAATTGTATCTTCGATCCATCA 



1 GGTCTGAGAGTCTGTGAAGATGGCC 

CAGTCTTCTATCCCCCACCTAAAAA 
1 ACACACAGGAGGGAAAATCCTGGGA 

TTCTTTTTCTAGGGATGTAATACAT 
1 CTGTTTGAACTGTTGAGTTTCCGTTG 

CTGGCTGAGTGCGTTTTGTCCTTC 
1 GGTCTGAGAGTCTGTGAAGATGGCC 

CAGTCTTCTATCCCCCACCTAAAAA 
1 GGTACAGAGAAGCCAGCTTGTTTACA 

TGCTTATTCCATGACTGCTTGCCC 
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1433 Table 3A Hs.13580 BC001909 



Hs.157236 BCO01913 
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Table 8 

1280481 8 Homo sapiens, methionine 

adenosyltransferase II, alpha, clone 
MGC4537 1MAGE:3010820, mRNA, 
complete cds /cds={116,1303) 

12804912 Homo sapiens, clone 1MAG&3537447, 
mRNA. partial cds /cds=(0,790) 

1 2804920 Homo sapiens, clone MGC:301 5 

!MAGE:31 62543, mRNA, complete cds 
/Cds={332,1234) 

1 2805046 superoxide dismutase 2, mitochondrial 
(SOD2), mRNA/cdS=(4,672) 



Hs.288061 
Hs.284214 
Hs.334822 



BC002409 
BC002435 
12803270 



1439 Table 3A Hs.104879 BC002538 



12803202 
12803242 
12803270 

12803428 



Hs.104879 BC002533 12803428 



Hs.146409 BC002711 12803746 



Hs.322824 BC002746 



12803812 



Hs.46446 BC002796 12803898 



1444 Table 3A Hs. 322404 BCO02837 12803976 

1445 Table 3A Hs.288036 BC002845 12803990 



Hs.318693 BC002867 12804028 



actin, beta (ACTB), mRNA 
/cds=<73,1200) 
putative zinc finger protein 
(LOC55818), mRNA/cdS=(299,3937) 
Homo sapiens, Similar to ribosomal 
protein L4, done MGC:2966 
IMAGE:31 39805, mRNA, complete cds 
/cds=(161 6,2617) 

Homo sapiens, serine (or cysteine) 
proteinase inhibitor, clade B 
(ovalbumin), member 9, clone 
MGC:2131 IMAGE:31 40427, mRNA, 
complete cds /cds={92,1222) 

Homo sapiens, serine (or cysteine) 
proteinase inhibitor, dade B 
(ovalbumin), member 9, clone 
MGC:2131 IMAGE:31 40427, mRNA, 
complete cds /cds=(92,1222) 

cell division cycle 42 (GTP-binding 
protein, 25kD) (CDC42), mRNA 
/cds=(69,644) 

Homo sapiens, Similar to dodecenoyl- 
Coenzyme A delta isomerase (3,2 trans- 
enoyl-Coenzyme A isomerase), done 
MGC:3903 IMAGE:36 30566, mRNA, 
complete cds /cds=(1 5,872) 

lymphoblastic leukemia derived 
sequence 1 (LYL1), mRNA 
/cds=(0,803) 

hypothetical protein MGC4175 
(MGC4175), mRNA /cds=(221 ,577) 
tRNA tsopentenylpyrophosphate 
transferase (IPT), mRNA 
/cds=(60,1040) 

Homo sapiens, clone IMAGE;3940519, 
mRNA, partial cds /cds= (0,902) 



Hs.181309 BC002900 
Hs.96757 



Hs.1600 BC002971 



12804094 proteasome (prosome, macropain) 

subunit, alpha type, 2 (PSMA2), mRNA 
/cds=(0,704) 

12804148 12804148 suppressor of Ty (Sxerevisiae) 3 
homolog (SUPT3H), mRNA 
/cds=(71.1024) 
12804224 Homo sapiens, done IMAGE: 354371 1 , 
mRNA, partial cds /cds=(0,i620) 



Hs.1600 BC002971 



Hs.75193 

Hs.334861 

Hs.326456 

Hs.77091 

Hs.24697 



1456 Table 3 A Hs.42712 



1457 Table 3A Hs.5322 



BC003O90 

BC003137 

BC003352 

NM_006730 

BC003406 

BC003525 
BC003563 



1458 Table 3A Hs.334861 BC003577 



12804224 Homo sapiens, clone I MAGE: 354371 1 , 
mRNA, partial cds /cds=(0,i620) 

13111846 COP9homolog(COP9),mRNA 

/cds=(49,678) 
13111 932 hypothetical protein FLJ23059 

(FU23059), mRNA/cds=(41,1681) 
13097158 hypothetical protein FLJ20030 

(FU20030), mRNA /cds=(1, 1239) 
5803005 deoxyribonuclease Mike 1 

(DNASE1L1), mRNA/cds=(794,1702) 
13097305 cDNA FLJ20709 Rs, clone KAIA1 124, 

highly similar to D86324 mRNA for 

CMP-N-acetylneuraminic acid 

7cds=UNKNOWN 
13097617 Homo sapiens, Similar to Max, clone 

MGC:10775 IWIAGE:3607261, mRNA. 

completers /cds=(1 1 5,570) 
1 309771 6 guanine nucleotide binding protein (G 

protein), gamma 5 (GNG5), mRNA 

/cds=(333,539) 
13097758 hypothetical protein FU23059 

(FU23059), mRNA/cds=(41,1681) 



PCTAJS01/47856 



GGTACAGAGAAGCCAGCTTGTTTACA 
TGCTTATTCCATGACTGCTTGCCC 



1 GGGAGAATGAATGTGCAACGTGGCT 
GAAATCTATTTTGTGTAATAAAAGG 

1 CCCCACCACCCCATTACCACAGCTGC 
CTTTGTGTGTTTGTGTCAATAAAA 

1 CCAGCAAGATAATGTCCTGTCTTCTA 
AGATGTGCATCAAGCCTGGTACAT 

1 CCAACTTGAGATGTATGAAGGCTTTT 
GGTCTCCCTGGGAGTGGGTGGAGG 

1 GCTACTAGAGAGCAAGGGGCTTTCTT 
ACCACCAGTGCTGAGGAGAAAAGT 

1 ACCAAGAAACCAGCCCCTGAAAAGAA 
GCCTGCAGAGAAGAAACCTACTAC 



TTTCCTCATCTATGAATTGTCATTCAC 
ACACCTACTTTTCTGCTTCGTTT 



1 TTTCCTCATCTATGAATTGTCATTCAC 
ACACCTACTTTTCTGCTTCGTTT 



AATAATGACAAATGCCCTGCACCTAC 
CCACATGCACTCGTGTGAGACAAG 

GTGCCCCTGTGGGTCCCAGGGAGGT 
CTTAAAC AAG GTATTTTTC AACTTA 



CAGTGAAGACGTCAGGGGCAAGGTC 
TCGGGGGTCCGGAAGGGTGATCATC 

TGCAAGGGAGACATATCCTAGATCAC 
TTTGCTTTTTCTTTAAGGAGCTGA 
TGCATCGTAAAACCTTCAGAAGGAAA 
GGAGAATGTTTTGTGGACCACTTT 

TTGGGGGAGGTTAGGGACTTATCCT 
GTGCTTGTAAATAAATAAGGTCATG 

ACTTGGCTGCCATAGCATAACAATGA 
AGTG ACTG AAAAATC CAG AATTTC 

AAAATATTAAACACAAACTACCACCTA 
CCTCCCTCACCAAAGCCCATAAA 

AGCTGTTTGGTAACCATAGTTTCACT 
TGTTCAAAGCTGTGTAATCGTGGG 

AGCTGTTTGGTAACCATAGTTTCACT 
TGTTCAAAGCTGTGTAATCGTGGG 

TGTCGCCTTTTAGAAGGAGAAACTTA 

AGTGTGGAATGCATTATATGGGCA 

TCCTTGGCAGCTGTATTCTGGAGTCT 

GGATGTTGCTCTCTAAAGACCTTT 

TTTGGAGTGGAGGCATTG 1 1 1 1 I'AAG 

AAAAACATGTCATGTAGGTTGTCT 

TGGCTGGGACGCTAGAAGGGTCATG 

TGTTAACTATAATCACATTTATGGT 

ATTCTGGTTAACCGCTCACATGCATA 

ACAATAATGCTAGAAATTCAGGAA 



TGCTGATTTCTAGTGTATACTCTGTA 
GTCTCAGTTCGTGTTTGATTCCAT 

AAATG AATCTTTC AAAG GTTTC CC AAA 
CCACTCCTTATGATCCAGTGATA 

TCCTTGGCAGCTGTATTCTGGAGTCT 
GGATGTTGCTCTCTAAAGACCTTT 
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Hs.1 08824 


BC006282 
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Hs.239884 


BC006464 
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Hs.19574 


BC006849 


1482 


Table 3A 


Hs.252716 


BC007004 
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Hs.1 80909 


BC007063 
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Hs.238730 


BCO 07203 
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Hs.334637 


BC007277 
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Hs.298262 


BE250027 
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Hs.297095 


BE253125 
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NA 


BE253336 
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Hs.75313 


BE254064 
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Hs.314898 


BE255377 


1491 


Table 3A 


Hs.296183 


BE259480 



Table 8 

1 3097767 hypothetical protein MGC2668 

(MGC2668), mRNA/cds=(20,325) 
1 3277575 Homo sapiens, clone MGC:5564, 

mRNA, complete cds /cds*=(227,304) 
1 3278B42 guanine nucleotide binding protein (G 

protein), beta polypeptide 1 (GNB1), 

mRNA/cds=(280,1302) 
1 3279004 RRO2760 mRNA, complete cds 

ycds=UNKNOWN 
13279043 mRNA for KIAA1844 protein, partial 

cds/cds=(0,1105) 

1 327921 7 hypothetical protein MGC1 0924 similar 
to Nedd4 WW-binding protein 5 
(MGC10924), mRNA /cds={1 04,769) 

13325286 enolase 1, (alpha) (EN01), mRNA 

/cds=(94,1398) 
1 3325447 mRNA for KIAA1 578 protein, partial 

cds/cds=(0,3608) 
13937690 602326676F1 cDNA, 5' end 

/c!one=IMAGE:4427970 /clone_end=5' 

13436100 hypothetical protein MGC1 1034 

(MGC11034), mRNA/cds={245,640) 

1 3436172 serine (or cysteine) proteinase inhibitor, 
clade G (C1 inhibitor), member 1 
(SERPING1), mRNA /cds- (60,1 562) 

13436256 heat shock 90kD protein 1 , beta 

(HSPCB),mRNA/cds=(0,2174) . 
13436445 death-associated protein 6 (DAXX), 

mRNA/cds=(147,2369) 
1 3937700 mRNA for KIAA1 298 protein, partial 

cds/cds=(55,2271) 
13477308 ribosomal protein L7a (RPL7A), mRNA 

/cds=(31,831) 
1 3528770 hypothetical protein (HSPC1 55), 

mRNA/cds=(240,743) 
13529190 proteasome (prosome, macropain) 

subunit alpha type, 4 (PSMA4), mRNA 

/cds=(5$,844) 
13543538 S1 00 calcium-binding protein A8 

(calgranulin A) (S100A8), mRNA 

/cds=(55,339) 
13937718 clone IMAGE:4285740, mRNA 

/cds=UNKNOWN 
13544094 Clone IMAGE:40541 56, 

13623362 hypothetical protein MGC 10540 

(MGC10540), mRNA /cds=(49,579) 
1 3623674 H2B histone family, member L 

(H2BFL), mRNA /cds=(0,380) 
13905123 hypothetical protein MGC5469 

(MGC5469), mRNA /cds=(69 f 1 1 24) 
13937807 oxysterol-binding protein-related 

protein 1 (FLJ10217), mRNA 

/cds=(l74,3026) 
13937906 peroxiredoxin 1 (PRDX1), mRNA 

/cds=(60,659) 
1 39381 71 hypothetical protein MGC1 0823 

(MGC10823), mRNA /cds={63,1 235) 
1 3938298 hypothetical protein MGC1 561 9 

(MGC15619), mRNA/cds=(744,1454) 
9120132 ribosomal protein S19 (RPS19), mRNA 

/cds=(69,506) 

91 23276 601 1 1 6648F1 cDNA, 5' end 

/clone=IMAGE:3357178 /clonej2nd=5' 

9123402 cDNA clone JMAGE:3357826 5' 

91 24489 aldo-keto reductase family 1 , member 
B1 (aldose reductase) (AKR1B1), 
mRNA/cds=(45,995) 

9125816 601 1 1 5405F1 cDN A, 5 1 end 

/clone=IMAGE:3355872 /clone_end=5' 

9129916 601 106571F1 cDNA, 5' end 

/clone=IMAGE:3342929 Vclone_end=5' 
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1 TGCGTGTGCCTCAGTTTCCTCCTCCA 
CAACTGAATATTTATAGTGGCTGA 

1 GGGATGTGGAGGATTTTTGTTAAGTG 
TCAATCGAAGTTAAAAAGCAAGGG 

1 AGCTCTCTGCACCCTTACCCCTTTCC 
ACCTTTTGTATTTAATTTTAAAGT 

1 CCCTCCAGCCAATAGGCAGCTTTCTT 
AACTATCCTAACAAGCCTTGGACC 

1 CGTGGTTGTGGGAGGGGAAAGAGGA 
AACAGAGCTAGTCAGATGTGAATTG 

1 ACAATGTGTTAGCAGAAACCAGTGGG 
TTATAATGTAGAATGATGTGCTTT 



1 GCTAGATCCCCGGTGGTTTTGTG CTC 
AAAATAAAAAGCCTCAGTGACCCA 

1 ACAAATTTCTTGGCTGGATTTGAAGC 
TTAAACTCCTGTGGATTCACATCA 

1 GCTGTGGTTGGTTGCATTACATGACA 
CAGAAAACTGTCCTCTACCTCACG 

1 GCCCTGGTAGGCTCCTTTAGAAGGA 
CCATTTCTGTTCCTAGAGCTTAACT 

1 GGCATCGCCCATGCTCCTCACCTGTA 
TTTTGTAATCAGAAATAAATTGCT 



1 TTTCCCTCTCCTGTCCTTGTGTTGAA 

GGCAGTAAACTAAGGGTGTCAAGC 
1 AGACTGGAAATGGGGATGAGGGTGT 

AAATTGTATTGAAAAAGATCGCGAA 
1 CCATGAGTTGTTTGGTTTTCCAGAAG 

CTGCCAGTGGGTTCCCGTGAATTG 
1 GATACGATGAGATCCGCCGTCACTG 

GGGTGGCAATGTCCTGGGTCCTAAG 
1 AGTCTTTCTGGTTTCTGGAGATAACC 

CATCAATAAAG CTG CTTCCTCTGG 
1 CGATGATGGTTACCCTTCATGGACGT 

CTTAATCTTCCACACACATCCCCT 

1 GGCCCCTGGACATGTACCTGCAGAA 
TAATAAAGTCATCAATACCTAAAAA 

1 GCAAACCTGCAGATTCCCAAGATGTT 

CACG AGCTTGTG CTTTCTAAAG AA 
1 TCCCCATTGTGC CGCCTTTATCAATT 

GCCTGTTTTGTTTTGTTTG I I I I I 
1 CTTTAGCTGCTGTTGCCTCCCTTCTC 

AGGCTGGTGCTGGATCCTTCCTAG 
1 CTGCTTATGGCACAATTTGCCTCAAA 

ATCCATTCCAAGTTGTATATTTGT 
1 CTGCTTCTGGGTGCATGGTAGACTTT 

GTGGCATTTGATACAACTTGGACA 
1 CTTATAGTATTTATCCACCCAAACCC 

CAGACTGAGATACTGCTCCCAGGG 

1 GAGAGACCAGCCTTTCTTCCTTTGGT 

AGGAATGGCCTGAGTTGGCGTTGT 
1 CAGAGGTGGGAGTAACTGCTGGTAG 

TGCCTTCTTTGGTTGTGTTGCTCAG 
1 CTGTGTGCCCCAGCTGCATCAGCCA 

GCTTCTAGGTGGCTCCATTGTTTTC 
1 AGAGCAGAATAGCAATATAAGAGCAC 

AGACGAACATAGACACGACAGCGA 

1 CTATTAGGACCCAGTGATTATGCTAC 
CTTGGCACGGTTAGGGTACTGCGG 

1 AAAGAAGCATGCACACTTATCACAAA 
CAACTCTCTCAGGTGGCCAGTCTG 

1 TGCTGCCTATATGAAGTCTTTGAGAA 
AGCCCCTCTTGGAGTCTGTGCCTT 

1 GATATACGAGGACAAAACCCATCTAC 
CAGGCAGCTAACAAACCGCCGCCA 

1 GCCACTTTATTAGTAATGGTCGATAG 
TCCGAATCGATGGCTAGGGTGACT 



372 



WO 02/057414 



1492 Table 3A 



1498 Table 3A 

1499 Table 3A 

1500 Table 3A 

1501 Table 3A 



Hs.301809 BE260041 



1493 Table 3A Hs.308154 BE264564 

1494 Table 3A Hs.279429 BE279328 

1495 Table 3A Hs.95835 BE292793 

1496 Table 3A Hs.142737 BE293343 

1497 Table 3A Hs.337986 BE297329 



Hs.1 92755 BE298181 

HS.336628 BE311727 

Hs. 129872 BE379820 

Hs.231510 BE407125 



1502 Table 3A Hs.315263 BE410105 



1503 Table 3A Hs.258494 BE531180 



1504 Table 3A Hs.13328 BE537908 



1505 Table 3A Hs.125819 BE538333 



1506 Table 3A Hs.5122 BE539096 



Table 8 

9131017 601150579F1 cDNA, 5' end 1 
/clone=IMAGE:3503419 /clone_end=5' 

9138121 601192330F1 cDNA, 5' end 1 
/clone=lMAGE:3536383 /clone_end=5' 

9154319 601157666F1 cDNA, 5' end 1 
/done=IMAGE:350432B /done_end=5' 

9175433 RST8356 cDNA 1 

9176462 601143756F1 cDNA, 5' end 1 
/clone=lMAGE:3051493 /clone^end^S' 

9180903 Homo sapiens, clone MGC:17431 1 
IMAGE:2984883, mRNA, complete cds 
/cds=<1 336,1494) 

9181768 601 118565F1 cDNA, 5' end 1 
/done=IMAGE:3028193 /c!one - end=5 , 

9148186 ribosomal protein L36a (RPL36A), 1 

mRNA /cds=(30,350) 
9325198 sperm associated antigen 9 (SPAG9), 1 

mRNA/cds=(110,2410) 
9343575 601301818F1 cDNA, 5' end 1 

/clone=lMAGE:36364l2 /clone J5nd=5' 

9346555 601302278F1 cDNA, 5' end 1 
/done=IMAGE:3637002 /done_end=5* 

9759916 Homo sapiens, Similar to hypothetical 1 
protein FU22376, clone MGC:16044 
IMAGE:3610443, mRNA, complete cds 
/cds={478,1776) 

9766464 602268829F1 cDNA, 5* end 1 
/clone=IMAGE:4356966 /clone_end=5' 

9766978 putative dimethyladenosine transferase 1 
(HSA9761), mRNA/cds=(78,1019) 

9767741 60229301 5F1 cDNA, 5 1 end 1 
/clone=IMAGE:4387778 /clone end=5' 
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TAATCTGGCGGGTTATACCCCCGTGT 
TCTCCGGATTATATTTCGGGACAC 

GCTGGATTTGTGGGTATGGGGGCGG 
TTTTTGGGCGAAGGTTGGTTGTTAC 

CCACATCATCGGGGGCGAAATAGAA 
GCCCAGAGAGAGGCTAGGTGTAGGA 

AGGGAGACTCTCAGCCTTCAGCTTCC 
TAAATTCTGTGTCTGTGACTTTCG 
TTGTCAAGCTGCTGCTGTCTTCAAGA 
TCTACCTGGTCAGAATCTCCTGCT 

GGCCAGTCTCTATGTGTCTTAATCCC 
TTGTCCTTCATTAAAAGCAAAACT 

TCTCTCACATTCTGTCTTTCCCCTCCT 
CCTTCACCTTCCCTCCGTCCCTC 

ACACGAGACTATAGAGAATGCAGCAC 

ACAGATGAGAGCAGAGCAAATAGA 

GCATCCAGATGGTGGTTTACTCTGCA 

ACAGTCTAATGTTCTTCACTTCCA 

GGGGTTTTCACCCTACCTAAAGATGC 

TTTAATTGCTGTTTTCCAAATTGT 

ATGCCTAACAAGCAACATGATCCTAT 
AAATCCACCCCAAGCCAATCTGGT 



CCACCATCTGGTACGTTTTTACTTCC 
TCACCCGCGTGTACTCCGATTACC 



GAGTATATTCCCCCAGTTATTTGCTC 
TTCCCCACACAGGGTGGTAGTACC 

CAAAGGAAGGGGCGTGAAGGGGTGA 
GAAAAATATGGGACCCAAATTGTGG 

TTTCCTTACAGGCGGTAACACCGGTC 
CACACAGTTCTTGCCAAAACAAAG 



1507 Table 3A 

1508 Table 3A 

1509 Table 3A 

1510 Table 3A 

1511 Table 3A 

1512 Table 3A 



Hs. 180549 BE540238 

Hs.155101 BE547584 

Hs.74861 BE549137 

NA BE569141 

NA BE612847 

HS.1 94362 BE618004 



1513 Table 3A Hs.294309 BE621121 



1514 Table 3A Hs.184582 BE730026 



1515 TabJe3A Hs.76572 BE730376 



1516 Table 3A Hs.77496 BE737246 



1517 Table 3A Hs.271272 BE737348 



9768883 601059809F1 cDNA, 5' end 

/clone=IMAGE:3446283 /clone_end=5' 

9776229 mRNA for KIAA1 578 protein, partial 

cds/cds=(0,3608) 
9777782 activated RNA polymerase II 

transcription cofactor 4 (PC4), mRNA 

/cds=(0,383) 
9812861 cDNA clone IMAGE:368118Q 5' 

9894444 601452239F1 5' end 

/clone=IMAGE:3856304 

9888942 DNA sequence from clone RP1 1- 
248N6 on chromosome 13 Contains 
ESTs, STSs and GSSs. Contains two 
olfactory receptor pseudogenes, an 
NPM1 (nudeophosmin, nucleolar 
phosphoprotein B23, numatrin) 
pseudogene and a BCR (breakpoint 
cluster region) pseudogene 
/cds=(0,887) 

9892059 601493943F1 cDNA, 5' end 

/clone=IMAGE:38 96051 /done_end=5' 

10144018 ribosomal protein L24 (RPL24), mRNA 
/cds=(39,512) 

10144368 ATP synthase, H+ transporting, 

mitochondrial F1 complex, O subunit 
(oligomycin sensitivity conferring 
protein) (ATP50), mRNA /cds=(36, 677) 

1 01 51 226 small nuclear ribonucleoprotein 
polypeptide G (SNRPG), mRNA 
/cds=(83,313) 

10151340 DKFZp434Kl715_r1 cDNA, 5* end 

/clone=DKFZp434K1 71 5 /clone_end=5 , 



1 AATTTTCTCTCACCTCATCACTCGGG 
ACCTCCCCAGTGATAATAACCCGG 

1 GCGGGTGTAAGGGGATATCTTGATAA 
ACTGGAGCCCAGGAAGATTACAAA 

1 AC G CC G AC AATCAAG AAAATGTG AGT 
TATAACG G AC AAG GTTGTATTATG 

1 GATATTGGTAGTAAAGGGGTTACCTG 
TGAACTTCCAAAATTCCTTGGGGC 

1 TAAAGATGTCCGGGTACACTTCGCCA 
AGGGTTAGCGTCTTTGGGCATTTC 

1 TCCTAATTTCTTCTGTGAACCTTCTCA 
AATCCCCCAGCATGCGTGTAGTG 



CTGCATGATGTCATCAACCTGCTGTA 
GTGCGGAAACGACCACAACACACA 

AAAGACGAACGAGACACGAAAGCAA 
CGAACGAACACAGAGCACGCCGCAC 

TTTCAACACGCATCCCTTATGGGCGA 
ACTGTCCTCAAACAACAACAAGTG 



TAGGACGAGAAACGAAGAAGGACAG 
AGCGAGAACAAGTAAGCAGGGACAC 

GGTGGAGAATCAAAACGACCCCGCA 
AATAAACATGGCGATTTGGCTTGGG 
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1518 Table 3A 

1519 Table 3A 

1520 Table 3A 

1521 Table 3A 

1522 Table 3 A 



1530 Table 3A 

1531 Table 3A 

1532 Table 3A 

1533 Table 3A 

1534 Table 3A 

1535 Table 3A 

1536 Table 3 A 

1537 Table 3A 

1538 Table 3A 

1539 Table 3A 

1540 Table 3A 

1541 Table 3A 

1542 Table 3A 

1543 Table 3A 

1544 Table 3A 

1545 Table 3A 

1546 Table 3A 

1547 Table 3A 

1548 Table 3A 

1549 Table 3A 



Hs.58066 BE739287 

Hs.127951 BE745645 

Hs.276718 BE747210 

Hs.285647 BE747224 

Hs.293842 BE748123 



1523 Table 3A Hs.283674 BE778549 

1524 Table 3A Hs.61472 BE779284 

1525 Table 3A Hs.43273 BE781009 

1526 Table 3A Hs.102558 BE781611 

1527 Table 3A Hs.40334 BE782824 

1528 Table 3A ■ Hs.79914 BE783628 

1529 Table 3A Hs.1 35056 BE786820 



Hs.11355 BE788546 

Hs.75458 BE790474 

Hs.20225 BE792125 

Hs.11607 BE794595 

Hs.58297 BE867841 

HS.1 79703 BE868389 

NA BE871962 

Hs.31314 BE872245 

Hs.47334 BE872760 

Hs.6820 BE875609 

Hs.158164 BE876375 

Hs.237868 BE877115 

Hs.24181 BE877357 

Hs.237868 BE878973 

NA BE879482 

NA BE881113 

Hs,323950 BE881351 

Hs.1 11554 BE882335 

NA BE884898 

Hs.142838 BE886127 



Table 8 

10153279 602389077F1 cDNA, 5' end 1 
/clone=lMAGE:4517875 /clone_end=5' 

10159637 hypothetical protein FU14503 1 
(FU14503), mRNA ^=(19,2217) 

10161202 601473284T1 cDNA,3'end 1 
/clone=IMAGE:3876165 /clone_end=3' 

10161216 cDNAFUl4704fis, clone 1 
NT2RP3000526 /cds=UNKNOWN 

10162115 601571679F1 cDNA, 5' end 1 
/clone=lMAGE:3838675/clone_end=5 , 

10199747 hypothetical protein MGC2495 1 
(MGC2495), mRNA/cds=(0,416) 

10200482 601464557F1 cDNA t 5'end 1 
/c!one=IMAGE:3667566 /clone_end=5' 

10202207 602642428F1 cDNA,5'end 1 
/done=IMAGE:4773534 /c!one_end=5' 

10202895 601467463F1 cDNA, 5' end 1 
/done=IMAGE:3870902 /clone_end=5 , 

10204022 602557448F1 cDNA, 5' end 1 
/done=IMAGE:4686562 /clone_end=5' 

10204826 lumrcan(LUM),mRNA/cds=(84 t 1100) 1 

1020801 8 DNA sequence from done RP5-850E9 1 
on chromosome 20. Contains part of 
the gene for a novel C2H2 type zinc 
finger protein similar to Drosbphila 
Scratch (Sort), Slug and Xenopus Snail, 
a novel gene similar to Drosophila 
CG6762, STSs, GSSs and five CpG 
islands /cds=(0, 397) 

10209744 thymopoietin (TMPO), mRNA 1 
/Cds=(204,2288) 

1 021 1 672 ribosoma! protein L18 (RPL18), mRNA 1 
/cds=(15,581) 

10213323 tuftelin-mteracting protein (TIP39), 1 

mRNA /cds=(263, 2776) 
10215793 60242991 3F1 CDNA, 5' end 1 

/c!one=IMAGE:4547787 /clone_end=5' 

10316617 CLLL8 protein (CLLD3), mRNA 1 

/cds=(825,2984) 
1 031 71 65 tripartite motif protein 1 4 (TR1M1 4), 1 

mRNA /cds=(1 0,1 230) 
10320738 601448005F1 cDNA, 5' end 1 

/clone=lMAGE:3852001 
10321021 retinoblastoma-binding protein 7 1 

(RBBP7), mRNA /cds=(287,1 564) 
10321536 hypothetical protein FLJ 14495 1 

(FLJ14495), mRNA /cds={83,1 141) 
10324335 60241 841 8F1 cDNA,5'end 1 

/clone=IMAGE:4525397 /c!one_end=5* 

1 0325061 transporter 1 , ATP-binding cassette, 1 

sub-family B (MDR/TAP) (TAP1), 

mRNA/cds=(30,2456) 
1 0325891 tnterleuktn 7 receptor (IL7R), mRNA 1 

/cds=(22,1401) 
10326133 601485590F1 cDNA.S'end 1 

/done=IMAGE:3887951 Jclone_end=5' 

1 0327749 interleukin 7 receptor (IL7R), mRNA 1 

/cds=(22,1401) 
13959823 mitochondrion, complete genome 1 

10329639 cDNA clone !MAGE:3894306 5' 1 

10330127 zinc finger protein 6 (CMPX1) (ZNF6), 1 

mRNA /cds=(1 265,3361) 
1 0331 1 1 1 ADP-ribosylation factor-like 7 (ARL7), 1 

mRNA /cds=(1 4,592) 
10333674 cDNA clone IMAGE:3908551 5* 1 

10340315 nucleolar protein interacting with the 1 
FHA domain of pKi-67 (NIFK), mRNA 
/Cds=(54,935) 
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TGGCCTTTTAAATAACTGGGCTTCTC 
ACAACCATAGTGAACAGAAACAGC 

ATTGTGACATGGTGATGCCTCATTGC 
TGATATGGTCCTGTGGTTATGTGC 
GGAAGAGATAACACCACAACGAAAGA 
GCAGGCAAGAGAGACCAAAGCACA 

GGTAAAAGGCGTTACTCTCCGCCCTC 
TTCAAGGMCGGCCAAGAGTATAA 
ACCCAAGGGTCTCGCCAGTGGGGTT 
AAGTCACAATATTACTACACAAGGG 

ACAGTACACAATCACCTGCAAGGGAC 
ATAGCACACAAACCGCTAAAGAGG 
TCTCACAGCGAGAGGAGGAGACGGG 
ATGACCGAGAGGTAGACGATTATAC 

CGCTGGTGTTGTCCCCAAGTGATTTA 
TTCTACTGGAGTGCCTGGTGTCTT 

TTCCGGCTTTTAACAAACACACACCA 
CACTAACACAACAACACAAACAAA 

AAGACTTGCCTCTTTAAAATTGCTTTG 
mTCTGCAGTACTATCTGTGGT 

GAACTCGTCCACTCTTCTCGGGCCAC 
TATTCTGG7TCAGGGAATCTTGGG 
AGCAATAAACCGAAGCAGCTAGACAG 
CGAAGAAGTACAGCAAAGAGACGA 



CGCCCATACTAGAGAAGTTTGCCCTC 

TATTGTCTCTCACACCACAATGAG 

CACAGACATCCACGGACACAAAAGG 

CGGGGACCACCACCACAATGAACAC 

GCGTCGATTGATATCAGACAGCATCG 

TCTCTGCGAGCACAAAGATCTGTT 

GGAACAGGGTTAATGGCCAGGCCCT 

TTGCCGCCCCTTTTAAAGGGAATCC 

ACAGAGTAACATGGGATATGGGTATG 

AGTGGGATGTGCTGAGAAGGAACT 

GGGGGCAAAGAAAGTACATTGGGTG 

AAAATTTAAAAAGGTATGGAGCATT 

CAAACGAACAGCGAAGACAACAACTC 

ACGATGCTGCACAACGCGACCAAC 

ACATTTTATAAGGCATTTGTGTTAGCC 

ACTCAGTCATCTTTGGGTGCTGC 

GTCACAGCAACGTGTCGCTCCCCAG 

ATCATTTATTAGCGTCGATTGTTGT 

ATTCC AAACG GGATCTGCTG AGAC CT 

CACAGAGGTGGGCCGCGATTATAA 

CCTAGGGTGAAACACGTGACAGAAG 
AATAAAGACTATTGAATAGTCCTCT 

CCAGCCTTTGCCTCTTCCTTCAATGT 
GGTTTCCATGGGAATTTGCTTCAG 
CCCCTTGTTTACTCTGTCTGTATGTAT 
GTCAAAAGCGTGGCAAAACCTCT 

CATGATCTCAGAGGAAACTGTCGCTG 

ACCCTGGACATGGGTACGTTTGAC 

CCTCTACCTGCACGACAATACATAAT 

GACCCACCAATCACATGCCTATCA 

ATTTGGAAGCGCCACCCTAGCAAATA 

TACAAACCATTAAACCTTCCCTCT 

TTTACCAATGATTTTCAGGTGACCTG 

GGCTAAGTCATTTAAACTGGGTCT 

AGTTTACATATCGACAGCATATCCAC 

TGATTTCTAAATGGGCTGGTCCCA 

ATCTGGAGTGGGACCCTTCAAACCAT 

GTCTGTGCTTATGCGGGAAACAAT 

GCGGAGAGAAGAAGAGGTAGATATG 

AGAACAGTGTGTGGTATATGATAGT 
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1550 


TabJe 3A 


Hs.301486 


BE886472 


1551 


Table 3A 


Hs.250824 


BE887646 


1552 


Table 3A 


Hs.320836 


BE888304 


1553 


Table 3A 


Hs.169274 


BE888744 


1554 


Table 3A 


Hs.71941 


BE889075 
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Table 3A 


Hs.1 88757 


BE891242 


1556 


Table 3A 


Hs.171802 


BE891269 
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Table 3A 


Hs.4055 


BE891928 


1558 


Table 3A 


Hs.3297 


BE895166 


1559 


Table 3A 


NA 


BE896691 


1560 


Table 3A 


NA 


NC.001807 


1561 


Table 3A 


NA 


BE899595 


1562 


Tahlp *3A 


H<? 985199 


DCv/w 1 £. \ O 


1563 


Table 3A 


Hs.293515 


BE905040 


1564 


Table 3A 


Hs.278704 


BE973B40 


1565 


Table 3A 


Hs.217493 


D00017 


1566 


Table 3A 


Hs.25 


D00022 


1567 


Table 3A 


Hs.76549 


D0D099 


1568 


Table 3A 


Hs.76549 


D00099 


1569 


Table 3A 


Hs.1 54890 


D10040 


1570 


Table 3A 


Hs.46 


D10202 


1571 


Table 3A 


Hs 155342 


D10495 


1572 


Table 3A 


Hs.330716 


D10522 


1573 


Table 3A 


Hs.137555 


D10923 


1574 


Table 3A 


Hs 301Q91 




1575 


Table 3A 


Hs.238893 


D11086 


1576 


Table 3A 


Hs.61153 


D11094 


1577 


Table 3A 


Hs.36 


D12614 


1578 


Table 3A 


Hs.333114 


D13316 


1579 


Table 3A 


Hs.1 5071 


D13627 


1580 


Table 3A 


Hs.1 9561 4 


D13642 


1581 


Table 3A 


Hs.2471 


D13645 



Table 8 

1 0340792 601 5D9688F1 cDNA, 5' end 

/done=lMAGE:3911301 /clone_end=5» 

10343176 cDNA: FLJ23435 fis, clone HRC12631 

/cds=UNKNOWN 
10344472 601514033F1 cDNA, 5' end 

/done=IMAGE:3915177 /done_end=5* 

10345354 AL528777CDNA 

/done=CS0DD001YG24-(3-prime) 
10346019 hypothetical protein MGC15677 

(MGC15677), mRNA/cds=(298,807) 
10350376 Homo sapiens, done MGC:5564, 

mRNA, complete cds /cds=(227,304) 
10350433 RST31551 cDNA 

10351744 mRNA; cDNA DKFZp564C2063 (from 

done DKFZp564C2063) 

/cds=UNKNOWN 
10358288 ribosomal protein S27a (RPS27A), 

mRNA /cds={38,508) 
1 0361 375 cDNA done !MAGE:3925062 5' 

1 3959823 COX2 gene of mitochondria 

1 0367264 cDNA clone I MAGE: 395221 5 5' 

10390179 Homo sapiens, hypothetical protein 
FLJ21B39, clone MGC:2851 
IMAGE:2967512, mRNA, complete cds 
/cds=(444,2618) 

10397924 602286727T1 cDNA, 3' end 

/done=lMAGE:4375662 /clone_jmd=3' 

10587176 RST30930 cDNA 



21 9909 annexin A2 (ANXA2), mRNA 
/cds={49,1068) 

21 9653 Homo sapiens, Similar lo ATP 
synthase, H+ transporting, 
mitochondrial F1 complex, beta 
polypeptide, clone MGC.i 9754 
IMAG&3629237, mRNA, complete cds 
/cds=(12,1601) 

219941 mRNA for Na.K-ATPase alpha-subunit, 
complete cds /cds=(3 18,3389) 

21 9941 mRNA for Na.K-ATPase alpha-subunit, 
complete cds /cds={31 8,3389) 

21 9899 fatty-acid-Coenzyme A ligase, long- 
chain 2 (FACL2), mRNA /cds=(13,2109) 

21 9975 platelet-activating factor receptor 

(PTAFR), mRNA /cds=(25, 1053) 
520586 protein kinase C, delta (PRKCD), 

mRNA/cds=(58,2088) 
219893 cDNA FLJ 14368 fis, done 

HEMBA1001122 /cds=UNKNOWN 
219866 putative chemokine receptor; GTP- 

binding protein (HM74), mRNA 

/cds=(60,1223) 
21 9862 chemokine (C-C motif) receptor 1 

(CCR1), mRNA /cds=(62,1 129) 
303611 Od15g01.s1 cDNA 

/done=IMAGE:1368048 
219930 proteasome (prosome, macropain) 26S 

subunit ATPase, 2 (PSMC2), mRNA 

7cds=(66,1367) 
21 991 1 lymphotoxin alpha (TNF superfamily, 

member 1) (LTA), mRNA 

/cds=(140,757) 
286022 AV713318cDNA, 5'end 

/clone^DCAAACog /clone_end=5' 
28601 0 chaperonin containing TCP1 , subunit 8 

(theta) (CCT8), mRNA /cds=(28.1 674) 

285998 splicing factor 3b, subunit 3, 1 30kD 
(SF3B3), mRNA /cds=(1 56,3809) 

286008 KIAA0020 gene product (KIAA0020), 
mRNA/cds=:(418,1944) 



1 GAAATCCCACCG GCAAGTTAAGGTCA 
CGGAGCAAGTGAATAAACGCGGAG 

1 GTGATCAAACAAATTCACAGCACAGA 
CACCGCGCAACAACGCAACTTCTC 

1 GGTATTTGTGTTGTTGAGTATTGTGT 
CTGGGTGTGGGTATTTGATTCTTT 

1 GGGTTCGTCCAGGGCTGCGCTAAAT 

TATTCTCAATGATTTGTCTCTTTGC 
1 CAATGACGCAGTCGGACCCTCGGAT 

CCAAGTCCTGCTTTGGGTGTGGACC 
1 GGGTTATAATAGATGGACGGGTCTTT 

CACGGTGGTGACAGCACCCTTTCC 
1 TCCGCTGCAATTTGAGTTTAGCTTTA 

CAGATTGTGCCGGGTGTTTAACCT 
1 CTCCTTCCCAAAGACTTGAGTGGAAC 

TTCCCTTTCATGTGCGTATCGGTC 

1 AAATTAGTCGCCTTCGTCGAGAGTGC 

CCTTCTGATGAATGTGGTGCTGGG 
1 GACAGTACTCCTAAGACCCCTGTGTG 

TGTCCCGATGAGATCATGACTGGG 
1 CATGCCCATCGTCCTAGAATTAATTC 

CCCTAAAAATCTTTGAAATAGGGC 
1 GGCGTATCATCAACTGGTGAGCCCG 

AAG GGATATTATTTCTAAGGCCTCT 
1 CCAGAATCGTAAGGGGGCTGACGGA 

GGATGAGAGGGGGCACCCAGAGATC 



1 CGGTGTTTTCTGATCGGTTTTTGTTTT 
CTGCTTACATATGATGTACTTGT 

1 ACAGAATGCAGCGGTGCAACACCGG 
CAAGGTTCCACACGCCACAAAGAAA 

1 TGGAAGTGAAGTCTATGATGTGAAAC 
ACTTTGCCTCCTGTGTACTGTGTC 

1 CCAAAAAGCTTCAT'I I I ICTATATAGG 
CTGCACAAGAGCCTTGATTGAAG 



1 TCACAAGACAGTCATCAGAACCAGTA 
AATATCCGTCTGCCAGTTCGATCA 

1 TCACAAGACAGTCATCAGAACCAGTA 
AATATCCGTCTGCCAGTTCGATCA 

1 GCTGTCATTTGTACATTTAAAGCAGC 
TGTTTTGGGGTCTGTGAGAGTACA 

1 TATCCTGAGTCCCTTAATCTTATGGG 

GCCGGAAGGAATGTCAGGGCCAGG 
1 CTCTGCCTTCGGAGGGAAATTGTAAA 

TCCTGTGTTTCATTACTTGAATGT 
1 AAACTC CTGCTTAAGGTGTTCTAATTT 

TCTGTGAGCACACTAAAAGCGAA 
1 GGGTGCACGTTCCTCCTGGTTCCTTC 

GCTTGTGTTTCTGTACTTACCAAA 

1 GGGGTTGGGAGGAAGTGTCTACTAG 
GAGGGTGGGTGAGATCTGTGTTGAT 

1 ATCTACCCTCCGATTGTTCCTGAACC 
GATGAGAAATAAAGTTTCTGTTGA 

1 AAGTCTTATGCCAAATTCAGTGCTAC 
TCCTCGTTACATGACATACAACTG 

1 CACACGGAGGCATCTGCACCCTCGA 
TGAAG C C C AATAAACCTCTTTTCTC 

1 ACAACGTCGTGACTGGGAAAACCCT 
GGCGTTACCCAACTTAATCGCCTTG 

1 CCAAGCCTCCAAGTGGGAAGAAAGA 
CTGGGATGATGACCAAAATGATTGA 

1 CAACTACTTGTGGCATGCATTGGCAC 
TCGGAATAAAGCGCACTATTGTCA 

1 GAAGGGGTAGGGTCCACCATACTGG 
TAATTGGGGTACTCTGTATATGTGT 



375 



WO 02/057414 



1582 


T„K1a OA 


no. /if o+ji <j 


D14041 


1583 


Table 3A 


Hs.43910 


D14043 


1584 


Table 3A 


HS.111B94 


D14695 


1585 


Table 3A 


Hs.232068 


D15050 


1586 


Table 3A 


Hs.279607 


D16217 


1587 


Table 3A 


Hs.146812 


D16481 


1588 


Table 3A 


HS.50651 


D17042 


1589 


Table 3A 


Hs.180828 


D17391 


1590 


Table 3A 


Hs.178658 


D21090 


1591 


Table 3A 


Hs.75337 


D21262 


1592 


Table 3A 


Hs.79768 


D21853 


1593 


1 aoie oa 


l-le IIAnOO 

ns.oo^ozz 




1594 


Table 3A 


Hs.75512 


D23662 


1595 


Table 3A 


Hs.35804 


D25215 


1596 


Table 3A 


Hs.1 73737 


D25274 


Toy/ 


i aoie oa 






1598 


Table 3A 


Hs.82502 


D26018 


1599 


Table 3A 


Hs.169303 


D26121 


1600 


Tab!e 3A 


rSS.yuolo 




1601 


Table 3A 


Hs.17719 


D28589 


1602 


Table 3A 


Hs.1 98248 


029805 


1603 


Table 3A 


Hs.79709 


D30036 


1604 


Table 3A 


Hs.115263 


D307B3 


1605 


Table 3A 


Hs.75416 


D31767 


1606 


Table 3A 


Hs.3094 


D318B4 




1 aDie oa 


Un 7CO/Q 




1608 


Table 3A 


Hs.3100 


D32053 


1609 


Table 3A 


Hs.181244 


D32129 


1610 


Table 3A 


Hs.89887 


D38081 


1611 


Table 3A 


Hs.1 38593 


D38524 


1612 


Table 3A 


Hs.77257 


D35549 


1613 


Table 3A 


Hs.81848 


D38551 



Table 8 

2326266 H-2K binding factor-2 (LOC51 580), 

mRNA/cds=(23B,1500) 
219924 CD1 64 antigen, sialomucin (CD164), 

mRNA/cdS=<79,648) 
285962 lysosomal-associated protein 

transmembrane 4 alpha (LAPTM4A), 

mRN A /cds={1 48,849) 
457560 transcription factor 8 (represses 

interieukin 2 expression) (TCF8), 

mRNA/CdS=(3,3377) 
303593 calpastatin (CAST), mRNA 

/cds=(66,1358) 
4737 1 1 hydroxyacyl-Coenzyme A 

dehydrogenase/3-ketoacyl-Coenzyme A 

thiolase/enoyl-Coenzyme A hydratase 

(Afunctional protein), beta subunit 

(HADHB), mRNA /cds=(46,1 470) 

598768 Janus kinase 1 (a protein tyrosine 

kinase) (JAK1), mRNA /cds=(75, 3503) 

440365 collagen, type IV, alpha 4 (COL4A4), 

mRNA/cds=(206,5280) 
498147 RAD23 (S. cerevisiae) homolog B 

(RAD23B), mRNA/cds=(313,1542) 
434764 mRNA for KIAA0035 gene, partial cds 

/cds=(0,2125) 
434770 KIAA01 1 1 gene product (KIAA01 1 1 ), 

mRNA/cds=(214,1449) 
432358 Homo sapiens, Similar to ribosomal 

protein L4, clone MGC:2966 

IMAGE:31 39805, mRNA, complete cds 

/cds=<1616,2617) 
432362 neural precursor cell expressed, 

developmental^ down-regulated 8 

(NEDD8), mRNA /cds=(99.344) 
517114 hect domain and RLD 3 (HERC3), 

mRNA /cds=(1 66,331 8) 
464185 ras-related C3 botulinum toxin 

substrate 1 (rno family, small GTP 

binding protein Rac1) (RAC1), transcript 

variant Rad b. mRNA /cds=(0,635) 

43621 7 adenylate cyclase 7 (ADCY7), mRNA 

/Cds=(265,3507) 
436221 mRNA for KIAA0039 gene, partial cds 

/cds=(0,1475) 
785998 mRNA for ZFM1 protein alternatively 

spliced product, complete cds 

/cds={382,624) 
452522 mRNA for KIAA0007 gene, partial cds 

/cds=(0,2062) 
460714 EBP50-PDZ interactor of 64 kD 

(EPI64), mRNA /cds=(24,1 550) 
474986 UDP-Ga!:betaG!cNAc beta 1 ,4- 

galactosyltransferase, polypeptide 1 

(B4GALT1), mRNA /cds=(72,1 268) 
1 060902 phosphotidyfinositol transfer protein 

(PITPN), mRNA/cds=(216,1028) 
2381480 epiregulin (EREG), mRNA 

/Cds=(1 66,675) 
505091 DAZ associated protein 2 (DAZAP2), 

mRNA/cds=(69,575) 
505095 KIAA0063 gene product (KIAA0063), 

mRNA/cds=(279,887) 
505097 mRNA for KIAA0059 gene, partial cds 

/Cds=(0,680) 
2366751 lysyMRNA synthetase (KARS), mRNA 

/cds=(40,1833) 
699597 major histocompatibility complex, class 

I, A (HLA-A), mRNA /cds=(0, 1097) 

533325 thromboxane A2 receptor (TBXA2R), 

mRNA /cds=(991 ,2022) 
633070 S'-nucIeotidase (purine), cytosolic type 

B (NT5B), mRNA/cds=(83,1768) 
559702 Homo sapiens, Similar to selective 

hybridizing clone, clone MGC:13167 

IMAGE:3163591, mRNA, complete cds 

/Cds=(52,3813) 
1531549 RAD21 (S. pombe) homolog (RAD21), 

mRNA /cds=(1 84,2079) 
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GCTCAGTTCCATATTTCATCCGTGAA 

AAACTTGCAATACGAGCAGTTTCA 

AATTGTCATTTACCTGGGTATGAATTC 

CCTGACACACATTCATGTCAACA 

GTGACTTGACTGTGGAAGATGATGGT 

TGCATGTTTCTAGTTTGTATATGT 

CAGTGCTGTAATACAGACGGCAATGC 
AATAGCCTATTTAAAGAACTACGT 

AGCTG GTGGATGGTGACTTTTGAAGA 
ACAAAAGGCTTTGGCAACAGAAAA 
TCTGTTGTCACTAAAGACTAAATGAG 
GGTTTGCAGTTGGGAAAGAGGTCA 



GCGGAGTTGACCAAAATAATATCTGA 
GGATGATTGCTTTTCCCTGCTGCC 

CATCTTGAACTTGGCCTGAGAACATT 

TTCTGGGAAGAGGTAAGGGTGACA 

TCTGTGGAATCTCCTTCATTGGCATT 

GTTATTTAATCATA4ACGGGGCAG 

TGTACTGTTCATGCTGACACAGATAT 

TTCAGTCTGCATGGTAAAAGTTCT 

TAATGGGGTTTATATGGACTTTCTTCT 

CATAAATGGCCTGCCGTCTCCCT 

ACCAAGAAACCAGCCCCTGAAAAGAA 

GCCTGCAGAGAAGAAACCTACTAC 



AGTCCTGTGTGCTTCCCTCTCTTATG 
ACTGTGTCCCTGGTTGTCAATAAA 

ACCCACCACCTCTTGCACTCTCGCTT 
TTGGAGCAAGTTGCATTAACTATT 
TGACAGTTGCAGAATTGTGGAGTGTT 
TTTACATTGATCTTTTGCTAATGC 



ATGACAGACACACGTATCTAACAAAC 

AAACAAACAGTGACCTTCTCCATG 

GCAAG GGATAATACAAATCCTATGAT 

CTCTATGCCCAATATGCTGCCTCA 

AGTACTTTTCACAGCGTGGCCTTTCA 

CCATAATTTTATATTTCTCCCCCT 

TCTTAAGAGCCAGAGCCATATAAGCA 

TCTTGGGAAAGCAAGTTTGAACCA 

AAGCCGGTCATGAGATTATATGTGGT 

AAAGTTAATTGACTAACAACCCCA 

AGGGGGCTGTGTCT GATCT TGGTGTT 

CAAAACAGAACTGTA I I I I IGCCT 

GTTCATAGCTTCCTGCAACTTGACAG 

AGCCTGAGTTTGCCTCTTAGTGGG 

CATATGGGAGAAGGGGGAGTAATGA 

CTTGTACAAACAGTATTTCTGGTGT 

ACATGTGATGTTTGACTGTACCATTG 

ACTGTTATGGAAGTTCAGCGTTGT 

TCTTGCTTTTATTCC I i I 1 1 GTTGTTG 

GCCTTGTGCTGCGTTTGTTTACA 

AGTGTTGTTTTCTCCTCTTTAATATTG 

CTGTGAACAGTGGTGCCCATTGT 

AATTCTTGTGTGCTGCTTTCCATTTGA 

CACCGCAGTTCTGTTCAGCCATC 

GAGGTGTCTCCATCTCTGCCTCAACT 

TCATGGTGCACTGAGCTGTAACTT 

TGAACCTCCAACAGGGAAGGCTCTGT 

CCAGAAAGGATTGAATGTGAAACG 

TATTTTCTTCCATTCTTGTCATTGGTC 

AATAGGGGAGGGTAGATTAGCTG 

TCCCCTGCTTCCACTAAATCCAGTTG 

TGACAAAATCTAACGTGACATCAG 



1 ACCTGGTCAACTTAGCTTTTAAGCAG 
ACG ATG CTGTAAAAACTAACG GCT 
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Table 8 

559716 SEC24 (S. cerevisiae) related gene 

family, member C (SEC24C), mRNA 

/cds=(1 14,3491) 
577290 mRNA for KIAA0081 gene, partial cds 

/cds=(0,702) 
577292 bromodomain-containing 2 (BRD2), 

mRNA/cds=(1701,41O6) 
577298 mRNA for KIAA0084 gene, partial cds 

/cds=(0,1946) 
577302 mRNA for KIAA0086 gene, complete 

cds /cds=(91 8,4040) 
57731 0 KIAA0092 gene product (KIAA0092), 

mRNA/cds=(53,1477) 
96699S AML1 mRNA for AMU b protein 

(alternatively spliced product), complete 

cds /cds=(1 578,2939) 
15721 15 HUMSUPY040 cDNA /clone=035-00-1 

1 813881 nuclear receptor subfamily 4, group A, 

member 1 (NR4A1), mRNA 

/cds=(1 10,1 906) 
1 40531 B interleukin 18 (interferon-gamma- 

inducing factor) (1L18), mRNA 

/cds=(1 77,758) 
971269 proteasome (prosome, macropain) 26S 

subunit, non-ATPase, 7 (Mov34 

homolog) (PSMD7), mRNA 

/cds=(83,1057) 
261 8577 non-histone chromosome protein 2 (S. 

cerevisiae)-)ike 1 (NHP2L1), mRNA 

/cds=(94,480) 
1167502 peptidylproly! isomerase B (cyclophilin 

B) (PPIB), mRNA /cds=(21,671) 

1827474 mRNA for TGF-betallR alpha, 

complete cds /cds=(l 572,3275) 
1469178 mRNA for K1AA0128 gene, partial cds 

/cds=(0,1276) 
1 4691 94 genomic DNA, chromosome 21 q22.2, 

PGR fragment from BAC 

clone:KB739C11, CBR1-HLCS region 

/cds=(0 t 2854) 
1 469200 eukaryotic translation initiation factor 3, 

subunit 10 (theta, 150/170KD) 

(EIF3S10), mRNA /cds=(1 13,4261) 
1255616 minichromosome maintenance 

deficient (S. cerevisiae) 7 (MCM7), 

mRNA/cds=(544,2175) 
1 469885 KIAA01 52 gene product (KIAA01 52), 

mRNA /cds=(1 28, 1005) 
1 754608 small inducible cytokine subfamily C, 

member 1 (lymphotactin) (SCYC1), 

mRNA/cds=(20,364) 
968887 high-mobility group (nonhistone 

chromosomal) protein 1 (HMG1), 

mRNA/cds=(52,699) 
961443 ADP-ribosylation factor-binding protein 

GGA3 (GGA3), mRNA /cds=(8,2080) 

951447 neural precursor cell expressed, 
developmental^ down-regulated 5 
(NEDD5), mRNA /cds=(258,1 343) 
2281005 TIA1 cytotoxic granule-associated RNA- 
binding protein-like 1 (TIAL1), transcript 
variant 2, mRNA /cds=(1 57,954) 

1669536 SEC14 (S. cerevisiae)-like 1 

(SEC14L1), mRNA /cds=(303,2450) 
1 945614 zinc finger protein homologous to 

Zfp103 in mouse (2FP103), mRNA 

/cds=(922,2979) 
1 1 36395 Ras association (RalGDS/AF-6) 

domain family 2 (RASSF2), mRNA 

/cds=(196,H76) 
1 136425 mRNA for KIAA0183 gene, partial cds 

/Cds=(0,3l90) 
1 136427 mRNA for KIAA0184 gene, partial cds 

/cds=(0,2591) 
1 827484 nel (chicken)-like 2 (N ELL2), mRNA 

/Cds=(96,2546) 
1 304 1 1 3 nuclear protein, ataxia-telangiectasia 

locus (NPAT), mRNA/cds={34,4317) 
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1 ACCTGGGATGCCCCTGCTCTGGACC 
TCTCATTTCTCTTCATTGGTTTATT 

1 ATCTATCCTTGCCAGCCTTGGGCATC 

ACATTTACCAGTTTAATAGATTGT 
1 GCCCTGATCTGGAGTTACCTGAGGC 

CATAGCTGCCCTATTCACTTCTAAG 
1 CTTGACCAAACCCACAGCCTGTCTCT 

TCTCTTGTTTAGTTACTTACGGCA 
1 CCTTAGAAGAGGAAGCAAAGGCAGA 

TTCAGGGACCAAAAGGATTAATGAT 
1 ATGTGTCAACCACCATTTCAGCTATT 

AAAAACTCCTGTTATCTCCTTGTT 
1 AGCCACCAGAGCCTTCCTCTCTTTGT 

ACCACAGTTTCTTCTGTAAATCCA 

1 ACATGAAATATAGTTGCATATATGGA 
CACCGACTTGGGAGGACAGGTCCT 

1 CTTTCCAGCCTCCTGCTGGGCTCTCT 
CTTCCTACCCTCCTTCCACATGTA 

1 AGATAGCCAGCCTAGAGGTATGGCT 
GTAACTATCTCTGTGAAGTGTGAGA 

1 TGGCATCCTCAGGGGTTGTGATCCA 
GCTCCATATATTGTTTACCTTCAAA 



1 CATGAGGAGAGTGCTAGTTCATGTGT 
TCTCCATTCTTGTGAGCATCCTAA 

1 C AGCAAATCC ATCTG AACTGTG GAG G 
AGAAGCTCTCTTTACTGAGGGTGC 

1 TCAGCATAAACTGGAATGTAGTGTCA 
GAGGATACTGTGGCTTGTTTTGTT 

1 TGGTGAAACAAAACCAGTCATTAGAA 
ATGGTCTGTGCTTTTATTTTCCCA 

1 ACTATGCTTTATTGGTCCCATGTTTTG 
TGCAATTTTAAAGAGATGGCTTT 



1 AAAGATGAACTATTTGGTCTCATTGA 
AGCCAACACAGAACTTGCTGCTGT 

1 GGAGCCCCTCTTTCTCCCATGCTGCA 
CTTACTCCTTTTGCTAATAAAAGT 

1 CCTTCCATGTCCCACCCCACTCCCAC 
CAAAAAGTACAAAATCAGGATGTT 

1 TGATGGTAACCATAATGGAAGAGATT 
CTGGCTAGTGTCTATCAGAGGTGA 

1 GTC CTG GTGGTATCTTC AATAG CG AC 
TAACCCTGCCTGGTACAGTATGGG 

1 CCCAGCTCTGCTGCCCTTGTTTTGCT 
GCATGTTAAATAAAACCATTTTCA 

1 CCCACACTGCTACACTTCTGATCCCC 
TTTGGTTTTACTACCCAAATCTAA 

1 CTGTAATACCTCCTCCTAACCAAGCC 
GGATATGGTATGGCMGTTACCAA 



1 CCCTTGTAAGGGAATTCTGGGGCAG 
CTATGGTTTGAGTATGCAGTTTGCA 

1 ACAATCTCTGTCCAGCACCTCTTGGT 
TAAATAATGTATGCTGTGAGACAT 

1 ACAGGGCCTCAGCAAGGGAGCCATA 
CATTTTTGTAACATTTTGATATGTT 

1 TTGACTGTCGATGGATTGTG GTGTGG 

TGTATCTGAAGGCTATTGAATGCA 
1 TTCTGTTCCAAACAAGTATTCTGTAGA 

TCCAAATGGATTACCAGTGTGCT 
1 ATCTTCAGAATCAGTTAGGTTCCTCA 

CTGCAAGAAATAAAATGTCAGGCA 
1 TGAACCTTACTGCAAAAACTTGTGAT 

GTAAGAAATTTGTATGGTGTGGCA 
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Table 8 

1 228034 mRNA for KIAA01 91 gene, partial cds 
/cds=(0,4552) 

1 228044 mRNA for KIAA01 97 gene, partial cds 
/cds=(0 ( 3945) 

78044S7 methionine-tRNA synthetase (MARS), 
mRNA/cds=(23,2725) 

1526437 protein translocase, JM26 protein, UDP- 
galactose translocator, pim-2 
protooncogene homolog pim-2h, and 
shal-type potassium channel genes, 
complete cds; JM12 protein and 
transcription factor IGHM enhancer 3 
genes, partial cds; and unknown gene 
/cds=(323,1504) 

1816451 UUH-BI4-aoq«d-01-0-Ul.s1 cDNA. 3' 
end /clone=IMAGE:3085843 
/clone_end=3* 

1772437 mRNA for serine/threonine protein 

kinase, complete cds /cds={1 473,3737) 

1503985 heat shock 105kD (HSP105B), mRNA 

/Cds=(313,2757) 
1 504001 mRNA for KIAA0209 gene, partial cds 

/cds=(0,5530) 
1 504007 KIAA021 2 gene product (KIAA021 2), 

mRNA/cds=(58,2031) 
1504021 PI-3-kinase-related kinase SMG-1 

(SMG1), mRNA /cds=<1 32,9227) 
1 504041 mRNA for KIAA0231 gene, partial cds 

/cds=(0,1430) 
6634002 mRNA for WAA0232 protein, partial 

cds/cds=<0,3836) 
1 665758 solute carrier family 7 (cationic amino 

acid transporter, y+ system), member 6 

(SLC7A6), mRNA /cds=(261, 1808) 
1 665780 mRNA for KIAA0257 gene, partial cds 

/cds=(0,5418) 
1665788 mRNA for K1AA0261 gene, partial cds 

/cds=(0,3865) 
1665796 mRNA for K1AA0265 gene, partial cds 

/Cds=(0.1205) 
1 94441 9 mRNA for K1AA0278 gene, partial cds 

/cds=(0,1383) 
1 663703 mRNA for KIAA0242 protein, partial 

cds /cds=(0, 1590) 
1 5961 66 N-myc downstream regulated 

(NDRG1), mRNA /cds=<1 10,1294) 

1 694681 Src-like-adapter (SLA), mRNA 

/cds=(41,871) 
3218539 heterogeneous nuclear 

ribonudeoprotein D-like (HNRPDL), 

transcript variant 1, mRNA 

/cds=(580,1842) 
5541649 vanin 2 (VNN2), mRNA /cds=(1 1 ,1 573) 

21 9905 gene for LD78 alpha precursor, 

complete cds 
866231 tc88d 1 .x1 cDNA, 3' end 

Jclone=tMAGE:2073236 /clonej2nd=3' 

870318 yt83g05.r1 cDNA, 5' end 

/clone=IMAGE:44737 /clone_end=5' 

878951 ym82a02.r1 cDNA, 5' end 

/clone=IMAGE:163466 /clone_end=5' 

991 637 602387586F1 cDNA, 5 f end 

/clone=IMAGE:45l6388 /clone_end=5* 

1004988 AV716627 cDNA, 5' end 

/clone=DCBBCH05 /clone_end=5' 
1010053 ESTs 

1 068420 mRNA for zinc finger protein RINZF 

(RINZF gene) /cds=(59S,3141) 
1 8823 1 major histocompatibility complex, class 

II, DR alpha (HLA-DRA), mRNA 

/cds=(26,790) 
1 84229 high-mobility group (nonhistone 

chromosomal) protein 14 (HMG14), 

mRNA/cds^iso^) 



1 GCTGTCTCAAGGGTATCCGTACCTCA 

ATGTCAGTTACATTCAGCAGAAAA 
1 TTGGTCAGATTTAGAAGCATTCATGC 

TCACAAGTTTTGGGAAAGTGAAAA 
1 CCCTAAAGGCAAGAAGAAAAAGTAAA 

AGACCTTGGCTCATAGAAAGTCAC 
1 GTGTGTGCATGGAAGATGCCTGGGC 

TGTCTTTGCTATATGTAAATAGAGC 



GCCTTGGCTTTATTTGCAGGCTACTA 
AAGCTGCTTTTACTTTGTAACTTT 

ACAGTTTGGTTACAGGACTTCTGTGC 
ATTGTAAACATAAACAGCATGGAA 

TGTGAAAGTGTGGAATGGAAGAAATG 

TCGATCCTGTTGTAACTGATTGTG 

ACAACCAACCAGTTTCTTTTCTAGCC 

AATCATCTCTGAAGAGTTGCTGTT 

GAACTCCCTGATTCTATACCCTCTTC 

CTTCTTTCTGCAAGGCAGAGGAAT 

CACCCTCAGCTCCACCCTCAGCAGAT 

GATAATATCAAGACACCTGCCGAG 

TTGGCCCTCAGGTTTACTGTGTAAAT 

CTGCATTTTTGGTGGTAAATCCCT 

GCATTTCCATAGCACTGAAGTACCAG 

TTTCCATTCCTGGGCTGAGATTGT 

CTCCTTTTAACGTGTTATTGACAAACC 

TCCCCAAAAGAATATGCAATTGT 

AACATTCAGTTGAGACCATATGCATT 

TTCTGTGCTGTTTGTACTTGAG GT 

TTAACCCTCAGAGAACTCTGCATTTT 

AGGGTACTTGAGGCTGACTTAACT 

AGCGACCTCTTCTCTAGTCCGGTGTT 

ACGAACAGAAGTTCTGAGTTGTGC 

TAAATGTCGGTCCAGGCCCTGTGCAC 

CTTACCCCAGAGACAGACTCTTTT 

ATAAGGCTGTAAAATGAGAATTCTGC 

CCCCTCACCTCTTACCCCAGTACT 

AAAAGTCGGGGATCGGGGCAAGAGA 

GGCTGAGTACGGATGGGAAACTATT 

GAGCACCCAGAGGGATTTTTCAGTG 
GGAAGCATTACACTTTGCTAAATCA 
TGATTAGGTGACGAGTTGACATTGAG 
ATTGTCCTTTTCCCCTGATCAAAA 



TGTATGTATGGGAGTGAGGAGTTTCA 

GGGCCATTGCAAACATAGCTGTGC 

ACAGAGTTATCCACTTTACAACGGAG 

ACACAGTTCTGGAACATTGAAA CT 

ATACGGGACAATAAAATCTGCCTTTT 

GCTCTGGAGGGAGATACTACCTCT 

GGGCAAACAACTTTAGGAATACTAGT 

TACTCACTTAACATGGAGGGCGGG 

AAAGGCCGCGCAGATTGTTTAATTCT 

GGAAAGTCAATCCCCGGATTTAGC 

GGGACTCCATGGGAATATTTGCCCAG 

TAATGGTAAGGAAATCTTTCGGGT 

CCAGAAAGGTGATGAATGAATAGGAC 

TGAGAGTCACAGTGAATGTGGCAT 

TCCCAAGGTTGTTAGTGA CTGATA AG 

CTTCCAAACTACAGTACAGTTTTT 

GTTTTCTTGTAGTTGCGGGTCCCTCG 

CGAAAGTTCATTCATGGCCCCACT 

CATGGGGCTCTCTTGTGTACTTATTG 

TTTAAGGTTTCCTCAAACTGTGAT 

ACAAATTGAAATGTCTGTACTGATCC 
TCAACCAATAAAATCTCAGCCGAA 
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Table 8 

coagulation factor HI (thromboplastin, 
tissue factor) (F3), mRNA 
/cds=(123,1010) 

interferon (alpha, beta and omega) 
receptor 1 (IFNAR1), mRNA 
/cds=(76,1751) 

topoisomerase (DNA) I (TOP1), mRNA 
/Cds={247,2544) 

teukotrieneA4 hydrolase (LTA4H), 
mRNA /cds=(68,1 903) 
ADP-ribosyltransferase (NAD*; poly 
(ADP-ribose) polymerase) (ADPRT), 
mRNA /cds=(1 59,3203) 
complement component (3d/Epstein 
Barr virus) receptor 2 (CR2), mRNA 
ycds=(69,3170) 

tnhibin, beta A (activin A, activin AB 
alpha polypeptide) (INHBA), mRNA 
/cds=(85,1365) 

small nuclear ribonucleoprotein D1 
polypeptide (16kD) (SNRPD1), mRNA 
/Cds=(1 50,509) 
small inducible cytokine A4 
(homologous to mouse Mip-1b) 
(SCYA4), mRNA /cds=(1 08,386) 
CD1D antigen, d polypeptide (CD1D), 
mRNA/cds=(164,1171) 
dipeptidyl carboxypeptidase 1 
(angiotensin I converting enzyme) 
(ACE), mRNA/cds=(22,3942) 
leukocyte lgG receptor (Fc-gamma-R) 
mRNA, complete cds /cds=(17,7l8) 

ferritin, heavy polypeptide 1 (FTH1), 
mRNA /cds=(91, 663) 

cDNA: FU21819 fis, clone HEP01185 
/cds=UNKNOWN 

aspartyl-tRNA synthetase (DARS), 
mRNA /cds=(93, 1595) 

IMP (inosine monophosphate) 
dehydrogenase 1 (1MPDH1), mRNA 
/cds=(600,2l44) 

CD74 antigen (invariant polypeptide of 
major histocompatibility complex, class 
II antigen-associated) (CD74), mRNA 
/cds=f7,705) 

v-myc avian myeiocytomatosis viral 
oncogene homolog (MYC), mRNA 
/cds=(558,1877) 

complement component 9 (C9), mRNA 
/cds=(4,1683) 

mRNA forT-cell specific protein 
/cds=(37,975) 

DNA segment on chromosome X and Y 
(unique) 155 expressed sequence 
(DXYS155E), mRNA /cds=(166,1323) 
translocation T(4:11) of ALL-1 gene to 
chromosome 4 /cds=UNKNOWN 
protein tyrosine kinase related mRNA 
sequence /cds=UNKNOWN 
nucleolar GTPase (HUMAUANTIG), 
mRNA/cds=(79 f 2274) 
done HQ0072 /cds=UNKNOWN 

MHC class I region ORF (P5-1), mRNA 
/cds=(3Q4,735) 

proteasome (prosome, macropain) 
activator subunit 1 (PA28 alpha) 
(PSME1), mRNA/cds-(92,84l) 
mRNA; cDNA DKFZp566M063 (from 
clone DKFZp565M063) 
/cds=UNKNOWN 
heat shock protein, DNAJ-like 2 
(HSJ2), mRNA /cds=(82,1 275) 
tumor necrosis factor (ligand) 
superfamily, member 7 (TNFSF7), 
mRNA/cds~(137,718) 
chemokine (C-C motif) receptor 7 
(CCR7), mRNA /cds=(66, 1202) 
IL2-inducibleT-ce|| kinase (ITK), 
mRNA /cds=(2021 ,3883) 



PCT/US01/47856 



TGCAGGAGACATTGGTATTCTGGGCA 
GCTTCCTAATATGCTTTACAATCT 

TCATCCCGAGAACATTGGCTTCCACA 
TCACAGTATCTACCCTTACATGGT 

GGCATTGTTAGTTTAGTGTGTGTGCA 

GAGTCCATTTCCCACATCTTTCCT 

GACTGCAATGCTGGTGGGGAAAGAC 

TTAAAAGTGGATTAAAGACCTGCGT 

GCTTTCCTTCTCCAGGAATACTGAAC 

ATGGGAGCTCTTGAAATATGTAGT 

TGGGAATCAAGATTTAATCCTAGAGA 
TTTGGTGTACAATTCAGGCTTTGG 

GCAGTAGTGTGGACTAGAACAACCCA 
AATAGCATCTAGAAAGCCATGAGT 

TGTGTAATGTACCTGTCAGTGCCTCC 
TTTATTAAGGGGTTCTTTGAGAAT 

CCACTGTCACTGTTTCTCTGCTGTTG 
CAAATACATGGATAACACATTTGA 

AGTTTGCCCTGGATGTCATATTGGCA 
GTTGGAGGACACAGTTTCTATTGT 
CCAAGTTCCACATTCCTTCTAGCGTG 
CCTTACATCAGGTACTTTGTCAGC 

* AGCTGTCTCCTGTTTTGTAAGCTTTC 
AGTGCAACA7TTCTTGGTTCCAAT 

TGCATGTTGGGGTTTCCTTTACCTTTT 

CTATAAGTTGTACCAAAACATCC 

GGGTTTGTGCTATACACTGGGATGTC 

TAATTGCAGCAATAAAGCCTTTCT 

GCCACACTTATTCTTTTCAGTAACCT 

GCTAGTGCACAGGCTGTACTTTAG 

CAGTCGAAGGCTTTAACTTTGCACAC 

TTGGGATCACAGTTGCGTCATTGT 

TTCCCTTTCCCCAGCATCACTCCCCA 
AGGAAGAGCCAATGTTTTCCACCC 



AGCC ATAATG TAAA CTGC CTC AAATT 
GGACTTTGGGCATAAAAGAACTTT 

TTGCTTTTACTAGTCTTAGCTCTACGA 

TTTAAATCCATGTGTCCAAGGGG 

CACACCTGCACACTCACGGCTGAAAT 

CTCCCTAACCCAGGGGGACCTTAG 

AGCTGTAACGTTCGCGTTAGGAAAGA 

TGGTGTTTATTCCAGTTTGCATTT 

AGGGGTTCCACTAGTGTCTGCTTTCC 

TTTATTATTGCACTGTGTGAGGTT 

CATCCTCAGGTGGTCAGGCGTAGAT 

CACCAGAATAAACCCAGCTTCCCTC 

ACACACAACGTGAAAAATAGGAACAG 

GAACAAAAAGAAGACCAATGACTC 

TTTAGAGTCTTCCATTTTGTTGGAATT 

AGATCCTCCCCTTCAAATGCTGT 

CTAATTTCAGTGCTTGTGCTTGGTTG 

TTCAGGGCCATTTCAGGTTTGGGT 

CCAGATTTTCCCCAAACTTGCTTCTG 

TTGAGATTTTTCCCTCACCTTGCC 

TGGGGGTTGTAAATTGGCATGGAAAT 
TTAAAGCAGGTTCTTGTTGGTGCA 

AGGTGGTGTTCAGTGTCAGACCTCTT 
AATGGCCAGTGAATAACACTCACT 
GGGGGTAGTTTGTGGCAGGACAAGA 
GAAGGCATTGAGCTmTCTTTCAT 

TCGTTAAGAGAGCAACATTTTACCCA 
CACACAGATAAAGTTTTCCCTTGA 
CCCTATCCCGCAAAATGGGCTTCCTG 
CCTGGGTTTTTCTCTTCTCACATT 
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1719 Table 3A Hs.179881 L20298 



1720 Table 3A Hs.83656 L20688 



Hs.89582 L20814 

Hs.181125 L22009 

Hs.245710 L23332 
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Table 8 

307322 heat shock 70kD protein 9B (mortalin- 

2) (HSPA9B), mRNA/cds=(29,2068) 
3071 83 mitogen-activated protein kinase 

kinase 1 (MAP2K1), mRNA 

/cds={72 t 1253) 
559539 dual specificity phosphatase 2 

(DUSP2). mRNA/cds=(85,1029) 
431 034 transforming growth factor, beta 

receptor I (activln A receptor type lUike 

kinase, 53kD) (TGFBR1), mRNA 

/cds=(76,15B7) 
179892 cAMP phosphodiesterase PDE7 

(PDE7A1) mRNA, complete cds 

/cds=(50,1498) 
178083 adenylyl cydase-assoctated protein 

(CAP), mRNA/cds={62,1489) 
292054 regulator of G-protein signalling 2, 

24kD (RGS2), mRNA/cds=(32,667) 
292360 killer cell tectin-tlke receptor subfamily 

C, member 3 (KLRC3), transcript 

variant NKG2-E, mRNA /cds=(45,767) 

405227 Homo sapiens, clone MGC:12849 

1MAGEI4308973, mRNA, complete cds 
/cds=(24,725) 

291 928 cytotoxic T-lymphocyte-associated 

protein 4 (CTLA4), mRNA /cds=(0,671) 

388306 core-binding factor, beta subunit 

(CBFB), transcript variant 2, mRNA 

/cds=(1 1,559) 
404044 Rho GDP dissociation inhibitor (GDI) 

beta (ARHGDIB), mRNA 

/cds=(1 52,757} 
4931 33 glutamate receptor, ionotropic, AMPA 2 

(GRIA2), mRNA/cds=(160 f 28l1) 

34731 3 Homo sapiens, clone MGC:1 2849 

1MAGE:4308973, mRNA, complete cds 

/cds=(24,725) 
408689 heterogeneous nuclear 

ribonucleoprotein H1 (H) (HNRPH1), 

mRNA /cds=(72 l 1421) 
41 021 7 mRNA for cortrcotrophin releasing 

factor receptor /cds=(226 4 1 473) 
4031 27 mRNA for corticotrophin releasing 

factor receptor /cds-(226,1 473) 
1 1 527399 gadd45 gene, complete cds 

Vcds=(2327,2824) 
435049 DN A sequence from PAC 75 N 1 3 on 

chromosome Xq21.1. Contains ZNF6 

like gene, ESTs, STSs and CpG islands 

/cds=(567,2882) 
407696 prostaglandin E receptor 4 (subtype 

EP4) (PTGER4), mRNA 

/cds=(388,1854) 
4406707 prostaglandin E receptor 4 (subtype 

EP4) (PTGER4), mRNA 

/Cds=(388,l854) 
438S38 Homo sapiens, Similar to hypothetical 

protein, clone MGC:1824 

IMAGE:3509518, mRNA, complete cds 

/cds=(533 r 1504) 
632967 lamin B receptor (LBR), m RNA 

/cds=(75,1922) 
537529 CDC-like kinase 2 (CLK2), transcript 

variant phclk2, mRNA /cds=(1 29, 1 628) 

951 045 TXK tyrosine kinase (TXK), mRNA 

/cds=(86,1669) 
1 160962 CDC-like kinase 2 (CLK2), transcript 
variant phclk2, mRNA /cds=(l 29, 1628) 

460282 inner membrane protein, mitochondrial 

(mltofilin) (IMMT), mRNA 

/cds=(92,2368) 
536843 IQ motif containing GTPase activating 

protein 1 (IQGAP1), mRNA 

/cds=(467,5440) 
602457 yq 1 9a04.r1 cDNA, 5' end 

/clone=lMAGE:274063 /clone end=5' 
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AAACAAGGTAGGAATGAGGCTAGAC 
CTTTAACTTCCCTAAGGCATACTTT 
TTCCCCATATCCAAGTACCAATGCTG 
TTGTAAACAACGTGTATAGTGCCT 

TGAGCCTTTCACACCTGTGCTGGCGC 
TGGAAAATTATTTGTGCTCAGCTG 
TGGGATTGTACTATACCAGTAAGTGC 
CACTTCTGTGTCTTTCTAATGGAA 



TTTTTCCTCACAGGAGCGGAAGAACT 
AGGGGGAGCAGGAGCTGCAATGCG 

TCTACCCATTTCCTGAGGCCTGTGGA 

AATAAACCTTTATGTACTTAAAGT 

GTGTCCG7TATGAGTGCCAAAAATCT 

GTCTTGAAGGCAGCTACACTTTGA 

CTGTGCAATGCTACATGTACGTGGAC 

TTATATCAGACCAGTGTGGATCTT 



AGTCCCCTGTCCTGGTCATCTATCAA 
G ATAAC AAG C G G C CCTCAG G GATC 

GGGTCTATGTGAAAATGCCCCCAACA 
GAGCCAGAATGTGAAAAGCAATTT 

CTTGCCTTAAGCTACCAGATTGCTTT 
TGCCACCATTGGCCATACTGTGTG 

CCCCTGCCAGAGGGAGTTCTTCTTTT 
GTGAGAGACACTGTAAACGACACA 

TGCAGCCACTATTGTTAGTCTCTTGA 
TTCATAATGACTTAAGCACACTTG 

TGACTATTACTGTCAGGCGTGGGACA 
CCAACACTGCGGTATTCGGCGGAG 

TTTGAGACGCAATACCAATACTTAGG 
ATTTTGGTCTTGGTGTTTGTATGA 

TCCTTCCAGGGCTTCTTTGTGTCTGT 

GTTCTACTGTTTCCTCAATAGTGA 

CCATGTCCATCCCCACCTCCCCAACC 

CGTGTCAGCTTTCACAGCATCAAG 

TGCCCTCAAGTAAAAGAAAAGCCGAA 

AGGGTTAATCATATTTGAAAACCA 

ATGCTACTTGGGAGAAAACTCTCACT 

AACTGTCTCACCGGGTTTCAAAGC 



GGACTTTGCGAATATCAGAGACCTCA 
GACTCTTCACAGGGTCAGGACTCA 

AGCTCCCTGCAAGTCACATTTCCCAG 
TGAAACACTGAACTTATCAGAAAA 

TTCCTTCAGGATGATCTAGAGCAGCA 
TGGAGCTGTTGGTAGAATATTAGT 



GGGGAGGAAGGAAGGACATTAAATT 
CTTTCCCTGGTAATGAAAAGAGCCC 
GCCTTGTACATAATACTATTCCATCCA 
CACAGTTTCCACCCTCACCTGCC 

AGCAAGATAGCCAAATGTGACATCAA 
GCTCCATTGTTTCGGAAATCCAGG 
GCCGAGTGAGGTAACCAGGTGGCAT 
CTACCCCATGTTTTATAAGGAATTT 

TTCTTTCCATTTGCTATCATGTCAGTG 
AACGCCAGGAGTGCTTTCTTTGC 

TGAATTTACTTCCTCCCAAGAGTTTG 
GACTGCCCGTCAGATTGTTTCTGC 

ACCCTCATTTCCAGGGGGAGCCTCA 
GGCCCCGAGATAAATGTGCTCCATG 
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Table 8 

ATPase, H+ transporting, lysosomal 
(vacuolar proton pump), beta 
polypeptide, 56/58kD, isoform 2 
(ATP6B2), mRNA/cds=(25,1560) 
mitogen-aclivated protein kinase 14 
(MAPK14), mRNA/cdS=(362,1444) 
mitogen-activated protein kinase 
kinase 4 (MAP2K4), mRNA 
fcds=(9,1208) 

GT212 mRNA /cds=UNKNOWN 

importin beta subunit mRNA, complete 
cds/cds=(337,2967) 
serine (or cysteine) proteinase inhibitor, 
dade B (ovalbumin), member 8 
(SERPINB8), mRNA /cds=(83,1 207) 

protein phosphatase 2, regulatory 
subunit B (B56), alpha isoform 
(PPP2R5A), mRNA /cds=(571 ,2031) 

inner membrane protein, mitochondrial 
(mitofilin) (IMMT), mRNA 
/cds=(92,2368) 

signal transducer and activator of 
transcription 4 (STAT4), mRNA 
/cds=(81,2327) 

FBJ murine osteosarcoma viral 
oncogene homolog B 
signal transducer and activator of 
transcription 4 (STAT4), mRNA 
/cds=(81,2327) 

H3 histone, family 3A (H3F3A), mRNA 
/cds=(374,784) 

major histocompatibility complex, class 
II, DQ alpha 1 (HLA-DQA1), mRNA 
/cds=(43,810) 

H3 histone, family 3A (H3F3A), mRNA 
/cds=(374,784) 

major histocompatibility complex, class 
I, C (HLA-C), mRNA /cds=(0,1 100) 

major histocompatibility complex, class 
I. C (HIA-C), mRNA /cds=(0,1 100) 

CD8 antigen, alpha polypeptide (p32) 
(CDBA), mRNA/cds=(65,772) 

enolase 1, (alpha) (EN01), mRNA 
/cds=(94,1398) 

qn52b08.x1 cDNA, 3* end 
/clone=!MAGE:l901847 /clone_end=3' 

serine (or cysteine) proteinase inhibitor, 
clade E (nexin, plasminogen activator 
inhibitor type 1), member 1 
(SERPINE1), mRNA /cds=(75,1283) 
enolase 1, (alpha) (EN01), mRNA 
7cdS=(94,1398) 

glucuronidase, beta (GUSB), mRNA 
/cds=(26,1981) 

Fc fragment of IgE, low affinity II, 
receptor for (CD23A) (FCER2), mRNA 
/Cds-(213,1178) 

glucuronidase, beta (GUSB), mRNA 
/Cds=(26,1981) 

Interleukin 1, beta (IL1B), mRNA 
/Cds=(86,895) 

eukaryotic translation initiation factor 
4E (EIF4E), mRNA /cds=(1 8,671 ) 

heterogeneous nuclear 
ribonucleoproteln C {CVC2) (HNRPC), 
transcript variant 1, mRNA 
/cds=(191,1l02) 

v-yes-1 Yamaguchi sarcoma viral 
related oncogene homolog (LYN), 
mRNA /cds=(297, 1835) 

CD2 antigen (p50), sheep red blood 
cell receptor (CD2), mRNA 
/cds=(5,106l) 

heterogeneous nuclear 
ribonucteoprotein C (C1/C2) (HNRPC), 
transcript variants mRNA 
/cds=(191,1102) 
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1 TTCTCTGAGGGCTGGGGGTTGGGGG 
AGTCAGCATGATTATATTTTAATGT 



ACTTGGCTGTAATCAGTTATGCCGTA 
TAGGATGTCAGACAATACCACTGG 
TGGAGCTCAGTAACATAACTGCTTCT 
TGGAGCTTTGGAATATTTTATCCT 

AAATTTCACAAGCAATACTTTGGACC 

ACTGGGGTTCAGGCCCCAAGAAAT 

ACACAGAAAACAGCAAACTTCAGGTA 

ACTATTTTGGATTGCAAACAGGAT 

TCTTGCCTTAATTAACATTCCCTGTGA 

CCTAGTTGGTGCAGTGGCTTGAA 



ACTTGCAGTTGTGTGGAAAACTGTTT 
TGTAATGAAAGATCTTCATTGGGG 

TGTGATCTCTACTACTGTTGATTTTGC 
CCTCGGAGCAAACTGAATAAAGC 

TAGGAAATGTTTGACATCTGAAGCTC 
TCTTCACACTCCCGTGGCACTCCT 

CGTCCCCTCTCCCCTTGGTTCTGCAC 
TGTTG C C AATAAAAAG CTCTTAAA 
GGGAGTGTTGTGACTGAAATGCTTGA 
AACCAAAGCTTCAGATAAACTTGC 

AGGGGACAGAAATCAGGTATTGGCA 
GTTTTTCCATTTTCATTTGTGTGTG 
AGCCGCCCAGCTACCTAATTCCTCAG 
TAACATCGATCTAAAATCTCCATG 



ACATGCAAGTACATG I I I I I AATGTTG 
TCTGTCTTCTGTGCTGTTCCTGT 
CCTGTGTGGGACTGAGATGCAGGAT 
TTCTTCACACCTCTCCTTTGTGACT 

GGCATCTGAATGTGTCTGCGTTCCTG 
TTAGCATAATGTGAGGAGGTGGAG 

CTGAGAGCCCAAACTGCTGTCCCAAA 

CATGCACTTCCTTGCTTAAGGTAT 

AAGCTCCCTGGAGCCCTGTTGGCAG 

CTCTAGCTTTTGCAGTCGTGTAATG 

AGCCCTCTTTCTCTCCACCCAATGCT 

GCTTTCTCCTGTTCATCCTGATGG 

TCCACAGGGGTGGTGTCAAATGCTAT 
TGAAATTGTGTTGAATTGTATGCT 



GCTAGATCCCCGGTGGTTTTGTGCTC 

AAAATAAAAAGCCTCAGTGACCCA 

GACTTCCACAGCAGCAGAACAAGTG 

CCTCCTGGACTGTTCACGGCAGACC 

TATCCCCAGCTCAGGTGGTGAGTCCT 

CCTGTCCAGCCTGCATCAATAAAA 

CTGGGTTTTGTGGTCATCTATTCTAG 

CAGGGMCACTAAAGGTGGAAATA 

AGCTATGGAATCAATTCAATTTGGAC 

TGGTGTGCTCTCTTTAAATCAAGT 

TGGCTCAAGTAGAAAAGCAGTCCCAT 

TCATATTAAGACAGTGTACAAAAC 

AGCTCTTGAAAGCAGCTTTGAGTTAG 

AAGTATGTGTGTTACACCCTCACA 



AACCGGATATATACATAGCATGACAT 
TTCTTTGTGCTTTGGCTTACTTGT 

AGCCTATCTGCTTAAGAGACTCTGGA 
GTTTCTTATGTG CCCTGGTGGACA 

AAAGTTGATACTGTGGGATTTTTGTG 
AACAGCCTGATGTTTGGGACCTTT 



381 



WO 02/057414 



PCT7US01/47856 



1768 


Table 3A 


Hs.318720 


M16660 


1769 


Table 3A 


HS.318720 


M16942 


1770 


Table 3A 


Hs.318720 


M16942 


1771 


Table 3A 


Hs.308026 


M16967 


1772 


Table 3A 


Hs.75709 


M16985 


1773 


Table 3A 


Hs.21858 


M17783 


1774 


Table 3A 


Hs.694- 


M20137 


1775 


Table 3A 


Hs.308026 


M20430 


1776 


Table 3A 


Hs.82848 


M20681 


1777 


Table 3A 


HS.237519 


M20867 


1778 


Table 3A 


Hs.241392 


M21121 


1779 


literature 


HS.f 6422 




1780 


db mining 


Hs.51299 


M22538 


1781 


Table 3A 


Hs.82848 


M25280 


1782 


Table 3A 


Hs.73798 


M25393 


1783 


Table 3A 


Hs.73798 


M25639 


1784 


db mining 


Hs.624 


M26383 


1785 


Table 3A 


Hs.303649 


M26683 


1786 


Table 3A 


Hs.82112 


M26880 


1787 


Table 3A 


HS.B2112 


M2/49^ 


1788 


Table 3A 


Hs.1309 


M28170 


1789 


Table 3A 


Hs.78146 


M23526 


1790 


Table 3A 


Hs.1309 


M28B25 


1791 


Table 3A 


Hs.1722 


M28983 




Table 3A 


MS.ZO fOOD 


iviii:yub4 


1793 


Table 3A 


Hs.237858 


M29696 


1794 


Table 3A 


Hs.89538 


M30142 


1795 


Table 3A 


Hs.89533 


M30185 


1796 


db mining 


Hs.270833 


M30704 


1797 


Table 3A 


Hs.29352 


M31165 



Table 8 

1 84420 Homo sapiens, clone MGC:1 2387 

IMAGE:3933019 ( mRNA, complete cds 

/cds={63,863) 
1 88352 Homo sapiens, clone MGC: 12387 

tMAGE:3933019, mRNA, complete cds 

/cds={63,863) 
1 88437 Homo sapiens, clone MGC: 1 2387 

IMAGE.3933019, mRNA, complete cds 

/cds=(63,863) 
1 824 1 1 major histocompatibility complex, class 

II, DR beta 5 (HLA-DRB5), mRNA 

/Cds=(29,829) 
1 87282 mannose-6-phosphate receptor (cation 

dependent) (M6PR), mRNA 

/cds=(170,1003) 
1 83063 trinucleotide repeat containing 3 

(TNRC3), mRNA/cds=(517,1356) 
1 66328 interieukin 3 (colony-stimulating factor, 

multiple) (IL3), mRNA/cds=(9,467) 

1 87 1 82 major histocompatibility complex, class 

II, DR beta 5 (HLA-DRB5), mRNA 

/cds=(29,829) 
183684 selectin L (lymphocyte adhesion 

molecule 1) (SELL), mRNA 

/cds=<88,1206) 
183059 yz35c09.s1 cDNA, 3' end 

/clone=tMAGE:285040 /clone_end=3' 
339420 small inducible cytokine A5 (RANTES) 

(SCYA5), mRNA/cds=(26,301) 

1 90888 phospholipase A2, group IIA (platelets, 

synovial fluid) (PLA2G2A), nuclear gene 

encoding mitochondrial protein, mRNA 

/cds=(1 35,569) 
986863 NADH dehydrogenase (ubiquinone) 

flavoprotein 2 (24kD) (NDUFV2), mRNA 

/cds=(1 8,767) 
1 88555 selectin L (lymphocyte adhesion 

molecule 1) (SELL), mRNA 

/Cds=(88,1206) 
1 90740 macrophage migration inhibitory factor 

(glycosylation-inhiblting factor) (MIF), 

mRNA/cds=(97,444) 
1 88627 macrophage migration inhibitory factor 

(glycosytation-inhiblting factor) (MIF), 

mRNA/cds=(97,444) 
184641 interieukin 8 (IL8), mRNA 

/cds=(74,373) 
186289 small inducible cytokine A2 (monocyte 

chemotactic protein 1, homologous to 

mouse Sig-je) (SCYA2), mRNA 

/cds=(53,352) 
340067 interieukin 1 receptor, type I (IL1 R1), 

mRNA/CdS=(82,1791) 
180035 interieukin 1 receptor, type I (1L1R1), 

mRNA/cds={82,1791) 
862622 thymocyte antigen CD1a mRNA, 

complete cds /cds=(533,l5l6) 
189775 plateleVendothelial cell adhesion 

molecule (CD31 antigen) (PECAM1), 

mRNA /cds=(141 ,2357) 
1 86279 thymocyte antigen CD1 a mRNA, 

complete cds /cds=(533,l516) 
1 86365 interieukin 1 , alpha (IL1 A), mRNA 

/cds=(36,B51) 
337452 interieukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
180259 interieukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
1 8 1 464 cholesteryl ester transfer protein, 

plasma (CETP), mRNA 

/cds=(1 30,1 611) 
179039 cholesteryl ester transfer protein, 

plasma (CETP), mRNA 

/Cds=(130,1611) 
339994 amphiregulin (schwannoma-derived 

growth factor) (AREG)» mRNA 

/cds=(209,967) 
1 84485 tumor necrosis factor, alpha-induced 

protein 6 (TNFA1P6), mRNA 

/cds=(68,901) 



CTTCCTTAGCTCCTGTTCTTGGCCTG 
AAGCCTCACAGCTTTGATGGCAGT 

TTTGTGCTTCCCTTTACCTAAACTGTC 
CTGCCTCCCATGCATCTGTACCC 

TTTGTGCTTCCCTTTACCTAAACTGTC 
CTGCCTCCCATGCATCTGTACCC 

CTTGTGGCTTCCTCAGCTCCTGCCCT 
TGGCCTGAAGTCCCAGCATTGATG 

ATTTGTTTGCATCCCTCCCCCACACC 
CTGGTGTTTTAAAATGAAGAAAAA 

CATCCGACATAATCCXACAGGTGCTG 
TGTTATTCATGGGGCAGATAAACA 
AGTGGGGTGGGGAGCATGTTCATTT 
GTACCTCGAGTTTTAAACTGGTTCC 

CCTAAACCGTATGGCCTCCCGTGCAT 
CTGTATTCACCCTGTATGACAAAC 

TTTCATCTCAGGCCTCCCTCAACCCC 
ACCACTTCTTTTATAACTAGTCCT 

GCATGGCTTAACCTGGTGATAAAAGC 
AGTTATTAAAAGTCTACGTTTTCC 
AGCTTCCGCCGTCTCAACCCCTCACA 
GGAGCTTACTGGCAAACATGAAAA 

TCTCCTCCACCTCAACTCCGTGCTTA 
ACCAAAGAAGCTGTACTCCGGGGG 



ACCCAAGGGACCTGGATTTGGTGTAC 
AAGCAGGCCTTTAATTTATATTGA 

AGCTCCTCTTCCTGGCTTCTTACTGA 
AAGGTTACCCTGTAACATGCAATT 

GTCTACATCAACTATTACGACATGAA 
CGCGGCCAATGTGGGCTGGAACAA 

CCACCCCAACCTTCTGGTGGGGAGA 
AATAAACGGTTTAGAGACAGCTCTG 

GCCAAGGGCCAAGAGAATATCCGAA 
CTTTAATTTCAGGAATTGAATGGGT 
GAAATTGCTTTTCCTCTTGAACCACA 
GTTCTACCCCTGGGATGTTTTGAG 



CCGGTTGTTAAAACTGGTTTAGCACA 

ATTTATATTTTCCCTCTCTTGCCT 

ATTAAAGCACCAAATTCATGTACAGC 

ATGCATCACGGATCAATAGACTGT 

TAGCCGTACTTTGCTAACTGTGCTCC 

TCACTTCCTCTTCTTCATTGCAGT 

AGGCTAAGCTGCCGGTTCTTAAATCC 

ATCCTGCTAAGTTAATGTTGGGTA 

AATATATGCATCCCTGGTGAAGGATC 

TTGCCTGCATGAAACATGTTCTCA 

ACCTGGGCATTCTTGTTTCATTCAATT 

CCACCTGCAATCAAGTCCTACAA 

CTCCCTCACAGCACAGAGAAGACAAA 

ATTAGCAAAACCCCACTACACAGT 

GTTCAGTGGCACTCAACATGAGTCAA 

GAGCATCCTGCTTCTACCATGTGG 

CTTGAGCTAGA^GTCTCCAAGGAGGT 

CGGGATGGGGCTTGTAGCAGAAGG 

CTCCCAACTCCTCCCTATCCTAAAGG 
CCCACTGGCATTAAAGTGCTGTAT 

TCG GTCCTCTTTCCAGTGGATCATAA 
GACAATGGACCCTTTTTGTTATGA 

AACACACAGTGTTTATGTTGGAATCT 
TTTGGAACTCCTTTGATCTCACTG 
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Table 8 

181948 X-box binding protein 1 (XBP1), mRNA 

/cds=(48 t 633) 
190501 complement component 4-binding 

protein, alpha (C4BPA), mRNA 

/cds=(1 38,1 931) 
339477 transcription factor (E2A) m RN A, 

complete cds /cds=(30,1 994) 
182473 X-box binding protein 1 (XBP1), mRNA 

/cds=(48,833) 
1 881 94 Fc fragment of IgG, low affinity Ma. 

receptor for (CD32) (FCGR2A), mRNA 

/cds=(1 1,958) 
1 89267 major histocompatibility complex, class 

LI, DQ beta 1 (HLA-DQB1), mRNA 

7cds=(57.842) 
1 891 85 tumor necrosis factor receptor 

superfamily, member 1B (TNFRSF1B), 

mRNA/cds=(89,1474) 
1 83628 major histocompatibility complex, class 

II. DQ beta 1 (HLA-DQB1), mRNA 

/cds=<57,842) 
1 526989 GR02 oncogene (GR02), mRNA 

/cds=(74,397) 
1 841 94 major histocompatibility complex, class 

II. DQ alpha 1 (HLA-DQA1), mRNA 

/Cds=(43,810) 
189982 protein kinase, cAMP-dependent, 

catalytic, beta (PRKACB), mRNA 

/cds=(47,1102) 
1 90738 protein tyrosine phosphatase, receptor 

type, A (PTPRA), mRNA 

/cds=(695,3103) 
1 801 52 CD59 antigen p1 8-20 (antigen 

identified by monoclonal antibodies 

16.3A5, EJ16, EJ30, EL32 and G344) 

(CD59), mRNA /cds={29,415) 
1 9085 1 v-ral simian leukemia viral oncogene 

homolog B (ras related; GTP binding 

protein) (RALB), mRNA /cds=(1 70,790) 

183532 integrin, beta 3 (platelet glycoprotein 

Ilia, antigen CD61) (ITGB3), mRNA 

/cds=(16,2382) 
1 83628 GR02 oncogene (GR02), mRNA 

/cds=(74,397) 
1 83632 GR03 oncogene (GR03), mRNA 

/cds=(77,397) 
184059 CD53 antigen (CD53), mRNA 

/cds=(93,752) 
179968 H2A histone family, member 2 

(H2AFZ), mRNA /cds=(1 06,492) 
4503074 macrophage-specific colony-stimulating 

factor (CSF-1) mRNA, complete cds 

/Cds=(1 05,1769) 
1 89988 H2A histone family, member 2 

(H2AFZ), mRNA /cds=(1 06,492) 
189988 protein kinase C t eta (PRKCH), mRNA 

/cds=(166,2214) 
1 89988 protein kinase C, eta (PRKCH), mRNA 

/cds=(1 66,2214) 
829176 guanylate binding protein 2, interferon- 
inducible (GBP2), mRNA 

/cds=(156,1931) 
340071 ubiquitin-activating enzyme E1 (A1S9T 

and BN75 temperature sensitivity 

complementing) (UBE1), mRNA 

/cds=(32,3208) 
1 89870 one single clone, artifact ? 

1 84505 small inducible cytokine A1 (I-309, 

homologous to mouse Tca-3) (SCYA1), 
mRNA /cds=(72,362) 

1 86270 interleukin 10 (1L10), mRNA 
/cds=(30,566) 

1 831 54 granzyme B (granzyme 2, cytotoxic T- 
lymphocyte-associated serine esterase 
1) (GZMB), mRNA/cds=(33,776) 

189177 ubiquitin-activating enzyme E1 (A1S9T 
and BN75 temperature sensitivity 
complementing) (UBE1), mRNA 
/cds=(32,3208) 
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1 GGGGCTCTTTCCCTCATGTATACTTC 
AAGTAAGATCAAGAATCTTTTGTG 

1 TCATCCTCTGTGTGGCTCATGTTTTT 
GCTTTTCAACACACAAAGCACAAA 

1 TGGATGATTGGGACTTTAAAACGACC 
CTCTTTCAGGTGGATTCAGAGACC 

1 TGTAGCTTCTGAAAGGTGCTTTCTCC 
ATTTATTTAAAAACTACCCATGCA 

1 TGTAGCAACATGAGAAACGCTTATGT 
TACAGGTTACATGAGAGCAATCAT 

1 CTGATGGCTGTGACCCTGCTTCCTGC 
ACTGACCCAGAGCCTCTGCCTGTG 

1 TGTGTGTTGATCCCAAGACAATGAAA 
GTTTGCACTGTATGCTGGACGGCA 

1 CTCTCCTCAGACTGCTCAAGAGAAGC 
ACATGAAAACCATTACCTGACTTT 

1 GCCAGTAAGATCAATGTGACGGCAG 
GGAAATGTATGTGTGTCTATTTTGT 

1 GCAACAATGAAGTTAATGGATACCCT 
CTGCCTTTGGCTCAGAAATGTTAT 

1 TGTCTTTCGGTTATCAAGTGTTTCTG 
CATGGTAATGTCATGTAAATGCTG 

1 TATCATGGGGAGTAATAGGACCAGAG 
CGGTATCTCTGGCACCACACTAGC 

1 TGATCTTGGCTGTATTTAATGGCATA 
GGCTGACTTTTGCAGATGGAGGAA 



AGTACTGAGAAAAATCCCTTCAGCTC 
TAAGAACACTGAAAAATCCACCGA 



ACTTTGCACACATTTGCATCCACATAT 
TAGGGAAGGAATAAGTAGCTGCA 

ATGCAGTGTTTCCCTCTGTGTTAGAG 

CAGAGAGGTTTCGATATTTATTGA 

TGCTGAAGTTTCCCTTAGACATTTTAT 

GTCTTGCTTGTAGGGCATAATGC 

CACTGGACCATTGTCACAACCCTCTG 

TTTCTCTTTGACTAAGTGCCCTGG 

AAGTGTTACTGTGGCTTCAAAGAAGC 

TATTGATTCTGAAGTAGTGGGTTT 

GCTGCTTATATATTTAATAATAAAAGA 

AGTGCACAAGCTGCCGTTGACGT 

AACAAACATTTGGTTTTGTTCAGACCT 

TATTTCCACTCTGGTGGATAAGT 

GAGAGAGGGCACGAGAACCCAAAGG 

AATAGAGATTCTCCAGGAATTTCCT 

TTCCCAGCATCAGCCTTAGAACAAGA 

ACCTTACCTTCAAGGAGCAAGTGA 

CTGTCCAGCTCCCTCTCCCCAAGAAA 

CAACATGAATGAGCAACTTCAGAG 

CTGTAACGACGAGAGCGGCGAGGAT 
GTCGAGGTTCCCTATGTCCGATACA 



ACCTAGTCATCAGGACACTGAGCCAG 
GGCTGCAACCACTCCATGAGTTTG 
CCCCAACCCTCTGGGCTCTTGGATTT 
CAGAGTGAAAACTTGATGGCATTG 

TCAATTCCTCTGGGAATGTTACATTG 
TTTGTCTGTCTTCATAGCAGATTT 
ACCAGTTTCTTTCCCTTCTAGATCAC 
CCTGTTCTGAAGCCAGCCTCTCTC 



1 CTACCTGAACCCCTCTTGCCACTGCC 
TTCTACCTTGTTTGAAACCTGAAT 
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Table 8 

1 82070 nuclear factor of kappa light 

polypeptide gene enhancer in B-cells 1 

(p105) (NFKB1), mRNA 

/cds=(397,3303) 
1 86496 nuclear factor of kappa light 

polypeptide gene enhancer In B-cells 1 

(p105) (NFKB1), mRNA 

/cds={397,3303) 
177865 integrin, alpha 3 {antigen CD49C. 

alpha 3 subunit of VLA-3 receptor) 

(ITGA3), transcript variant a, mRNA 

/cds=(73,322B) 
1 83048 colony stimulating factor 3 receptor 

(granulocyte) (CSF3R), mRNA 

/cds=(1 69,2679) 
183866 integrin, alpha 3 (antigen CD49C, 

alpha 3 subunit of VLA-3 receptor) 

(ITGA3), transcript variant a, mRNA 

/cds=(73,322B) 
1 89507 diphtheria toxin receptor (heparin- 

binding epidermal growth factor-like 

growth factor) (DTR), mRNA 

/cds=(261,887) 
1 82662 ribosomal protein S6 kinase, 70kD, 

polypeptide 1 (RPS6KB1), mRNA 

/cds=(27,1604) 
1 89424 ribosomal protein S6 kinase, 70kD, 

polypeptide 1 (RPS6KB1), mRNA 

/cds=(27,1604) 
181 122 P13-kinase associated p85 mRNA 

sequence /cds=UNKNOWN 
190734 P1 3-kinase associated p85 mRNA 

sequence /cds=UNKNOWN 
339679 Janus kinase 1 (a protein tyrosine 

kinase) (JAK1), mRNA /cds=(75,3503) 

337488 replication protein A1 <70kD) (RPA1 ), 

mRNA/cds=(69,1919) 
1 90446 Janus kinase 1 (a protein tyrosine 

kinase) (JAK1). mRNA /cds=(75, 3503) 

178996 proteasome (prosome, macropain) 

subunit, alpha type, 1 (PSMA1), mRNA 

/cds=<105,896) 
1 87290 splicing factor, arginine/serine-rich 1 1 

(SFRS11), mRNA /cds=(83,1 537) 
179073 Homo sapiens, Similar to splicing 

factor, arginine/serine-rich 2 (SC-35), 

clone MGC:2622 IMAG&3501 687, 

mRNA, complete cds /cds={30,878) 
339879 tripeptidy! peptidase II (TPP2), mRNA 

/Cds=(23,3772) 
1 901 61 polyposis locus (DP1 gene) mRNA, 

complete cds /cds=(82,639) 
1 84045 splicing factor, arginine/serine-rich 1 1 

(SFRS11), mRNA /cds=(83, 1537) 
1 8951 1 ubiquitin-conjugating enzyme E2B 

(RAD6 homolog) (UBE2B), mRNA 

/Cds=(421,879) 
182353 MAP/microtubuie affinity-regulating 

kinase 3 (MARIO), mRNA 

/cds=(171,2312) 
339442 fatty acid binding protein 5 (psoriasis- 
associated) (FABP5), mRNA 

/cds=(48,455) 
189499 GAP-associated tyrosine 

phosphoprotein p62 (Sam68) (SAM68), 

mRNA /cds=(1 05, 1437) 
17931 1 CD79B antigen (immunoglobulin- 

associated beta) (CD79B), transcript 

variant 1, mRNA /cds=(94,783) 
1 79575 BTF3 protein homologue gene, 

complete cds 
41 53827 putative IL-16 protein precursor, 

mRNA, complete cds /cds={303,2198) 

183779 apurinic/apyrimidinic endonuclease 
(HAP1) gene, complete cds 

338038 SET translocation (myeloid leukemia- 
associated) (SET), mRNA /cds=(3,836) 



AACTCGAGACCTTTTCAACTTGGCTT 
CCTTTCTTGGTTCATAAATGAATT 



AGCTGCTGCTGGATCACAGCTGCTTT 
CTGTTGTCATTGCTGTTGTCCCTC 



GGCTGTGTCCTAAGGCCCATTTGAGA 
AGCTGAGGCTAGTTCCAAAAACCT 



ATCCAGCCCCACCCAATGGCCTTTTG 
TGCTTGTTTCCTATAACTTCAGTA 

CCTTCTTTGTATATAGGCTTCTCACC 
GCGACCAATAAACAGCTCCCAGTT 



AAAACGATGAAGGTATGCTGTCATGG 
TCCTTTCTGGAAGTTTCTGGTGCC 



AATG C G AAATTATTG GTTG GTGTG AA 
GAAAGCCAGACAACTTCTGTTTCT 

CTGTGGCTCGTTTGAGGGATTGGGG 
TGGACCTGGGGTTTATTTTCAGTAA 

GCTTCCCCACCCCAGTTTTTGTTGCT 

TGAAAATATTGTTGTCCCGGATTT 

TGGACTGTTTTGTTGGGCAGTGCCTG 

ATAAGCTTCAAAGCTGCTTTATTC 

CCTGCCGTGCCCACCTAACTGTCCA 

GATGAGGTTTATCAGCTTATGAGAA 

CGAGCTGAGAAGCGGTCATGAGCAC 
CTGGGGATTTTAGTAAGTGTGTCTT 
ACCATCCAATCGGACAAGCTTTCAGA 
ACCTTATTGAAGGATTTGAAGCAC 

TGCTGATGAACCTGCAGAAAAGGCTG 
ATGAACCAATGGAACATTAAGTGA 

TCTTATGCACACGGTGATTTCATGTT 
ATATATGCAAAGTAGGCAACTGTT 
AACATAGGAGTGGATTCCTGCCCCAA 
CCAAACCGCATTCGTGTGGATTTT 



AATAAATTTGCAAAACCAAGATCACA 

GTACACCATATGCACTCTGGTACC 

AAATGACCTCATGTTGTGGTTTAAAC 

AGCAACTGCACCCACTAGCACAGC 

TGTGCAGTAGAAACAAAAGTAGGCTA 

CAGTCTGTGCCATGTTGATGTACA 

CTGTTTATTCTGGGAAATGTTTTAATG 

CCAGGGCCTGCTGAGTTGCTTCT 

CCTTAAGACCAGTTCATAGTTAATAC 
AGGTTTACAGTTCATGCCTGTGGT 

TCATCACTTTGGACAGGAGTTAATTA 
AGAGAATGACCAAGCTCAGTTCAA 

AGTCTGCCTAAATAGGTAGCTTAAAC 
TTATGTCAAAATGTCTGCAGCAGT 

CTGGCCTCCAGTGCCTTCCCCCGTG 
GAATAAACGGTGTGTCCTGAGAAAC 

AGCTAATTAAGCTGCAGAACGTGGGA 
AATAAAGTTCGAAACAAAGGTTAA 
GGACAGGTGTGCCGACAGAAGGAAC 
CAGCGTGTATATGAGGGTATCAAAT 

CCCTTCGTGGGGCTACACATTCTCTT 
CCTCATATTTTCATGCACACAAGT 
TTCTGCACAGGTCTCTGTTTAGTAAA 
TACATCACTGTATACCGATCAGGA 
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Table 8 

1 87393 MYC-associated zinc finger protein 
(purtne-binding transcription factor) 
(MAZ), mRNA Vcds=(91 ,1584) 

184223 fatty acid binding protein 5 (psoriasis- 
associated) (FABP5), mRNA 
/cds=(48,455) 

33781 0 hepatic leukemia factor (HLF) mRNA, 
complete cds /cds=(322,1209) 

338262 special AT-rich sequence binding 
protein 1 (binds to nuclear 
matrix/scaffold-associating DNA's) 
(SATB1), mRNA/cds=(214,2505) 

181975 growth factor receptor-bound protein 2 
(GRB2), mRNA /cds=(78,731) 

1 84432 special AT-rich sequence binding 
protein 1 (binds to nuclear 
matrix/scaffold-associating DNA's) 
(SATB1), mRNA/cds=(214,2505) 
2281 070 nuclear autoantigenic sperm protein 
(histone-binding) (NASP), mRNA 
/cds=(85,2448) 

1 801 1 2 signal transducer and activator of 

transcription 1, 91 kD (STAT1), mRNA 
/cds=(1 96,2448) 
1 142055 CD36 antigen (collagen type I receptor, 
thrombospondin receptor) (CD36), 
mRNA /cds=(1 32,1 550) 
1 1 39799 hexokinase 2 (HK2), mRNA 

/cds=(1 490,4243) 
1271009 hexokinase 2 (HK2), mRNA 

/Cds=(1490 r 4243) 
1 147079 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA /Cds=(1 55,820) 
1 1 52099 60229301 5F1 CDNA, 5' end 

/clone=IMAGE:4387778 /clone_end=5' 

1 155403 mRNA; cDNA DKFZp434A1 1 5 (from 

clone DKFZp434A115) 

/cds=UNKNOWN 
296907 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA /cds=(1 55,820) 
307337 DNA-binding protein (PO-GA) mRNA, 

complete cds /cds=(393,3836) 
1 83032 nuclear receptor subfamily 3, group C, 

member 1 (NR3C1), mRNA 

/cds=(132,2465) 
6226959 a!pha-2«macrogtobuitn (A2M), mRNA 

/Cds=(43,4467) 
4557242 activin A receptor type IMike 1 

(ACVRL1), mRNA/cds=(282,1793) 
4557248 adenosine deaminase (ADA), mRNA 

/cds=(95,1186) 
4506910 sarcoglycan, alpha (50kD dystrophin- 

associated glycoprotein) (SGCA), 

mRNA /cds=(1 1 , 1 174) 
4557272 aspartylglucosaminidase (AGA), 

mRNA/cds=(170,1210) 
7262392 ATP-binding cassette, sub-family D 

(ALD), member 1 (ABCD1), mRNA 

/cds=(386,2623) 
455731 8 adenomatosis polyposis coli (APC), 

mRNA/cds=(38,8569) 
4557364 Bloom syndrome (BLM), mRNA 

/cds=(74,4327) 
4502450 breast cancer 2, early onset (BRCA2), 

mRNA /cds=(228, 10484) 
4557376 Bruton agammaglobulinemia tyrosine 

kinase (BTK), mRNA /cds=(1 63,21 42) 
4559405 complement component 6 (C6), mRNA 

/cds=(1 55,2959) 
4557428 CD3G antigen, gamma polypeptide 

(TiT3 complex) (CD3G), mRNA 

/Cds=(37,585) 
4502838 Chediak-Higashi syndrome 1 (CHS1), 

mRNA/cds=(189,11594) • 
4557466 Cockayne syndrome 1 (classical) 

(CKN1), mRNA /cds=(36,1226) 
1 3325059 cytochrome P450, subfamily I (dioxin- 

inducibte), polypeptide 1 (glaucoma 3, 

primary infantile) (CYP1B1), mRNA 

/cds=(372,2003) 
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1 CACCCTCCACCCCTTCCTTTTGCGCG 
GACCCCATTACAATAAATTTTAAA 

1 CATGCAGCTATTTCAAAGTGTGTTGG 
ATTAATTAGGATCATCCCTTTGGT 

1 TGGAGAATTGTGGAAGGATTGTAACA 
TGGACCATCCAAATTTATGGCCGT 

1 TTCACGGGATGCACCAAAGTGTGTAC 
CCCGTAAGCATGAAACCAGTGTTT 



1 TCTGTCCATCAGTGCATGACGTTTAA 
GGCCACGTATAGTCCTAGCTGACG 

1 TCCTATAATTATTTCTGTAGCACTCCA 
CACTGATCTTTGGAAACTTGCCC 



1 GGGACACTGGAGGCTGGAGCTACAG 
TTGAAAGCACTGCATGTTAAGAGGG 

1 TGCTACCACAACTATATTATCATGCAA 
ATGCTGTATTCTTCTTTGGTGGA 

1 GCAACTTACGCTTGGCATCTTCAGAA 
TGCTTTTCTAGCATTAAGAGATGT 

1 TTTAC AAGAATTGTC C ATGTG CTTCC 
CTAGGCTGAGCTGGCATTGGTCTG 

1 AAAACTTCCCACCCTACTTTTCCAAG 
AGTGCCAGTTGGATTCTGAATCTG 

1 TAGACCAATTCTCTGATCTCGAGTTG 

rrrn gtttggatacagccctttt 
1 aacattctacatagcacaggagctta 
agagtggcattatcttctcgcctt 

1 agatacgcagacattgtggcatctgg 
gtagaagaatactgtattgtgtgt 

1 tttgaccagaagcccttagtaagtac 
gtgcctgaaactgaaaccatgtgc 

1 acacctggcttggagtcagatttagt 
taacaataatgagcctggagcagt 

1 tctaatagcgggttactttcacatac 
agccctcccccagcagttgaatga 

1 ctgaaaagtgctttgctggagtcctg 

ttctctgagctccacagaagacac 
1 aagcctaaagtgattcaatagcccag 

gagcacctgattcctttctgcctg 
1 tgggcatggttgaatctgaaaccctc 

cttctgtggcaacttgtactgaaa 
1 ggggtggggtggggtgagagtgtgt 

ggagtaaggacattcagaataaata 

1 agaagttgtgcgcgtgctttctcagc 
agcatttttccttcaaaatcatct 

1 cttgccagccaggagtgcggacacc 
atgttcccagctcagtgccaaagag 

1 atttggggagagaaaacctttttaag 

catggtggggcactcagataggag 
1 accctctttcttgtttgtcagcatct 

gaccatctgtgactataaagctgt 
1 tggtcatccaaactcaaacttgagaa 

aatatcttgctttcaaattgacac 
1 accgaatttggcaagaatgaaatggt 

gtcataaagatgggaggggagggt 
1 agcctgtgacattaagcattctcaca 

attagaaataagaataaaacccat 
1 aaaaataaaaacaaatactgtgtttca 

gaagcgccacctattggggaaaa 

1 ttatcacaagctctgttacctttatat 
acgctgcctcttcaatttggaaa 

1 gcagaaaatatcctggcagggaatct 
ggcttaaacatgaaatgctgtaat 

1 tgtgtgcataatagctacagtgcata 
gttgtagacaaagtacattctggg 
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Tabfe 8 



188B literature 

1889 Table 3A 

1890 Table 3A 

1891 Table 3A 

1692 Table 3A 

1893 Table 3A 

1894 literature 

1895 literature 

1896 db' mining 

1897 Tab!e3A 
1698 literature 

1899 literature 

1900 Table 3A 

1901 Tabfe 3A 

1902 Table 3A - 

1903 Table 3A 

1904 Table 3A 

1905 Table 3A 

1906 literature 

1907 Table 3A 

1908 literature 

1909 Table 3A 



1910 Table 3A 

1911 Table 3A 



Hs.77602 NMjD00107 

Hs,74635 NMJD0D108 

HS.1602 NMJ300110 

Hs.2985 NM_000117 

Hs.76753 NM_000118 

Hs.77929 NMJ)00122 

HS.48576 NMJ)00123 

Hs.99924 NMJJ00124 

Hs.1657 NMJW0125 

Hs.80424 NMJJ00129 

Hs.284153 NM_000135 

Hs.37953 NMJJ00136 

Hs.1437 NMJW0152 

Hs.273 NM 000153 



4557514 damage-specific DMA binding protein 2 
(48kD) (DDB2), mRNA /cds=(175, 1458) 

5016092 dlhydralipoamide dehydrogenase (E3 

component of pyruvate dehydrogenase 

complex, 2-oxo-glutarate complex, 

branched chain keto acid 

dehydrogenase complex) (DLD), mRNA 

/cds=(82,1611) 
4557874 dihydropyrimidine dehydrogenase 

(DPYD), mRNA /cds=(101,3178) 
4557552 emerin (Emery-Dreifuss muscular 

dystrophy) (EMD), mRNA /cds^(58,822) 

4557554 endoglln (Osler-Rendu-Weber 
syndrome 1) (ENG), mRNA 
/cds=(350,2227) 

4557562 excision repair cross-complementing 
rodent repair deficiency, 
complementation group 3 (xeroderma 
pigmentosum group B complementing) 
(ERCC3), mRNA;cds=(95.2443) 

4503500 excision repair cross-complementing 

rodent repair deficiency, 

complementation group 5 (xeroderma 

pigmentosum, complementation group 

G (Cockayne syndrome)) (ERCC5), 

mRNA /cds=(1 97,3757) 
4557564 excision repair cross-complementing 

rodent repair deficiency, 

complementation group 6 (ERCC6), 

mRNA/cds={79,4560) 
4503502 estrogen receptOT 1 (ESR1), mRNA 

/cds=(360,2147) 
9961355 coagulation factor XIII, A1 polypeptide 

(F13A1), mRNA /cds-(101 ,2299) 
4503654 Fanconi anemia, complementation 

group A (FANCA), mRNA 

/cds=(31,4398) 
4557588 Fanconi anemia, complementation 

group C (FANCC), mRNA 

/cds=(255,1928) 
11496988 glucosidase, alpha; acid (Pompe 

disease, glycogen storage disease type 

II) (GAA), mRNA/cds=(441,3299) 

4557512 galactosylceramidase (Krabbe disease) 
(GALC), mRNA rcds=(263,2272) 



Hs. 86724 NMJJ00161 4503948 



Hs.1466 NM_000167 

Hs.1144 NMJJ00174 

Hs.75772 NMJJ00176 

Hs.3248 NMJHMH79 

Hs.1 83868 NMJ300181 

Hs.75860 NMJW0182 



Hs.146812 NM 000183 



Hs.198427 NMJ>00189 
Hs.83951 NM 000195 



4504006 
4504076 
4504132 

4504190 
4504222 
4504324 



GTPcycfohydrolase 1 (dopa- 

responsive dystonra) (GCH1), mRNA 

/cds=(148,900) 

glycerol kinase (GK), mRNA 

/cds=(66,1640) 

glycoprotein IX (platelet) (GP9), mRNA 
/CdS=(222,755) 

nuclear receptor subfamily 3, group C, 
member 1 (NR3C1), mRNA 
/Cds=(1 32,2465) 

mutS (E. coti) homolog 6 (MSH6), 
mRNA/cds=(87,4169) 
glucuronidase, beta (GUSB), mRNA 
fcds=(26,1961) 
hydroxyacyl-Coenzyme A 
denydrogenase/3-ketoacyl-CoenzymeA 
thioJase/enoyJ-Ccenzyme A hydratase 
(Afunctional protein), alpha subunit 
(HADHA), mRNA/cds=(27,2318) 



4504326 hydroxyacyl-Coenzyme A 

dehydrogenase/3-ketcacyi-Coenzyme A 
thiolase/enoyl-Coenzyme A hydratase 
(trifunctional protein), beta subunit 
(HADHB), mRNA /cds=(46, 1 470) 

4504392 hexokinase 2 (HK2), mRNA 

/cds=(l490,4243) 
4504484 Hermansky-Pudlak syndrome (HPS), 

mRNA/cds=(206,2308) 



TCTCAGTGGGTGGTAGCAGAGGGAT 
CAAGCAGTTATTTGATTTGTGCTCT 

GTCTATTTACGGAACTCAAATACGTG 
GGCATTCAAATGTATTACAGTGGG 



1 TGCACTTTTAGAAATGCATATTTG CCA 
CAAAACCTGTATTACTGAATAAT 

1 GGGAGGGGATTAACCAMGGCCACC 
CTGACTTTGTTTTTGTGGACACACA 

1 GCCTGCCCCTGTGTATTCACCACCAA 
TAAATCAGACCATGAAACCTGAAA 

1 AGGTGTATTTATGTTACCGTTCTGAAT 
AAACAGAATGGACCATTGAACCA 



TGTAATGAATTTGTCGCAAAGACGTA 
ATAAAATTAACTGGTGGCACGGTC 



TGTCAATGGAAGTTGGCTGCACTTGA 
TGTTTGTTTGCATGATGTCTACCT 



TCGAGCACCTGTAAACAATTTTCTCA 

ACCTATTTGATGTTCAAATAAAGA 

AACTTTACTAAGTAATCTCACAGCATT 

TGCCAAGTCTCCCAATATCCAAT 

TAAGATCTTTAAACTGCTTTATACACT 

GTCACGTGGCTTCATCAGCTGTG 

AAAACCACTACCCTCAGAGAGAGCCA 
AAAATACAGAAGAGGCGGAGAGCG 

CGAGCAAGCCTGGGAACTCAGGAAA 
ATTCACAGGACTTGGGAGATTCTAA 



GGCTTAGCTACAGTGAAGTTTTGCAT 
TGCTTTTGAAGACAAGAAAAGTGC 

ACTTCAAAATTACCTTTTCATATCCAT 
GATCTTGAGTCCATTTGGGGGAT 

CAAACACTTTTGGGCCAGGATTTGAG 

TCTCTGCATGACATATACTTGATT 

CAGACTCCACCAAGCCTGGTCAGCC 

CAAACCACCAGAAGCCCAGAATAAA 

AGTGCAGAATCTCATAGGTTGCCAAT 

AATACACTAATTCCTTTCTATCCT 

AGACTGACTACATTGGAAGCTTTGAG 

TTGACTTCTGACCAAAGGTGGTAA 

CTGGGTTTTGTGGTCATCTATTCTAG 

CAGGGAACACTAAAGGTGGAAATA 

GTGGTGAGGGCAGTTCTGCACCCAG 

CCAAACACATAACAATAAAAACCAA 



1 TCTGTGTCCTAAAGATGTGTTCTCTAT 
AAAATACAAACCAACGTGCCTAA 



CTAGTCATAGAAATACCTCATTCGCC 
TGTGGGAAGAGAAGGGAAGCCTCT 
AGCAGCGGCTGGATGTGATATGTCTA 
GTTTAACCAGTCCCCTTGATCTTT 
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1912 Table 3A Hs.168383 NMJKJ0201 4557877 

1913 Table 3A HS.17245B NM_000202 5360215 

1914 Table 3A Hs.238893 NM_000206 4557881 

1915 Table 3A Hs.83968 NM 000211 4557885 



1916 literature 



1920 literature 

1921 Table 3A 

1922 Table 3A 

1923 Table 3A 

1924 Table 3A 

1925 Table 3A 

1926 Table 3A 

1927 Table 3A 



1930 Table 3A 



Hs.99877 NM 000215 4557680 



1917 literature Hs.1770 NMJKW234 4557718 

1918 db mining Hs.3076 NMJ300246 4557748 

1919 literature Hs.57301 NM 000249 4557756 



Hs.78934 NMJ300251 4557760 

Hs.75514 NMJ300270 4557800 

Hs.76918 NMJ300271 4557802 

Hs.1023 NM_000284 4505684 

Hs.78771 NMJ300291 4505762 

Hs.196177 NM_000294 4505784 

HS.169857 NMJ3O03O5 4505952 

HS.3873 NM 000310 4506030 



Table 8 

intercellular adhesion molecule 1 
(CD54), rhinovirus receptor (1CAM1), 
mRNA/cds=(57,1655) 
iduronate 2-sulfatase (Hunter 
syndrome) (IDS), transcript variant 1, 
mRNA /cds=(331 ,1983) 
Od15g01.s1 cDNA 
/done=IMAGE:1 368048 
integrin, beta 2 (antigen CD18 (p95), 
lymphocyte function-associated antigen 
1; macrophage antigen 1 (mac-1) beta 
subunit) (ITGB2), mRNA 
/cds=(72,2381) 

Janus kinase 3 (a protein tyrosine 
kinase, leukocyte) (JAK3), mRNA 
/cds=(95,3469) 

figase I, DNA, ATP-dependent (UG1), 
mRNA /cds=(1 20,2879) 
MHC class II transactivator (MHC2TA), 
mRNA /cds=(1 38,3530) 
mutL (E. coli) homolog 1 (colon cancer, 
nonpolyposis type 2) (MLH1), mRNA 
/cds=(21,2291) 

muts (E. coli) homolog 2 (colon 
cancer, nonpoJyposis type 1) (MSH2), 
mRNA/cds=(68,2872) 

nucleoside phosphorylase (NP), mRNA 
/Cds=(1 09,978) 

Niemann-Pick disease, type C1 
(NPC1), mRNA /cds=(1 23,3959) 

pyruvate dehydrogenase (lipoamide) 
alpha 1 (PDHA1), mRNA 
/cds=(1 05,1 277) 

phosphoglycerate kinase 1 (PGK1), 
mRNA /cds={79, 1 332) 

phosphorylase kinase, gamma 2 
(testis) (PHKG2), mRNA 
/cds=<93,1313) 

paraoxonase 2 (PON2), mRNA 
/cds=(32,1096) 

palmitoyl-protein thioesterase 1 (ceroid- 
lipofuscinosis, neuronal 1, infantile) 
(PPT1), mRNA /cds=(1 3,933) 



1928 Table 3A HsJ4621 NM_000311 4505112 prion protein (p27-30) (Creutzfeld- 

Jakob disease, Gerstmann-Strausler- 
Scheinker syndrome, fatal familial 
insomnia) (PRNP), mRNA 
/cds=(49,810) 

1929 Table 3A Hs.288986 NMJD00344 1 3259515 survival of motor neuron 1, telomeric 

(SMN1), transcript variant d, mRNA 
/cds=(1 63,1 047) 
4557852 SRY (sex determining region Y)-box 9 
(campomelic dysplasia, autosomal sex- 
reversal) (SOX9) 

1931 Table 3A Hs.118787 NM_000358 4507466 transforming growth factor, beta- 
induced, 68kD (TGFBl), mRNA 
/cds=(47 l 2098) 
4507482 Thrombomodulin 



Hs.2316 NM 000346 



1932 literature Hs.2030 NMJ300361 

1933 Table 3A Hs.83848 NMJ300365 4507644 

1934 db mining Hs.123078 NM_000369 4507700 

1935 literature Hs.75593 NMJD00375 4557872 

1936 db mining Hs.2157 NM_000377 4507908 

1937 Table 3A Hs.250 NMJ300379 9257259 

1938 literature Hs.1 92803 NM_O003B0 4507936 

1939 Table 3A Hs.179665 NMJ>00389 11385202 

1940 Table 3A Hs.83942 NM_000396 4503150 



triosephosphate Isomerase 1 (TPI1), 
mRNA/cds=(34,783) 
thyroid stimulating hormone receptor 
(TSHR), mRNA /cds=(1 00,2394) 
uroporphyrinogen III synthase 
(congenital erythropoietic porphyria) 
(UROS), mRNA /cds=(1 96,993) 
Wiskott-Aldrich syndrome (eczema- 
thrombocytopenia) (WAS), mRNA 
/cds=(34,1542) 

xanthene dehydrogenase (XDH), 
mRNA /cds=(81 ,4082) 
xeroderma pigmentosum, 
complementation group A (XPA), 
mRNA/cds=(26,847) 
cyclin-dependent kinase inhibitor 1A 
(p21.Cip1)(CDKN1A), mRNA 
/cds=(75,569) 

cathepsin K (pycnodysostosis) (CTSK), 
mRNA/cds=(129,1H8) 
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TATTGGAGGACTCCCTCCCAGCTTTG 
GAAGGGTCATCCGCGTGTGTGTGT 

ATACAAAGCAAACAAACTCAAGTTAT 
GTCATACCTTTGGATACGAAGACC 

ATCTACCCTCCGATTGTTCCTGAACC 
GATGAGAAATAAAGTTTCTGTTGA 
CATGGAGACTTGAGGAGGGCTTGAG 
GTTGGTGAGGTTAGGTGCGTGTTTC 



GCCCAAAGAAGCAAGGAACCAAATTT 
AAGACTCTCGCATCTTCCCAACCC 

CCGGAGTCTGGGATTCATCCCGTCAT 

TTCTTTCAATAAATAATTATTGGA 

GCAATGGCAGCCTTGGCAAACGCTA 

AATGAAAATCGTGACAACACTTGTG 

AGTGTTGGTAGCACTTAAGACTTATA 

CTTGCCTTCTGATAGTATTCCTTT 

AACTGAGGACTGTTTGCAATTGACAT 
AGGCAATAATAAGTGATGTGCTGA 

GGGCTCAGTTCTGCCTTATCTAAATC 

ACCAGAGACCAAACAAGGACTAAT 

GGCATGAAATGAGGGACAAAGAAAG 

CATCTCGTAGGTGTGTCTACTGGGT 

TCTTGGAAACTTCCATTAAGTGTGTA 

GATTGAGCAGGTAGTAATTGCATG 

ACTACTCAGCATG GAAACAAGATGAA 
ATTCCATTTGTAGGTAGTGAGACA 
CACTAATGATCCTGCTACCCTCTTGA 
AGACCAGCCCGGTACCTCTCTCCC 

GTGACCTCACTTCTGGCACTGTGACT 
ACTATGGCTGTTTAGAACTACTGA 
AAGCCTTATTCTTCAACTAAAAGATGA 
GGATTAAGAGCAAGAAGTTGGGG 



G C ACTGAATC GTTTC ATGTAAG AATC 
CAAAGTGGACACCATTAACAGGTC 



1 GGTGCTCACATTCCTTAAATTAAGGA 
GAAATGCTGGCATAGAGCAGCACT 

1 CTTTTGTTCTCTCCGTGAAACTTACCT 
TTCCCTTTTTCTTTCTC i I I I I I 

1 TGGTATGTAGAGCTTAGATTTCCCTA 
TTGTGACAGAGCCATGGTGTGTTT 

1 TGGAGATAATCTAGAACACAGGCAAA 

ATCCTTGCTTATGACATCACTTGT 
1 GTGCCTCTGTGCTGTGTATGTGAACC 

ACCCATGTGAGGGAATAAACCTAG 
1 TGCAAACGGTTTTGTAAGTTAACACT 

ACACTACTCACAATGGTAGGGGAA 
1 CCTGTGCCCAGCAG GAAGGAAGTCA 

AATAAACCACACTGACTACCTGTGC 

1 CCCAACAATCCCAAGGCCCTTTTTAT 
ACAAAAATTCTCAGTTCTCTTCAC 

1 TGTCTGTTTTAATCATGTATCTGGAAT 
AGGGTCGGGAAGGGTTTGTGCTA 

1 CACGATGGTGGAAACAGTGGGGAAC 
TACTGCTGGAAAAAGCCCTAATAGC 

1 CCCTGGAGGCACTGAAGTGCTTAGT 
GTACTTGGAGTATTGGGGTCTGACC 

1 ACAAGTTTACATGATAAAAAGAAATGT 
GATTTGTCTTCCCTTCTTTGCAC 
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Table 8 



1941 


Table 3A 


Hs.88974 


NMJD00397 


6996020 


1942 


Table 3A 


Hs.1 395 


NM_000399 


9845523 


1943 


Table 3A 


Hs.180866 


NM_000416 


4557879 


1944 


Table 3A 


HS.1724 


NM_000417 


4557666 


1945 


Table 3A 


Hs.75545 


NMJJ00418 


4557668 


1946 


Table 3A 


Hs.785 


NM_000419 


6006009 


1947 


Table 3A 


Hs.77318 


NM_000430 


6031206 


1948 


I oUlc sin 


Hs.949 


NM 0D0433 


4557786 


1949 


Table 3A 


Hs.78146 


NM_000442 


4505705 


1950 


db mining 


Hs.166891 


NM_000449 


4557842 


1951 


Table 3A 


Hs.75428 


NM_000454 


4507148 


1952 


Table 3A 


Hs.83918 


NMJD0Q48O 


4502078 


1953 


Table 3A 


Hs.88251 


NM_000487 


7262293 


1954 


Table 3A 


HS.663 


NM_000492 


6995995 


1955 


Table 3A 


Hs.273385 


NMJJ00516 


8659565 


1956 


Table 3A 


Hs. 155376 


NM_000518 


13788565 


1957 


Table 3A 


Hs.1 19403 


NM_000520 


13128865 


1958 


Table 3A 


HS.51043 


NM_00G521 


13128866 


1959 


literature 


Hs.1 11749 


NMJJ00534 


11496979 


1960 


literature 


Hs.177548 


NMJW0535 


.11125773 


1961 


db mining 


Hs.301461 


NMJ300538 


4506500 


1962 


literature 


Hs 1 50477 


NM 000553 


5739523 


1963 


Table 3A 


Hs.82212 


NM_000560 


10834971 


1964 


Table 3A 


Hs.77424 


NMJ300 5 66 


10835132 


1965 


literature 


Hs.334687 


NMJJ00569 


12056966 


1966 


Table 3A 


Hs.1 369 


NMJJ00574 


10835142 


1967 


Table 3A 


Hs.1722 


NMJ300575 


13236493 


1968 


Table 3A 


Hs.126256 


NM_000576 


10835144 


1969 


literature 


Hs.54443 


NMJ300 5 79 


4502638 



cytochrome b-245, beta polypeptide 
(chronic granulomatous disease) 
(CYBB), mRNA/cds=(14,1726) 

early growth response 2 (Krox-20 
(Drosophiia) homolog) (EGR2), mRNA 
/Cds=(338,1768) 

interferon gamma receptor 1 (1FNGR1), 
mRNA /cds=(43, 1512) 

interteukin 2 receptor, alpha (IL2RA), 
mRNA /cds=(1 59,977) 

mterleukin 4 receptor (IL4R), mRNA 
/cds=(175,2652) 

integrin, alpha 2b (platelet glycoprotein 
lib of llb/ltla complex, antigen CD41B) 
(ITGA2B), mRNA/cds=(32,3151) 

platelet-activating factor 
acetylhydrolase, isoform lb, alpha 
subunit (45kD) (PAFAH1B1), mRNA 
/cds=(555,1787) 

neutrophil cytosolic factor 2 (65kD, 
chronic granulomatous disease, 
autosomal 2) (NCF2), mRNA 
/cds=(67,1647) 

platelet/endothelial cell adhesion 
molecule (CD31 antigen) (PECAM1), 
mRNA/cds=(141,2357) 

regulatory factor X, 5 (influences HLA 
class II expression) (RFX5), mRNA 
/cds=(161,2011) 

superoxide dismutase 1 , soluble 
(amyotrophic lateral sclerosis 1 (adu!!)) 
(SOD1), mRNA/cds={0,464) 

adenosine monophosphate deaminase 
(isoform E) (AMPD3), mRNA 
/CdS=(344,2674) 

arylsulfatase A (ARSA), mRNA 
/cds=(375,1B98) 

cystic fibrosis transmembrane 
conductance regulator, ATP-binding 
cassette (sub-family C, member 7) 
(CFTR), mRNA /cds=(1 32,4574) 

guanine nucleotide binding protein (G 
protein), alpha stimulating activity 
polypeptide 1 (GNAS1), mRNA 
/cds=(68,1252) 

hemoglobin, beta (HBB), mRNA 
/cds=(50,493) 

hexosaminidase A (alpha polypeptide) 
(HEXA), mRNA/cdS=(26,1615) 

hexosaminidase B (beta polypeptide) 
(HEXB), mRNA/cds-(75 t 1745) 

postmeiotic segregation Increased (S. 
cerevisiae) 1 (PMS1), mRNA 
/cds=(80,2878) 

postmeiotic segregation increased (S. 
cerevisiae) 2 (PMS2), mRNA 
/cds=(24,2612) 

601845227F1 cDNA, 5* end 
/clone=lMAGE:4070407 /c!one_end=5' 

Werner syndrome (WRN), mRNA 
/cds={231,4529) 

CD53 antigen (CD53). mRNA 
/Cds=(93,752) 

Fc fragment of IgG, high affinity la, 
receptor for (CD64) (FCGR1A), mRNA 
/cds=(0,1124) 

Fc fragment of IgG, low affinity Ilia, 
receptor for (CD16) (FCGR3A), mRNA 
/Cds=(33,797) 

decay accelerating factor for 
complement (CD55, Cromer blood 
group system) (DAF), mRNA 
/cds=(65,12t0) 

interleukin 1, alpha (IL1A), mRNA 
/cds=(36,85l) 

interleukin 1, beta (IL1B), mRNA 
/Cds=(86,895) 

chemokine (C-C motif) receptor 5 
(CCR5), mRNA/cds^(357,1415) 



TTGTATGTGAATAATTCTAGCGGGGG 
ACCTGGGAGATAATTCTACGGGGA 

ATCTATTCTAACGCAAAACCACTAACT 
GAAGTTCAGATATAATGGATGGT 

GTAACGGAACATATCCAGTACTCCTG 

GTTCCTAGGTGAGCAGGTGATGCC 

ACTAATTTGATGTTTACAGGTGGACA 

CACAAGGTGCAAATCAATGCGTAC 

TGTGTGTTTTAGTTTCATCACCTGTTA 

TCTGTGTTTGCTGAGGAGAGTGG 

TTGGAGCTGTTCCATTGGGTCCTCTT 

GGTGTCGTTTCCCTCCCAACAGAG 



ATTTGTTGCTCTCAGACTGTGTAAAA 
CAAAATTTATTCATGTTTTCTGCA 



CTGAACCATTACTGTAATTGGCTCTT 
AAGGCTTGAAGTAACCTTATAGGT 



GCTAAGCTGCCGGTTCTTAAATCCAT 
CCTGCTAAGTTAATGTTGGGTAGA 

TGTAACCAATAAATCTGTAGTGACCT 
TACCTGTATTCCCTGTGCTATCCT 

ACATTCCCTTGGATGTAGTCTGAGGC 
CCCTTAACTCATCTGTTATCCTGC 

ATTTCTCCCTTATCTACTGTGATGACT 
TCAGAAGATACAATGGTCCCAGG 

TGTCTGGAGGGGGTTTGTGCCTGATA 
ACGTAATAACACCAGTGGAGACTT 
ACACTGCCTTCTCAACTCCAAACTGA 
CTCTTAAGAAGACTGCATTATATT 



AGATGTTCCAAATTTAGAAAGCTTAA 
GGCGGCCTACAGAAAAAGGAAAAA 



AAGTCCAACTACTAAACTGGGGGATA 
TTATGAAGGGCCTTGAGCATCTGG 
ATCCACCTCCCTCCCCTAGAGCTATT 
CTCCTTTG GGTTTCTTG CTG CTG C 

AAAAGGCCACAGCAATCTGTACTACA 
ATCAACTTTATTTTGAAATCATGT 
GATTAGTTACCATTGAAATTGGTTCT 
GTCATAAAACAGCATGAGTCTGGT 

AAAAATACACATCACACCCATTTAAAA 
GTGATCTTGAGAACCTTTTCAAA 

ACAGCAACAGCTATTAAATCAGCAAG 
TTTTGGAGCAAAGACAACAGCAGT 

TGACCAGGGCAGTGAAAATGAAACC 

GCATTTTGGGTGCCATTAAATAGGG 

CAATTTCTTTATTAGAGGGCCTTATTG 

ATGTGTTCTAAGTCTTTCCAGAA 

AGAGCTGAAATGTCAGGAACAAAAAG 

AAGAACAGCTGCAGGAAGGGGTGC 

GGTAATAAGAGCAGTAGCAGCAGCAT 
CTCTGAACATTTCTCTGGATTTGC 

AGAGTTTGGAAAAAGCCTGTGAAAGG 
TGTCTTCTTTGACTTAATGTCTTT 



GTATGGTAGATTCAAATGAACCACTG 

AAAAGGCATTTAGTTTCTTGTCCC 

AGCTATGGAATCAATTCAATTTGGAC 

TGGTGTGCTCTCTTTAAATCAAGT 

GCTCTTAAGTTGTGGAGAGTGCAACA 

GTAGCATAGGACCCTACCCTCTGG 
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1970 Table 3A Hs.313 NM_O0O582 4759165 secreted phosphoprotein 1 

(osteopontin, bone sialoprotetn I, early T- 
lymphocyte activation 1) (SPP1), mRNA 
/Cds={87,989) 
10834977 interteukin 8 (IL8), mRNA 

/cds=(74,373) 
10835152 interteukin 15 (IL15), mRNA 

/cds=<31 6,804) 
1 0B351 48 interteukin 2 (IL2), mRNA 

/cds=(47,517) 
4504656 interleukin 3 (colony-stimulating factor, 
multiple) (IL3), mRNA/cds=(9 t 467) 



1971 Table 3A 

1972 Table 3A 

1973 Table 3A 

1974 Table 3A 



1975 literature 

1976 Table 3A 

1977 Table 3A 

1978 Table 3A 

1979 Table 3A 

1980 Table 3A 

1981 Table 3A 



1986 Table 3A 

1987 Table 3A 

1988 Table 3A 

1989 Table 3A 

1990 db mining 

1991 Table 3A 

1992 db mining 

1993 Table 3A 

1994 literature 



1995 Table 3A 

1996 Table 3A 

1997 Table 3A 

1998 Table 3A 



Hs.624 NM_000584 

Hs.168132 NMJKJ0585 

Hs.89679 NMJ300586 

Hs.694 NM 000558 



Hs.73917 NM_000589 4504658 

Hs.75627 NM_000591 4557416 

Hs. 1581 64 NM_000593 9665247 

Hs.241570 NM_000594 10835154 

Hs.119663 NM_000611 10835164 



Hs.856 ■ NMJ>00619 
Hs.172631 NM 000632 



1982 Table 3A Hs.194778 NM_000634 

1983 Table 3A Hs.318885 NM_000636 



10835170 
6006013 

4504680 
10835186 



1984 Table 3A Hs.2007 NM 000639 4557328 



1985 Table 3A Hs.82848 NM 000655 5713320 



Hs.1103 NM.000660 10863872 

Hs.1 57850 NMJJQ0661 4506664 

Hs.89499 NMJJ00698 4502056 

Hs78225 NM_000700. 4502100 

Hs.89485 NM_000717 9951925 

Hs.97087 NM_000734 4557430 

Hs.28408 NMJ300752 4505032 

Hs.2175 NMJ>00760 4503080 

Hs.82568 NM 000784 13904863 



Hs.709 NMJ300788 4503268 

Hs.1 50403 NMJ30O790 4503280 

Hs.83765 NM_000791 7262376 

HS.179661 NM 000801 4503724 



interleukin 4 (JL4), mRNA 
/cds=(65 ? 526) 

CD1 4 antigen (CD14), mRNA 
/cds=(119,1246) 

transporter 1 , ATP-binding cassette, 
sub-family B (MDR/TAP) (TAP1), 
mRNA/cds=(30,2456) 
tumor necrosis factor (TNF 
superfamlly, member 2) (TNF), mRNA 
/cds=(85,786) 

CD59 antigen p18-20 (antigen 
identified by monoclonal antibodies 
16.3A5, EJ16, EJ30, EL32 and G344) 
(CD59), mRNA/cds=(29,415) 
interferon, gamma (IFNG), mRNA 
/cds=(1 08,608) 

integrin, alpha M (complement 
component receptor 3, alpha; also 
known as CD11b (p170), macrophage 
antigen alpha polypeptide) (ITGAM), 
mRNA/cds=(75,3533) 

interleukin 8 receptor, alpha (IL8RA), 
mRNA/cds=(100 ( 1152) 

superoxide dismutase 2, mitochondrial 
(SOD2), mRNA/cds=(4,672) 

tumor necrosis factor (ligand) 
superfamily, member 6 (TNFSF6), 
mRNA /cds=(1 57,1 002) 
selectin L (lymphocyte adhesion 
molecule 1) (SELL), mRNA 
/cds=(88,1206) 

transforming growth factor, beta 1 
(TGFB1), mRNA/cds=(841,2016) 
Homo sapiens, clone MGC:1 5545 
IMAGE:3050745, mRNA, complete cds 
/cds=(1 045,1623) 

arachidonate 5-lipoxygenase (ALOX5), 
mRNA/cds=(44,2068) 
annexinAI (ANXA1), mRNA 
/cds={74,1114) 

carbonic anhydrase IV (CA4), mRNA 
/cds=(46,984) 

CD3Z antigen, zeta polypeptide (TiT3 
complex) (CD3Z), mRNA 
/cds=(1 78,669) 

leukotriene b4 receptor (chemokine 
receptor-like 1) (LTB4R), mRNA 
/cds=(1717,2775) 

colony stimulating factor 3 receptor 
(granulocyte) (CSF3R), mRNA 
/cds=(169,2679) 

cytochrome P450, subfamily XXVIIA 
(steroid 27-hydroxylase, 
cerebrotendinous xanthomatosis), 
polypeptide 1 (CYP27A1), mitochondrial 
protein encoded by nuclear gene, 
mRNA /Cds=(201, 1796) 
deoxycyttdine kinase (DCK) r mRNA 
/cds=(159,941) 

dopa decarboxylase (aromatic L-amino 
acid decarboxylase) (DDC), mRNA 
/cds=(69 r 15H) 

dihydrofolate reductase (DHFR), 
mRNA /cds=(479,1042) 

Homo sapiens, tubulin, beta 5, clone 
MGC:4029 IMAGE:3617988, mRNA, 
complete cds /cds=(1 705, 3039) 



PCT/US01/47856 



1 GAATTTGGTGGTGTCAATTGCTTATTT 
GTTTTCCCACGGTTGTCCAGCAA 



1 AAAACAGCCAAAACTCCACAGTCAAT 

ATTAGTAATTTCTTGCTG GTTGAA 
1 TAGCATTTGTTTAAGG GTG ATAGTCA 

AATTATGTATTGGTGGGGCTGGGT 
1 GCAGATGAGACAGCAACCATTGTAGA 

ATTTCTGAACAGATGGATTACCTT 
1 TCTAATTTCTGAAATGTGCAGCTCCC 

ATTTGGCCTTGTGCGGTTGTGTTC 

1 ACCAGAGTACGTTGGAAAACTTCTTG 
GAAAGGCTAAAGACGATCATGAGA 

1 TGAGGACTTTTCGACCAATTCAACCC 
TTTGCCCCACCTTTATTAAAATCT 

1 GCTGGCCCATAAACACCCTGTAGGTT 
CTTGATATTTATAATAAAATTGGT 

1 CCCAGGGAGTTGTGTCTGTAATCGG 
CCTACTATTCAGTGGCGAGAAATAA 

1 TGATCTTGGCTGTATTTAATGGCATA 
GGCTGACTTTTGCAGATGGAGGAA 



TTGTTGACAACTGTGACTGTACCCAA 
ATG G AAAGTAACTC ATTTGTTAAA 
GTCAAGATTGTGTTTTGAGGTTTCCT 
TCAGACAGATTCCAGGCGATGTGC 



1 TCACCAGTCCCTCCCCAAATGCTTTC 
CATGAGTTGCAG I I I 1 1 ICCTAGT 

1 TACTTTGGGGACTTGTAGGGATGCCT. 
TTCTAGTCCTATTCTATTGCAGTT 

1 CCATCGGTGAAACTAACAGATAAGCA 
AGAGAGATGTTTTGGGGACTCATT 

1 AGCTCCTCTTCCTGGCTTCTTACTGA 
AAGGTTACCCTGTAACATGCAATT 

1 CACCAGGAACCTGCTTTAGTGGGGG 
ATAGTGAAGAAGACAATAAAAGATA 

1 GGCTACAGAAAGAAGATGCCAGATG 
ACACTTAAGACCTACTTGTGATATT 

1 GCATTTCCACACCAAGCAGCAACAGC 

AAATCACGACCACTGATAGATGTC 
1 TC C C C AAACCATAAAACC CTATA CAA 

GTTGTTCTAGTAACAATACATGAG 
1 GCTTCCGGTCCTTAGCCTTCCCAGGT 

GGGACTTTAGGCATGATTAAAATA 
1 TGCTATTGCCTTCCTATTTTGCATAAT 

AAATGCTTCAGTGAAAATGCAGC 

1 GGAAGAAGAGGGAGAGATGGAGCAA 
AGTGAGGGCCGAGTGAGAGCGTGCT 

1 ATCCAGCCCCACCCAATGGCCTTTTG 
TGCTTGTTTCCTATAACTTCAGTA 

1 CTCAGCTAAAAGGCCACCCCTTTATC 
GCATTGCTGTCCTTGGGTAGAATA 



ACCTTATGAACTACAGTGGAGCTACA 
CTCATTGAAATGTAATTTCAGTTC 
TCCAGGGCAATCAATGTTCACGCAAC 
TTGAAATTATATCTGTGGTCTTCA 

GCCAGATTTGGGGCATTTGGAAAGAA 
GTTCATTGAAGATAAAGCAAAAGT 
CTGCACCCTTCCCCCAGCACCATTTA 
TGAGTCTCAAGTTTTATTATTGCA 



389 



WO 02/057414 



1999 


Table 3A 


Hs.324784 


NMJ10DB17 


2000 


Table 3A 


Hs.11899 


NM_000859 


2001 


literature 


Hs.1570 


NM_000861 


2002 


Table 3A 


Hs.83733 


NMJD00873 






Hs.82112 


NM_000877 


2004 


Table 3A 


Hs.75596 


NM_000878 


2005 


Table 3A 


Hs.2247 


NM_000879 


2006 


db mining 


Hs.72927 


NMJ)00880 






Hs.673 


MM 000882 


2003 


Table 3A 


Hs.75432 


NMJ300884 


2009 


Table 3A 


Hs.40034 


NM_000885 


2010 


Table 3A 


Hs.51077 


NMJJ00887 


2011 


Table 3A 


Hs.1741 


NMJ300889 


£U 1 £ 


I aUIC w/A 


Hs 81118 


NM 000895 


2013 


literature 


Hs.456 


NM.000897 


2014 


Table 3A 


Hs.171880 


NMJJ00937 






He 183842 
rid. i (wott 


NM 00Q942 


2016 


Table 3A 


Hs.74519 


NMJJ00947 


2017 


Table 3A 


Hs.1 99248 


NMJJ00958 


2018 


Table 3A 


Hs.1 99248 


NM_00Q958 


2019 


Table 3A 


Hs.250505 


NMJ)00964 


2020 


Table 3A 


Hs.1 19598 


NM_000967 


2021 


Table 3A 


Hs.1741 31 


NMJ>00970 




Tahlo "*A 
1 eUJI" On 


Hs.1 53 


NM 000971 


2023 


Table 3A 


Hs.99853 


NMJJ00972 


2024 


Table 3A 


HS.178551 


NM_000973 


2025 


Table 3A 


Hs.179943 


NMJJ00975 


2026 


Table 3A 


Hs.1 80342 


NM_000977 


2027 


Table 3A 


Hs.234518 


NMJD00978 




1 ciUlc OA 


75458 


NM 000979 


2029 


Table 3A 


HS.272822 


NM_000981 


2030 


Table 3A 


Hs.1 84108 


NMJD00982 


2031 


Table 3A 


Hs.326249 


NMJ300983 


2032 


Table 3A 


Hs.326249 


NMJ0OO983 



Table 8 

4503872 glutamate decarboxylase 1 (brain, 

67kD) (GAD1), transcript variant 

GAD67, mRNA/cds=<550,2334) 
4557642 3-hydroxy-3-methylglutaryI-Co enzyme 

A reductase (HMGCR), mRNA 

/cds=(50,2716) 
13435403 histamine receptor H1 (HRH1), mRNA 

/cds=(178,1641) 
10433041 cDNA FLJ11724 fis r clone 

HEMBA1005331 /cds=UNKNOWN 
4504658 interieukin 1 receptor, type I (IL1 R1), 

mRNA/cds=(82,1791) 
4504664 interieukin 2 receptor, beta (IL2RB), 

mRNA /cds={1 31 ,1786) 
4504670 interieukin 5 (colony-stimulating factor, 

eosinophil) (IL5), mRNA /cds=(44,448) 

4504676 interieukin 7 (IL7), mRNA 

/cds=(384,917) 
4504638 interieukin 1 2A (natural killer cell 

stimulatory factor 1, cytotoxic 

lymphocyte maturation factor 1, p35) 

(IL12A), mRNA /cds=(1 69,828) 
4504688 IMP (inosine monophosphate) 

dehydrogenase 2 (1MPDH2), mRNA 

/cds=(47,1591) 
6006032 integrin, alpha 4 (antigen CD49D, 

alpha 4 subunit of VLA-4 receptor) 

(ITGA4), mRNA /Cds=(1 151 ,4267) 
6006014 integrin, alpha X (antigen CD11C 

(p150), alpha polypeptide) (ITGAX), 

mRNA/cds=(58,3549) 
4504776 integrin, beta 7 (ITGB7), mRNA 

/cds=(151,2547) 
4505028 leukotriene A4 hydrolase (LTA4H), 

mRNA /cds=(68,1 903) 
4505040 leukotriene C4 synthase (LTC4S), 

mRNA/cds=(96,548) 
14589948 polymerase (RNA) !l (DNA directed) 

polypeptide A (220kD) (POLR2A), 

mRNA/cds=(386,6298) 
4758949 ubiquitin B (UBB), mRNA 

/cds=(94,783) 
4506052 primase, polypeptide 2A (58kD) 

(PRIM2A), mRNA/cdS=(87,l616) 
4506258 prostaglandin E receptor 4 (subtype 

EP4) (PTGER4), mRNA 

/cds=(388,1854) 
4506258 prostaglandin E receptor 4 (subtype 

EP4) (PTGER4), mRNA 

/CdS=(388,1854) 
450641 8 retinorc add receptor, alpha (RARA), 

mRNA/cds=(102 t 1490) 
4506648 ribosomal protein L3 (RPL3), mRNA 

/cds=(6,1217) 
4506656 ribosomal protein L6 (RPL6), mRNA 

/cds=(26,892) 
4506658 ribosomal protein L7 (RPL7), mRNA 

/cds=(1 0,756) 
4508660 ribosomal protein L7a (RPL7A), mRNA 

/cds=(31,831) 
4506662 ribosomal protein L8 (RPL8), mRNA 

/cds=(43,816) 

4506594 ribosomal protein L11 (RPL11), mRNA 

/cds=(0,536) 
4506598 ribosomal protein L1 3 (RPL1 3), mRNA 

/cds=(51,686) 
14591907 ribosomal protein L23 (RPL23) 

4506606 ribosomal protein L1 8 (RPL1 8), mRNA 

/cds=(1 5,581) 
4506608 RuvB (E coli homoJog)-like 1 

(RUVBL1), mRNA /cds=(76,1446) 
4506610 ribosomal protein L21 (gene or 

pseudogene) (RPL21), mRNA 

/cds-(33,515) 
4506612 ribosomal protein L22 (RPL22), mRNA 

/cds=(51 r 437) 
4506612 ribosomal protein L22 (RPL22), mRNA 

/cds=(51,437) 



PCT/US01/47856 



TTTTGAAGAAGGGAAATTCACACTGT 
GCGTTTTGAGTATGCAAGAAGAAT 

TGTTGTGACTTTTTAGCCAGTGACTTT 
TTCTGAGCTTTTCATGGAAGTGG 

ACTTCACACAGACAAGTGGCTAAGTG 

TCCATTATTTACCTTGAACAATCA 

AGAGCCAACTGGAAAGATATAAAAGT 

TTGGGTCTGTCTCCTCTCCTTCAG 

ATTAAAGCACCAAATTCATGTACAGC 

ATGCATCACGGATCAATAGACTGT 

ATGGAAATTGTATTTGCCTTCTCCACT 

TTGGGAGGCTCCCACTTCTTGGG 

TCAGAGGGAAAGTAAATATTTCAGGC 

ATACTGACACTTTGCCAGAAAGCA 

GTGTAACACAGTGCCTTCAATAAATG 
GTATAGCAAATGTTTTGACATGAA 
TGGGACTATTACATCCACATGATACC 
TCTGATCAAGTATTTTTGACATTT 



CATTCGTATGAGAAGCGGCTTTTCTG 
AAAAGGGATCCAGCACACCTCCTC 

CTTCAGACTGAACATGTACACTGGTT 
TGAGCTTAGTGAAATGACTTCCGG 

TTTAAATGTTTGTGTTAATACACATTA 
AAACATCGCACAAAAACGATGCA 

GCAACCTTGCATCCATCTGGGCTACC 

CCACCCAAGTATACAATAAAGTCT 

TGCTGGTGGGGAAAGACTTAAAAGTG 

GATTAAAGACCTGCGTATTGATGA 

AGGGGCGCTCGCTTCCGCATCCTAG 

TCTCTATCATTAAAGTTCTAGTGAC 

AGCTGATCCTCGGGAAGAACAAAGCT 

AAAGCTGCCTTTTGTCTGTTATTT 

CACAGGCCCATGGACTCACTTTTGTA 

ACAAACTCCTACCAACACTGACCA 

AGGAGGAGTTTCTATTAAAATCTGTC 

ACTTGAGTGATGTCATTTAAGTCC 

CCTGTGCAATAGACACATACATGTCA 

CATTTAGCTGTGCTCAGAAGGGCT 

CCTGTGCAATAGACACATACATGTCA 
CATTTAGCTGTGCTCAGAAGGGCT 

TGCACCTGTTACTGTTGGGCTTTCCA 

CTGAGATCTACTGGATAAAGAATA 

AAGAAGGAGCTTAATGCCAGGAACA 

GATTTTGCAGTTGGTGGGGTCTCAA 

AGGGCTACCTGCGATCTGTGTTTGCT 

CTGACGAATGGAATTTATCCTCAC 

CCATGATTATTTTTCTAAGCTGGTTG 

GTTAATAAACAGTACCTGCTCTCA 

AAAG GCTAAAGAACTTG CC ACTAAAC 

TGGGTTAAATGTACACTGTTGAGT 

GGAACCAAGACTGTGCAGGAGAAAG 

AGAACTAGTGCTGAGGGCCTCAATA 

TGGTTCCAGCAGAAGTATGATGGGAT 

CATCCTTCCTGGCAAATAAATTCC 

TTGGTTGTTTGGTTAGTGACTGATGT 

AAAACGGTTTTCTTGTGGGGAGGT 

ATGCTGGCAGCATTGCATGATTCTCC 

AGTATATTTGTAAAAAATAAAAAA 

CGGGCCAGCCGAGGCTACAAAAACT 

AACCCTGGATCCTACTCTCTTATTA 

ACCTCCCACTTTGTCTGTACATACTG 

GC CTCTGTG ATTACATAG ATCAG C 

TTCAACTAAAGCGCCACCTGCTCCAC 

CCAGAGAAGCACACTTTGTGAGAA 

TTGGAAATCATAGTCAAAGGGCTTCC 
TTGGTTCGCCACTCATTTATTTGT 
TTGGAAATCATAGTCAAAGGGCTTCC 
TTGGTTCGCCACTCATTTATTTGT 
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2033 


Table 3A 


Hs. 184776 


NM_000984 


4506614 


ribosomal protein L23a (RPL23A), 
mRNA/cds=(23,493) 


2034 


Table 3A 


Hs.82202 


NMJW0985 


14591906 


ribosomal protein L17 (RPL17), mRNA 
/cds=(2B6,840) 


2035 


Table 3A 


Hs.1 84582 


NM_000986 


4506618 


ribosomal protein L24 (RPL24), mRNA 
/cds=(39,512) 


2036 


Table 3A 


Hs. 192760 


NMJJ00987 


4506620 


kinesin family member 5A (KIF5A), 
mRNA/cds=(148,3246) 


2037 


Table 3A 


Hs.111611 


NMJJ00988 


4506622 


ribosomal protein L27 (RPL27), mRNA 
/cds={1 7,427) 


2038 


Table 3A 


Hs.76064 


NMJ500990 


14141189 


ribosomal protein L27a (RPL27A), 
mRNA /cds=(22,468) 


2039 


Table 3A 


HS.184014 


NM_000993 


4506632 


ribosomal protein L31 (RPL31), mRNA 
/cds=(7,384) 


2040 


Table 3A 


Hs. 169793 


NMJW0994 


4506634 


ribosomal protein L32 (RPL32), mRNA 
/cds=(34,441) 


2041 


Table 3A 


Hs.289093 


NMJ300996 


4506638 


cDNA FLJ11509fis, clone 
HEMBA1002166 /cds=UNKNOWN 


2042 


Table 3A 


Hs.179779 


NM_000997 


4506640 


ribosomal protein L37 (RPL37), mRNA 
/cds=(28,321) 


2043 


Table 3A 


Hs.5566 


NM_000998 


4506642 


ribosomal protein L37a (RPL37A), 
mRNA /cds=(1 7,295) 


2044 


Table 3A 


Hs.300141 


NMJMJ1000 


4506646 


cDNA FLJ14163fis, clone 
NT2RP1000409 /cds=UNKNOWN 


2045 


Table 3A 


Hs.119500 


NM_0010D4 


4505670 


ribosomal protein, large P2 (RPLP2), 
mRNA/cds=(74,421) 



2046 


Table 3A 


Hs. 1551 01 


NM_D01006 


4506722 


mRNA for KIAA1578 pro!efn, partial 
cds/cds=(0,3608) 


2047 


Table 3A 


Hs. 180911 


NM_001008 


4506726 


ribosomal protein S4, Y-linked 
(RPS4Y), mRNA /cds=(1 2,803) 


2048 


Table 3A 


Hs.76194 


NM_OO10O9 


13904869 


ribosomal protein S5 (RPS5), mRNA 
/Cds=(53,667) 


2049 


Table 3A 


Hs.301547 


NM.001011 


4506740 


ribosomal protein S7 (RPS7), mRNA 
/cds=(81 f 665) 


2050 


Table 3A 


Hs. 182740 


NM_001015 


14277698 


ribosomal protein S1 1 (RPS11), mRNA 
/Cds=(33,509) 


2051 


Table 3A 


Hs. 165590 


NM_001017 


14591910 


ribosomal protein S13 (RPS13), mRNA 
/cds=(32,487) 


2052 


Table 3A 


Hs.80617 


NM_001020 


14591912 


ribosomal protein S16 (RPS16), mRNA 
/cds=(52,492) 


2053 


Table 3A 


Hs.5174 


NM_001021 


14591913 


ribosomal protein S17 (RPS17), mRNA 
/cds=(25,432) 


2054 


Table 3A 


. Hs.298262 


NMJHJ1022 


14591914 


ribosomal protein S19 (RPS19), mRNA 
/cds=(69,506) 


2055 


Table 3A 


Hs.1 82979 


NM_001024 


14670385 


cDNA: FLJ22838 fis, clone KAIA4494, 



highly similar to HUML1 2A ribosomal 
protein L12 mRNA /cds=UNKNOWN 

2056 Table 3A Hs.182979 NMJ01024 14670365 cDNA: FLJ22838 fis, clone KAIA4494, 

highly similar to HUML12A ribosomal 
protein L12 mRNA /cds=UNKNOWN 

2057 Table 3A Hs.251664 NMJ301025 14790142 DNA for insulin-like growth factor II 

(IGF-2); exon 7 and additional ORF 
/cds=(0,233) 

2058 Table 3A Hs.180450 NMJJ01026 14916502 ribosomal protein S24 (RPS24), 

transcript variant 1, mRNA 
/cds=(37,429) 

2059 Table 3A Hs.113029 NM_001028 14591916 ribosomal protein S25 (RPS25), mRNA 

/cds=(63,440) 

2060 Table 3A Hs.539 NMJJ01032 13904868 ribosomal protein S29 (RPS29), mRNA 

/cds=(30,200) 

2061 Table 3A Hs.2934 NMJ301033 4506748 ribonucleotide reductase M1 

polypeptide (RRM1), mRNA 
/Cds=(1 87,2565) 

2062 Table 3A Hs.172129 NM_001046 4506974 cDNA: FLJ21409 fis, clone COL03924 

/cds=UNKNOWN 

2063 Table 3A Hs.256278 NM_001O66 4507576 tumor necrosis factor receptor 

superfamily, member 1B (TNFRSF1B), 
mRNA /cds=(89,1474) 

2064 literature Hs.156346 NMJJ01067 4507632 topoisomerase (DNA) II alpha (170kD) 

(TOP2A), mRNA/cds=(36,4631) 

2065 Table 3A Hs.75248 NMJJ01068 11225253 topoisomerase (DNA) II beta (180kD) 

(TOP2B), mRNA/cdS=(0,4865) 

2066 Table 3A Hs.174140 NMJHM096 4501864 ATP citrate lyase (ACLY), mRNA 

/cds=(84,340l) 

2067 Table 3A Hs.288061 NM_001101 5016088 actin, beta (ACTB), mRNA 

/cds=(73,1200) 

2068 db mining Hs. 1 50402 NM_001 1 05 1 0862690 activin A receptor, type I (ACVR1 ), 

mRNA /cds=(340, 1869) 



PCT/US01/47856 



1 CCTGATGGAGAGAAGAAGGCATATGT 

TCGACTGGCTCCTGATTACGATGC 
1 CAGAAGAAACTGAAGAAACAAAAACT 

TATGGCACGGGAGTAAATTCAGCA 
1 GTTTCAGCTCCCCGAGTTGGTGGAAA 

ACGCTAAACTGGCAGATTAGATTT 
1 CTCCTGTTGGGTAAGGGTGTTGAGTG 

TGACTTGTGCTGAAAACCTGGTTC 
1 GAACAAGTGGTTCTTCCAGAAACTGC 

GGTTTTAGATGCTTTGTTTTGATC 
1 GGCTTGAAGCCACATGGAGGGAGTT 

TCATTAAATGCTAACTACTTTTAAA 
1 ATCTACAGACAGTCAATGTGGATGAG 

AACTAATCGCTGATCAAATAACGT 
1 GCGCAGTGAAGAAAATGAGTAGGCA 

GCTCATGTGCACGTTTTCTGTTTAA 
1 CAATCTTCCTGCTAAGGCCATTGGAC 

ACAGAATCCGAGTGATGCTGTACC 
1 GGCAGCTGTTGCAGCATCCAGTTCAT 

CTTAAGAATGTCAACGATTAGTCA 
1 AGACGCTCCTCTACTCTTTGGAGACA 

TCACTGG CCTATAATAAATGGGTT 
1 TCTGTTATGAACACGTTGGTTGGCTG 

GATTCAGTAATAAATATGTAAGGC 
1 TGAGAAGAAGGAGGAGTCTGAAGAG 

TCAGATGATGACATGGGATTTGGCC 

1 GCTAAAGTTGAACGAGCTGATGGATA 

TGAACCACCAGTCCAAGAATCTGT 
1 GCTGGCCACCAAACAGAGCAGTGGC 

TAAATTGCAGTAGCAGCATATCTTT 
1 GCCAAGTCCAACCGCTGATTTTCCCA 

GCTGCTG CCCAATAAACCTGTCTG 
1 TGGTGTCTATAAGAAGCTCACGGGCA 

AGGATGTTAATTTTGAATTCCCAG 
1 AGGCTGGACATCGGCCCGCTCCCCA 

CAATGAAATAAAGTTATTTTCTCAT 
1 CATCTACAGCCTCTGCCCTGGTCGCA 

TAAATTTGTCTGTGTACTCAAGCA 
1 CTACCAGAAATCCTACCGATAAGCCC 

ATCGTGACTCAAAACTCACTTGTA 
1 CTCGGGGACCTGTTTGAA I I II I ICT 

GTAGTGCTGTATTATTTTCAATAA 
1 GCTGCCAACAAGAAGCATTAGAACAA 

AGCATGCTGGGTTAATAAATTGCC 
1 GATGGCATCGTCTCAAAGAACTTTTG 

ACTGGAGAGAATCACAGATGTGGA 



1 GATGGCATCGTCTCAAAGAACTTTTG 
ACTGGAGAGAATCACAGATGTGGA 



1 CCAATGTTTCTCTTTTGGCCCTATACA 
AAGGCAAGAAGGAAAGACCAAGA 

1 CTGGCAAAAAGCCGAAGGAGTAAAG 
GTGCTGCAATGATGTTAGCTGTGGC 

1 TGGTGAAGATGCATGAATAGGTCCAA 
CCAGCTGTACATTTGGAAAAATAA 

1 GCCAGTGTTTCCGTCAGTACGCGAA 
GGATATCGGTTTCATTAAGTTGGAC 

1 GAGTGATAACTCATGAGAAGTACTGA 
TAGGACCTTTATCTGGATATGGTC 

1 GGTGATTCTTCTCTGTTGAACTGAAG 
TTTGTGAGAGTAGTTTTCCTTTGC 

1 TGTGTGTTGATCCCAAGACAATGAAA 
GTTTGCACTGTATGCTGGACGGCA 

1 GGGGAAGGTGTTTTTAGTACAAGACA 
TCAAAGTGAAGTAAAGCCCAAGTG 

1 AGGAAAACATCCAAAACAACAAGCAA 

GAAACCGAAGAAGACATCTTTTGA 
1 AGCTG CCACCTCAGTCTCTTCTCTGT 

ATTATCATAGTCTGGTTTAAATAA 
1 GGAGGCAGCCAGGGCTTACCTGTAC 

ACTGACTTGAGACCAGTTGAATAAA 
1 AGCAAAGATTTCAGTAGAATTTTAGT 

CCTGAACGCTACGGGGAAAATGCA 
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Hs.7957 
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Table 3A 


Hs.172199 
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Hs.3416 


NMJJ01122 
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literature 




inijvmju n df\ 
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literature 


Hs.278398 


NM__001151 
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Hs.300711 


NMJ301154 
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Table 3A 


Hs.300711 


NM_001154 
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Table 3A 


nS.118/96 


NM_O01 1 55 


2078 


Table 3A 


Hs.75510 


NM_O01157 


2079 


Table 3A 


Hs.14142 


NM_001161 
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Table 3A 


Hs.289107 


NM_001166 


2081 


Table 3A 


Hs.83656 


NM_001175 


2082 


Table 3A 


Hs.74515 


NM_0Q1178 
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Table 3A 


Hs.6551 - 


NM_O01183 


2084 


literature 


Hs.77613 


NM_001184 


2085 


literature 


Hs.2556 


NM_001192 


2086 


literature 


Hs.1 58303 


NM.O01198 


2087 


db mining 


Hs.87223 


NM_001203 
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Table 3A 


Hs.53250 


NMJD01204 


2089 


Table 3A 


Hs. 101 025 


NM_001207 


2090 


Table 3A 


Hs.321247 


NMJ301225 


2091 


db mining 


ns.iyy*ty 




2092 


literature 


Hs.514 


NM_001239 
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Table 3A 


Hs.1 80841 


NMJ301242 


2094 


Table 3A 


Hs.1314 


NM_O01243 


2095 


literature 


Hs.1 31 3 


NM_001244 


2096 


db mining 


Hs.25648 


NMJMJ1250 


2097 


Table 3A 


Hs.99899 


NM_001252 



Table 8 

4557250 a disintegrin and metalloproteinase 

domain 10 (ADAM10), mRNA 

/cds=(469,2715) 
7669471 adenosine deaminase, RNA-specific 

(ADAR), transcript variant ADAR-a, 

mRNA /cds=(1 87,3867) 
4557254 adenylate cyclase 7 (ADCY7), mRNA 

/cds=(265,3507) 
4557260 adipose differentiation-related protein 

(ADFP), mRNA/cds=(0,1313) 

4501944 adrenomedullin (ADM), mRNA 
/Cds=(156,7l3) 

4502096 DNA sequence from clone RP1 - 

202D23on chromosome 6q14.1 -15 
Contains part of the gene for N- 
acetyfglucosamine-phosphate mutase, 
part of a gene for a novel protein, ESTs, 
STSs and GSSs /cds=(0,5916) 

4809273 annexin A5 (ANXA5), mRNA 
/Cds=(192,1l54) 

4809273 annexin A5 (ANXA5), mRNA 
/cds={192,1154) 

4809274 annexin A6 (ANXA6), transcript variant 
1, mRNA /cds=(1 70,21 91) 

4557316 annexin A1 1 (ANXA11), mRNA 

/cds=(178,1695). 
45021 24 nudix (nucleoside diphosphate linked 

moiety X)-type motif 2 (NUDT2), mRNA 

/cds=(174,6l7) 
108801 27 baculoviral !AP repeat-containing 2 

(BIRC2), mRNA /cds=(1 159,301 5) 
1 0835001 Rho GDP dissociation inhibitor (GDI) 

beta (ARHGDIB), mRNA 

/cds=(152,757) 
4502232 aryl hydrocarbon receptor nuclear 

translocator-like (ARNTL), mRNA 

/Cds=(145,1896) 
4557340 ATPase, H+ transporting, lysosomal 

(vacuolar proton pump), subunit 1 

(ATP6S1), mRNA /cds={1 353,21 98) 
4502324 ataxia telangiectasia and Rad3 related 

(ATR), mRNA/cds-(79,8013) 
4507572 tumor necrosis factor receptor 

superfamiiy, member 17 (TNFRSF17), 

mRNA /cds=(21 8,772) 
4557362 PR domain containing 1 , with ZNF 

domain (PRDM1), mRNA 

/cds=(223,2592) 
4502430 bone morphogenettc protein receptor, 

type IB(BMPRIB), mRNA 

/cdS=K273,1781) 
47551 29 bone morphogenetic protein receptor, 

type II (serine/threonine kinase) 

(BMPR2), mRNA /cds=(408,3524) 
4502464 basic transcription factor 3 (BTF3), 

mRNA/cds=(0,476) 
4502576 mRNA; cDNA DKFZp586Al 81 (from 

clone DKF2p566Al81); partial cds 

/cds=(0,314) 
4502582 mRNA for MACH-alpha-1 protein 

/cds=(291,1730) 
4502622 cyclin H (CCNH), mRNA 

/cds=(60,1031) 
4507586 tumor necrosis factor receptor 

superfamiiy, member 7 (TNFRSF7), 

mRNA /Cds=(1 00,882) 
4507588 tumor necrosis factor receptor 

superfamiiy, member 8 (TNFRSF8), 

mRNA/cds=(222,2009) 
4507606 tumor necrosis factor (ligand) 

superfamiiy, member 8 (TNFSF8), 

mRNA /cds=(1 14.81 8) 
4507580 tumor necrosis factor receptor 

superfamiiy, member 5 (TNFRSF5), 

mRNA (Cds=(47,880) 
4507604 tumor necrosis factor (ligand) 

superfamiiy, member 7 (TNFSF7), 

mRNA /cds=(1 37,71 8) 



1 TGGTGGTATTCAGTGGTCCAGGATTC 
TGTAATGCTTTACACAGGCAGTTT 

1 TGCTTTTATGTGTCCCTTGATAACAGT 
GACTTAACAATATACATTCCTCA 

1 TTGTTTCAAMTGCTGTTTCATTTTTA 
TAAAGTACCAGTGTTTAGCTGCT 

1 AGAGATGGACAAGAGCAGCCAGGAG 
ACCCAGCGATCTGAGCATAAAACTC 

1 TGAAAGAGAAAGACTGATTACCTCCT 
GTGTGGAAGAAGGAAACACCGAGT 

1 GGAATACCTCAGAAGAGATGCTTCAT 
TGAGTGTTCATTAAACCACACATG 



ACCATGATACTTTAATTAGAAGCTTAG 

CCTTGAAATTGTGAACTCTTGGA 

ACCATGATACTTTAATTAGAAGCTTAG 

CCTTGAAATTGTGAACTCTTGGA 

GCCTCTGCCCTGGTTTGGCTATGTCA 

GATCCAATAAACATCCTGAACCTC 

TGCCTTTTCTACCCCATCCCTCACAG 

CCTCTTGCTGCTAAAATAGATGTT 

GGCCAGGCCCAAGTAAGTGTACCTT 

GTACTTTATAAATAAACCTCAAGCA 

GCCGAATTGTCTTTGGTGCTTTTCAC 
TTG TGTTTTAAAATAAG G ATTTTT 
CCCCTGCCAGAGGGAGTTCTTCTTTT 
GTGAGAGACACTGTAAACGACACA 

AGAAGTCCCCCATGTGGATATTTCTT 
ATACTAATTGTATCATAAAGCCGT 

GGGCAGGAGCATGGGGTGCTTGGTT 
GTTTCCTTCCTAATAAAATAAACGC 

ATGCATTTGGTATGAATCTGTGGTTG 
TATCTGTTCAATTCTAAAGTACAA 
TTCTCTAGGTTACTGTTGGGAGCTTA 
ATGGTAGAAACTTCCTTGGTTTCA 

CCTCCCAGCAACCCACTACCTCTGGT 
ACCTGTAAAGGTCAAACAAGAAAC 

CCGTGTCTGTTTGTAGGCGGAGAAAC 
CGTTGGGTAACTTGTTCAAGATAT 

TGAGGGTGAGGGCAGGCTGAGGCAA 
CGAGTGGGAGGTTCAAACAAGAGTG 

CCCAAACAATCTGTGGATGGAAAAGC 
ACCACTTGCTACTGGAGAGGATGA 
AATCAACTTCAAGGAGCACCTTCATT 
AGTACAGCTTGCATATTTAACATT 

AGGCGATGATATTCTCACCATCCTGA 

CTGAAGTGAACTATGAAGTAAGCA 

TGACGACCTGGTAGAATCTCTCTAAC 

CATTTGAAGTTGATTTCTCAATGC 

GCTGCGAAAGACCCACATGCTACAA 

GACGGGCAAAATAAAGTGACAGATG 

CGCCCATGATGGGAGGGATTGACAT . 
GTTTCAACAAAATAATGCACTTCCT 

TCTTTCAGATAGCAGGCAGGGAAGCA 
ATGTAGTGTGGTGGGCAGAGCCCC 

CAGGAGGATGGCAAAGAGAGTCGCA 
TCTCAGTGCAGGAGAGACAGTGAGG 

GGGGGTAGTGGTGGCAGGACAAGAG 
AAGGCATTGAGC I I I I i'CTTTCATT 



392 



WO 02/057414 

2098 db mining Hs.76688 NMJ301266 



2099 Table 3A 

2100 literature 

2101 db mining 

2102 Table 3A 

2103 Table 3A 

2104 Table 3A 

2105 Table 3A 

2106 Table 3A 

2107 Table 3A 

2108 Table 3A 

2109 Table 3A 

2110 Table 3A 

2111 Table 3A 

2112 Table 3A 



2115 Table 3A 

2116 Table 3A 

2117 Table 3A 

2118 Table 3A 



Hs.22670 NMJ301270 

Hs.20295 NM_001274 

Hs.306440 NMJJ01278 

Hs.301921 NMJJ01295 

Hs.285313 NMJ301300 

Hs.90073 NMJJ01318 

Hs.82890 NMJJ01344 

Hs.172690 NM_001345 

Hs.301305 NM_001352 

Hs.306098 NM_001353 5453542 

Hs.74578 NMJJQ1357 13514819 



HS.4747 NM_Q01363 
Hs.77462 NMJJ01379 
Hs.154210 NM 001400 



2113 Table 3A Hs.274466 NM_001403 

2114 Table 3A Hs.2186 NMJTO1404 



Hs.129673 NMJD01416 

HS.93379 NM_001417 

Hs.183684 NMJJ01418 

Hs.229533 NMJ301420 



Table 8 

7262373 carboxy\esterase 1 

(monocyte/macrophage serine esterase 
1) (CES1), mRNA/cds=(67,1767) 

4557446 chromodomain helicase DNA binding 
protein 1 (CHD1), mRNA 
/Cds={1 63,5292) 
4502802 CHK1 (checkpoint, S.pombe) nomolog 
(CHEK1), mRNA /cds=(34, 1464) 

4502842 mRNA; cDNA DKFZp566L084 (from 
clone DKFZp566L084) 
/cds=UNKNOWN 
4502630 chemokine (C-C motif) receptor 1 

(CCR1), mRNA/cds=(62,1129) 
9961 346 core promoter e!ement binding protein 
(COPEB) 

4503Q72 chromosome segregation 1 (yeast 
homolog)-iike (CSE1L), mRNA 
/cds=(1 23,3038) 
4503252 defender against cell death 1 (DAD1), 

mRNA/cds=(66,407) 
1 1 41 5023 diacylglycerol kinase, alpha (80kD) 

(DGKA), mRNA /Cds=(1 03,2310) 
4503262 Homo sapiens, clone MGC: 1 3202 

IMAGE:3677636, mRNA, complete cds 
/Cds=(365,2330) 

aldo-keto reductase family 1 , member 
C1 (dihydrodiol dehydrogenase 1; 20- 
alpha (3-alpha)-hydroxysteroid 
dehydrogenase) (AKR1C1), mRNA 
/cds=(6,977) 

DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 9 (RNA helicase A, nuclear 
DNA helicase II; leukophysin) (DDX9), 
transcript variant 1, mRNA 
/cds=(80 r 3919) 
4503336 dyskeratosis congenita 1 , dyskerin 

(DKC1), mRNA /cds=(92,1636) 
4503350 DNA (cytosine-5-)-methyltransferase 1 

(DNMT1), mRNA/cds=(237 t 5087) 
1 3027635 endothelial differentiation, sphingolipid 
G-protein-coupled receptor, 1 (EDG1), 
mRNA /cds=(243, 1391) 

4503472 eukaryotic translation elongation factor 

1 alpha Mike 14 (EEF1A1L14), mRNA 

/Cds=(620,1816) 
4503480 Homo sapiens, eukaryotic translation 

elongation factor 1 gamma, clone 

MGC:4501 IMAGE:2964623, mRNA, 

complete cds /cds=(2278,3231) 
4503528 eukaryotic translation initiation factor 

4A, isoform 1 (EIF4A1), mRNA 

/cds=(16.1236) 
4503532 eukaryotic translation initiation factor 

4B (EIF4B), mRNA /cds=(0,1835) 
4503538 eukaryotic translation initiation factor 4 

gamma, 2 (EIF4G2), mRNA 

/Cds=(306,3029) 
5231299 Ol06d12.s1 cDNA, 3* end 

/clone=IMAGE:1 522679 /clone end=3' 



2119 


Table 3A 


Hs.151139 


NMJW1421 


4503554 


■ E74-like factor 4 (ets domain 


1 












transcription factor) (ELF4), mRNA 














/cds={382,2373) 
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Table 3A 


Hs.79368 


NMJMH423 


4503558 


epithelial membrane protein 1 (EMP1), 


1 












mRNA /cds-{21 8,691) 
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Table 3A 


Hs.9999 


NMJJ01425 


4503562 


epithelial membrane protein 3 (EMP3), 


1 












mRNA /cds=(241 ,732) 




2122 


Table 3A 


Hs.254105 


NMJ501428 


4503570 


enolase 1, (alpha) (EN01), mRNA 


1 












/Cds=(94,1398) 
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Table 3A 


Hs.1 15263 


NMJXJ1432 


4557566 


epiregulin (EREG), mRNA 


1 












/Cds=(166,675) 




2124 


Table 3A 


HS;99853 


NMJJ01436 


12056464 


fibrillarin (FBL), mRNA /cds=(59,1024) 


1 


2125 


Table 3A 


Hs.153179 


NMJW1444 


4557580 


fatty acid binding protein 5 (psoriasis- 


1 












associated) (FABP5), mRNA 














/cds={48,455) 
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Table 3A 


Hs.14845 


NM_001455 


4503738 


forkhead box 03A (FOX03A), mRNA 


1 












/cds=(924,2945) 





PCT/US01/47856 



1 GCCATGAAGGAGCAAGTTTTGTATTT 
GTGACCTCAGCTTTGGGAATAAAG 



1 GCTACTTGTTTACATTGTACACTGCG 
ACCACCTTGCCGCTTTTCATCACA 

1 ACCAAGTTTCAGGGGACATGAGTTTT 
CCAGCTTTTATACACACGTATCTC 

1 GGCAAATGAGGAACAGGGCAATAGT 
ATGATGAATCTTGATTGGAGTTGGT 

1 TGTTCTTCATCTAAGCCTTCTGGTTTT 
ATGGGTCAGAGTTCCGACTGCCA 

1 TATACCATGAGATGAGATGACCACCA 
ATCATTTCCTTGGGGGGAGGGGGT 

1 CCTAGGAAATCACAGGCTTCTGAGCA 
CAGCTGCATTAAAACAAAGGAAGT 

1 AAATGTAAC CTTTTG CTTTC C AAATTA 
AAGAACTCCATGCCACTCCTCAA 

1 ACACACATACACACACCCCAAAACAC 
ATACATTGAAAGTGCCTCATCTGA 

1 GACCCTATCCTCCCACCGCCTCCGTT 
AACACGATCCTGAATAAATCTTGA 

1 ACAGCAAAGCCCATTGGCCAGAAAG 
GAAAGACAATAATTTTG I I I I I ICA 



1 AAGGAGTAAAGATTTGCCTTTAAATA 
ACTTGGTATTTTCCTGGCTTTCGT 



1 GGCCTCGTTTACTTTTAAAAAATGAAA 
TTGTTCATTGCTGGGAGAAGAAT 

1 TCAACTAATGATTTAGTGATCAAATTG 
TGCAGTACTTTGTGCATTCTGGA 

1 TAGGTTTCTGACTTTTGTGGATCATTT 
TGCACATAGCTTTATCAACTTTT 



AAATCAGTACTTTTTAATGGAAACAAC 
TTG AC C C CC AAATTTGTCACAGA 

AGATCTTCAAGTGAAGATCTCTTGCC 
ATCACCTAGCTGCCTGCACCTGCC 



1 CAGGAGGGGGGAGGGAAGGGAGCC 
AAGGGATGGACATCTTGTCA I I I I I J 

1 GCAAGTATGCTGCTCTCTCTGTTGAT 
GGTGAAGATGAAAATGAGGGAGAA 

1 TTGTGGGTGTGAAACAAATGGTGAGA 
ATTTGAATTGGTCCCTCCTATTAT 

1 AAAGGGAAAAAGACCTCGTGGAGAAT 
TTTTACTGGGGATTCTTGAACTTG 

AAATGTATTTACTATGCGTGTTTCCAG 
CAGTTGGCATTAAAGTGCCTTTT 

ATTTGCATTACTCTGGTGGATTGTTCT 
AGTACTGTATTGGGCTTCTTCGT 
GAGGAGGTCTCTTCTATGCCACCGG 
CCTCTGCCAGCTTTGCACCAGCGTG 
GCTAGATCCCCGGTGGTTTTGTGCTC 
AAAATAAAAAGCCTCAGTGACCCA 
TTTGAAGAGCCATTTTGGTAAACGGT 
TTTTATTAAAGATG CTATG G AAC A 
GTCAGGATTGCGAGAGATGTGTGTTG 
ATACTGTTGCACGTGTGTTTTTCT 
CATGCAGCTATTTCAAAGTGTGTTGG 
ATTAATTAGGATCATCCCTTTGGT 

TAATGGCCCCTTACCCTGGGTGAAGC 
ACTTACCCTTGGAACAGAACTCTA 
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Hs.1 97345 


NM.001469 


4503B40 
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Hs.56845 


NMJKH494 
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Hs.272529 


NM_001503 


4504088 


2133 


literature 


Hs. 191 356 


NM_001515 


6681761 
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literature 


HS.90304 


NM_001516 


4504198 
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literature 


Hs.1 02910 


NMJJ01517 


4604200 
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Hs.1 97540 


NM_001530 


4504384 


2137 


Table 3A 


HS.235887 


NM_001535 


4504494 


2138 


Table 3A 


HS.94 


NM_001539 


4504510 


2139 
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Hs-20315 


NM_001548 


45045B4 


2140 
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Hs.1 81 874 


NMJ301549 


4504586 


2141 


Table 3A 


Hs.7879 


NM_001550 


4504606 


2142 


Table 3A 


Hs.239189 


NM_001551 


4557662 


2143 


db mining 


Hs.846 


NM_001557 


4504682 
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Hs.327 


NMJ)01558 


4504632 


2145 


literature 


Hs.73895 


NMJD01561 


5730094 
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Hs.83077 


NMJ)01562 


4504652 
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Hs.1 071 53 


NMJ)01554 


4504694 
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Hs.2248 


NM_Q01565 


4504700 
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Hs.32944 


NM_001566 


4504704 
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Hs.106673 


NMJ)01568 


4503520 
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Table 3A 


Hs.14376 


NMJX>1B14 


11038618 
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Table 3A 


Hs.83636 


NM_001o19 


61 3897 1 
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Table 3A 


Hs.1 70087 


NM - 001621 


5016091 
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Table 3A 


Hs.75313 


NMJJ01628 


4502048 
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Table 3A 
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MM nfHftOO 
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Table 3A 


Hs.262476 


NMJJ01634 


5209326 
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Table 3A 


Hs.82542 


NMJJ01637 


4502114 



Table 8 

fms-related tyrosine kinase 3 ligand 
(FLT3LG), mRNA /cds=(92 t 799) 

formyl peptide receptor-like 1 (FPRL1), 
mRNA /cds=(772, 1827) 
FYN-binding protein (FYB-120/130) 
(FYB), mRNA/cds-(30,23B1) 
thyroid autoantigen 70kD (Ku antigen) 
(G22P1), mRNA /cds=(17,1 846) 

GDP dissociation inhibitor 2 (GD12), 
mRNA/cds={152,1489) 
glycosytphosphatidylinositol specific 
phospholipase D1 (GPLD1), mRNA 
/cds={32,2557) 

general transcription factor II H, 
polypeptide 2 (44kD subunit) (GTF2H2), 
mRNA/cds=(0,1187) 
general transcription factor IIH, 
polypeptide 3 (34kD subunit) (GTF2H3), 
mRNA/cds=(0,911) 
general transcription factor IIH, 
polypeptide 4 (52kD subunit) (GTF2H4), 
mRNA/cds=(127,1515) 
hypoxia-inducible factor 1 , alpha 
subunit (basic hellx-loop-helix 
transcription factor) (HIF1A), mRNA 
/cds=(264,2744) 

HMT1 (hnRNP methyltransf erase, S. 
cerevisiae)-liKe 1 (HRMT1L1), mRNA 
/cds=(165,1466) 
heat shock protein, DNAJ-like 2 
(HSJ2), mRNA /cds=(82, 1 275) 
mterferon-induced protein with 
tetratricopeptide repeats 1 (IFIT1), 
mRNA /cds={64,1 500) 
interferon-induced protein with 
tetratricopeptide repeats 4 (IFIT4), 
mRNA/cds=<61,1533) 
interferon-related developmental 
regulator 1 (IFRD1), mRNA 
/cds=(219.1580) 
glutaminase (GLS), mRNA 
/cds=(1 9,2028) 

interieukin 8 receptor, beta (IL8RB), 
mRNA/cds=(408,1490) 
interieukin 10 receptor, alpha (IL10RA), 
mRNA/cds=(61,1797) 
tumor necrosis factor receptor 
superfamily, member 9 (TNFRSF9), 
mRNA /Cds=(1 39,906) 
interieukin 18 (interferon-gamma- 
induclng factor) (IL18), mRNA 
/cds={177,753) 

inhibitor of growth family, member 1- 
like (INGU), mRNA /cds=(91 ,933) 
small inducible cytokine subfamily B 
(Cys-X-Cys), member 10 (SCYB10), 
mRNA/cds=(66,362) 
inositol polyphosphate-4-phosphatase, 
type 1, 107kD (1NPP4A), transcript 
variant b, mRNA /cds=(294,3 158) 

eukaryotic translation initiation factor 3, 
subunit 6 (48kD) (EIF3S6). mRNA 
/cds=(22,1359) 

actin, gamma 1 (ACTG1), mRNA 
/cds=(74,1201) 

adrenergic, beta, receptor kinase 1 
(ADRBK1), mRNA/cds=(85,2154) 
sryl hydrocarbon receptor (AHR), 
mRNA/cds=(643,3189) 
aldo-keto reductase family 1, member 
B1 (aldose reductase) (AKR1B1), 
mRNA/cds=(45,995) 
arachidonateS-lipoxygenase-acttvating 
protein (ALOX5AP), mRNA 
/cds={30,515) 

S-adenosylmelhionine decarboxylase 1 
(AMD1), mRNA /cds=(320,1 324) 
acyloxyacyl hydrolase (neutrophil) 
(AOAH), mRNA/cds=(274,2001) 
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AAGGCCTCATCCTGGGGAGGATACG 
TAGGCACACAGAGGGGAGTCACCAG 

TGGGGTAAGTGGAGTTGGGAAATAC 

AAGAAGAGAAAGACCAGTGGGGATT 

ACCTAGCGGACAATGATGGAGAGAT 

CTATGATGATATTGCTGATGGCTGC 

GTGATGGTGTAGCCCTCCCACTTTGC 

TGTTCCTTACTTTACTGCCTGAAT 

GCCTCTACTTCTGTCTCAAAATGGCT 
CCAAATGATTTCTGTACTGCAAAA 
TCTCCTTCCACAGTTTATTTCCTCGCT 
TCCTTTGCATCTAAACCTTTCTT 

ACACTGTTGCCCTGGCTGTATTCATA 
AGATTCCAGCTCCTTCAGGTGTTT 

GTCAATATTCTGCAATTTCAGCCCCA 
TTTGTACTACGTGCGAGACAGCCT 

GGCGGGACTGGGCGGGGCGGGGCA 
TCAGAACTCAGGTG I 1 1 1' I IATTTAC 

TTCCTTTTGCTCTTTGTGGTTGGATCT 
AACACTAACTGTATTGTTTTGTT 



ACGTCTTCCAAATAAATTATGTGTTG 
GTGCCATCGCACATGCTCAATAAA 

AGGTGGTGTTCAGTGTCAGACCTCTT 
AATGGCCAGTGAATAACACTCACT 
CTGAGACTGGCTGCTGACTTTGAGAA 
CTCTGTGAGACAAGGTCCTTAGGC 

GCAGGGAAGCTTTGCATGTTGCTCTA 
AGGTACATTTTTAAAGAGTTGTTT 

CGAACCAAAGCTAGAAGCAAATGTCG 
AGATAAGAGAGCAGATGTTGGAGA 

GGAAGGAAAAGAGTGCTGAGAAATG 

GCTCTGTATAATCTATGGCTATCCG 

ACCAAGGCTAGAACCACCTGCCTATA 

TTTTTTGTTAAATGATTTCATTCA 

CCTCTGCCAAAGTACTCTTAGGTGCC 

AGTCTGGTAACTGAACTCCCTCTG 

AAAATAATGCACCACTTTTAACAGAA 

CAGACAGATGAGGACAGAGCTGGT 

GAATTGGGGGATAGATCTATAATGTT 
CACTGTTCAAAACGAAGACTAGCT 

CCGTTTGCTTTCAGAAAATGTTTTAG 
G GTAAATGCATAAG ACTATGC AAT 
CCCAAATTCTTTCAGTGGCTACCTAC 
ATACAATTCCAAACACATACAGGA 

AAATTAATAAGTCACAAGAAAAACAAA 
AGTGCCAGAAGATGTCCAGCCAC 



AGAGGCTCCTAACTGGGCAACTCAA 
GATTCTGGCTTCTACTGAAGAACCA 

GGTTTTCTACTGTTATGTGAGAACATT 

AGGCCCGAGCAACACGTCATTGT 

CAGCTTCTGCCACTTCCCAGGTAAGC 

AGGAGGAGGTGCCAACAGTGTTAG 

ACCATTTTTGTTACTCTCTTCCACATG 

TTACTGGATAAATTGTTTAGTGG 

GTGCCACTAACGGTTGAGTTTTGACT 

GCTTGGAACTGGAATCCTTTCAGC 

TCTCCACCACCATCTCCCCTCTACTT 
CTCATTTCCTAACTCTCTGCTGAA 

GGTGTTGGACTTAAATCAGTTGAAAT 
GTATTTCTGTACCACAATTTACGC 
CCCTTCCGCTGTTCCTGAAATAACCT 
TTCATAAAGTGCTTTGGGTGCCAT 
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Hs.270833 NM_001657 4502198 
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Hs.77273 NMJJ01664 10835048 
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Hs.86905 NM_001695 4502314 



HS.76572 NMJD01697 4502302 



2174 db mining Hs.155024 NM_001706 4502382 

2175 literature Hs.2243 NMJJ01715 4502412 

2176 literature Hs.113916 NMJ501716 14589867 

2177 Table 3A Hs.77054 NM_001731 4502472 

2178 db mining Hs.263812 NM_001736 4502508 

2179 Table 3A Hs.182278 NMJ301743 4502548 

2180 Table 3A Hs.155560 NM_001746 10716562 

2181 Table 3A Hs.76288 NM_001748 12408645 

2182 Table 3A Hs.279607 NM_001750 5729759 

2183 Table 3A Hs.179881 NM_001755 13124872 

2184 Table 3A Hs.75586 NMJD01759 4502616 
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2186 Table 3A Hs.1973 NM 001761 4502620 



Table 8 

APEX nuclease (multifunctional DNA 
repair enzyme) (APEX), mRNA 
/cds=(205,1161) 

aquaporin 4 (AQP4), transcript variant 
a, mRNA/cds=(39,1010) 
ADP-ribosylation factor domain protein 
1,64kD(ARFD1), mRNA 
/cds=(22 f 1746) 

amphiregulin (schwannoma-derived 
growth factor) (AREG), mRNA 
/cds=(209,967) 

ADP-ribosylation factor 1 (ARF1), 
mRNA/cds={75,620) 
ADP-ribosylation factor 4-like (ARF4L), 
mRNA /cds=K1 56,761) 
ras homolog gene family, member A 
(ARHA), mRNA/cds=(151,732) 
Rho GTPase activating protein 4 
(ARHGAP4), mRNA/cds=(42,2882) 
activating transcription factor 4 (tax- 
responsive enhancer element B57) 
(ATF4), mRNA /cds=(881 , 1 936) 
ATPase, Na+/K+ transporting, beta 3 
polypeptide (ATP1 B3), mRNA 
/cds=(0,839) 

ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunit F6 
(ATP5J), mRNA /cds=(1 ,327) 
L-3-hydroxyacyl-Co enzyme A 
dehydrogenase, short chain (HADHSC), 
mRNA/cds=(87,1031) 
ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunit b, 
isoform 1 (ATP5F1), mRNA 
/cds=(32,802) 

ATPase, H+ transporting, lysosomal 
(vacuolar proton pump), beta 
polypeptide, 56/58kD, isoform 2 
(ATP6B2), mRNA/cds=(25,1560) 
ATPase, H+ transporting, lysosomal 
(vacuolar proton pump) 42kD (ATP6C), 
mRNA /cds=(166,1 314) 
ATP synthase, H+ transporting, 
mitochondrial F1 complex, O subunit 
(oligomycin sensitivity conferring 
protein) (ATP50), mRNA /cds=(36 l 677) 

B-cell CLUIymphoma 6 (zinc finger 
protein 51) (BCL6), mRNA 
/cds=(327,2447) 

B lymphoid tyrosine kinase (BLK), 
mRNA/cdS=(222,1739) 
Burkitt lymphoma receptor 1, GTP- 
binding protein (BLR1), transcript 
variant 2, mRNA /cds=(288,1271) 
B-cel! translocation gene 1, anti- 
proliferative (BTG1), mRNA 
/cds=(308,823) 

nuclear distribution gene C (A.nidulans) 
homolog (NUDC), mRNA 
/Cds=(90,1085) 
Homo sapiens, calmodulin 2 
(phosphorylase kinase, delta), clone 
MGC:1447 IMAGE: 3 504793, mRNA, 
complete cds /cds=(93,542) 
calnexin (CANX), mRNA 
/cds=(89,1867) 

calpain 2, (m/ll) large subunit (CAPN2), 
mRNA /cds=(142,2244) 
calpastatin (CAST), mRNA 
/cds=(66,1358) 

core-binding factor, beta subunit 
(CBFB), transcript variant 2, mRNA 
/cds=(1 1,559) 
cyclin D2 (CCND2), mRNA 
/cds=(269,1138) 
cyclin D3 (CCND3), mRNA 
/cds=(165,1043) 
cyclin F (CCNF), mRNA 
/cds=(43,2403) 
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1 TTCTCATGTATAAAACTAGGAATCCTC 
CAACCAGGCTCCTGTGATAGAGT 

1 AG AC ACGTCTATC AGCTTATTC CTTC 
TCTACTGGAATATTGGTATAGTCA 

1 TGTCTGGTAACAAGATGTGACTTTTT 
GGTAGCACTGTTGTGGTTCATTCT 

1 TCCTCTTTCCAGTGGATCATAAGACA 
ATGGACCCTTTTTGTTATGATGGT 

1 ACTGTTTTGTATACTTGTTTTCAGTTT 

TCATTTCGACAAACAAGCACTGT 
1 ACATAGTTTTTATTTTTGTGTCTGTGA 

AAGTGCCAAGAACCCCTCCCCAC 
1 TCACCTGGACTTAAGCGTCTGGCTCT 

AATTCACAGTGCTCTTTCTCCTCA 
1 AGATGCCTGGCAGGGCTGGGTGGCG 

ATTCATAAAGACCTCGTGTTGATTC 
1 GGATAGTCAGGAGCGTCAATGTGCTT 

GTACATAGAGTGCTGTAGCTGTGT 

1 TTGTGAAATATCTTGTTACTGCTTTTA . 
TTTAGCAGACTGTGGACTGTAAT 

1 CTGGAGGACCTGTTGATGCTAGTTCA 
GAGTATCACCAAGAGCTGGAGAGG 

1 GCTGCACAAGAGCCTTGATTGAAGAT 
ATATTCTTTCTGAACAGTATTTAA 

1 TTGCCTTTATAAAAACTTGCTGCCTG 
ACTAAAGATTAACAGGTTATAGTT 



1 TGGTTCTGCTTTTTGACCTCTCTCTAC 
CTTTTCAGGGTAATCTTTGTGGC 



1 CCTGTCCTTGTGTTTGTGTGTGCTAA 
CAGAAATAAGTTGCAGTATGGTCG 

1 AAAAGTGTTGGTTTTCTGCCATCAGT 
GAAAATTCTTAAACTTGGAGCAAC 



1 AGGGTTTGGCTGTGTCTAAACTGCAT 
TACCGCGTTGTAAAAAATAGCTGT 

1 CCTAGGCTGCGCTCCAGCACTGCGG 
GGCTTTTCTGCAATAAAGTCACGAG 

1 GGCAGCACAGAGACCCCCGGAACAA 
GCCTAAAAATTGTTTCAAAATAAAA 

1 AAGTCTTTTCCACAAACCACCATCTAT 
TTTGTGAACTTTGTTAGTCATCT 

1 TGGCAAGTTGGAAAATATGTAACTGG 
AATCTCAAAAGTTCTTTGGGACAA 

1 TCTGCTTATGGCACAATTTGCCTCAA 
ATCCATTCCAAGTTGTATATTTGT 



CCATTGTTGTCAAATGCCCAGTGTCC 

ATCAGATGTGTTCCTCCATTTTCT 

GCTGCCTCTGTAAATTCATGTATTCA 

AAGGAAAAGACACCTTGCCTATAA 

TCAAGTCAGCAACAGAGCAAAATAAA 

GGTTAGATAAGTCCTTGTGTAGCA 

CTTGCCTTAAGCTACCAGATTGCTTT 

TGCCACCATTGGCCATACTGTGTG 

TGGTTTTGAATGCAATTAGGTTATGC 

TATTTGGACAATAAACTCACCTTG 

TGCAAGGTTTAGGCTGGTGGCCCAG 

GACCATCATCCTACTGTAATAAAGA 

GTGTGGTCGGGGTGAGAACCCAAGC 

GTTGGAACTGTAGACCCGTCCTGTC 
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literature 
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literature 
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NM_001946 


2212 


Table 3A 


HS.82113 
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Table 8 

4502642 601885687F1 cDNA. 5' end 

/clone=IMAGE:4l04184 /clonej5nd=5* 

4502664 CD38 antigen (p45) (CD38), mRNA 

/cds=(69,971) 
4502666 ectonudeoside triphosphate 

diphosphohydrolase 1 (ENTPD1), 

mRNA /cds=(67.1 599) 
4502674 CD48 antigen (B-cell membrane 

protein) (CD48), mRNA /cds=(36,767) 
4502676 cDNA: FLJ23181 fis, clone LNG1 1094 

/cds=UNKNOWN 
4502680 CD69 antigen (p60, early T-cell 

activation antigen) (CD69), mRNA 

/cds-(81,680) 
4502682 CD72 antigen (CD72), mRNA 

/cds=(108,1187) 
4502684 CD79A antigen (immunoglobulin- 

associated alpha) (CD79A), transcript 

variant 1 , mRNA /cds=(36,716) 
4502742 cyclin-dependent kinase 7 (homolog of 

Xenopus M015 cdk-activating kinase) 

(CDK7), mRNA/cds=(34,1074) 

4502760 CDW52 antigen (CAMPATH-1 antigen) 
(CDW52), mRNA/cds=(24,209) 

4503140 cathepsin C (CTSC), mRNA 

/Cds={33,1424) 
4502794 carcinoembryonic antigen-related cell 

adhesion molecule 8 (CEACAM8), 

mRNA/cds=(32 t l081) 
4502858 CDC28 protein kinase 2 (CKS2), 

mRNA/cds=(95,334) 
4502636 chemokine (C-C motif) receptor 3 

(CCR3), mRNA /cds=<31,1098) 
4502992 cytochrome c oxidase subunit vile 

(COX7C), mRNA /cds=(1 8,209) 
4503008 carboxypeptidase E (CPE), mRNA 

/cds=(290,1720) 
4503056 crystallin, alpha B (CRYAB), mRNA 

/cds=(25,552) 
4503124 cystathionase (cystathionine gamma- 

ryase) (CTH), mRNA /cds=(33, 1250) 
4503126 catenin (cadherin-associated protein), 

alpha 1 (102kD) (CTNNA1), mRNA 

/cds=(4,2727) 
4503138 cathepsin B (CTSB), mRNA 

/cds=(177,1196) 
45031 54 cathepsin L (CTSL), mRNA 

/Cds=(288,1289) 
4503184 cytochrome c-1 (CYC1), mRNA 

/cds={8.985) 
4503318 deoxyguanosine kinase (DGUOK), 

mRNA /cds=(1 1,793) 
14150113 hypothetical protein MGC4238 • 

(MGC4238), mRNA/cds=(30,977) 

450341 8 dual specificity phosphatase 6 

(DUSP6), transcript variant 1 , mRNA 

/cds=(351,1496) 
4503422 dUTP pyrophosphatase (DUT), mRNA 

/cds=(29,523) 
12669917 E2F transcription factor 6 (E2F6), 

mRNA/cds=(0 f 845) 
4503460 endothelin 1 (EDN1), mRNA 

/cds=(336,974) 
4503476 eukaryotic translation elongation factor 

1 beta2(EEFlB2), mRNA 

/Cds=(235 t 912) 
4503492 early growth response 1 (EGR1), 

mRNA /cds=(270,1 901) 
4503534 eukaryotic translation initiation factor 

4E (EIF4E), mRNA /cds=(1 8,671) 
4503548 elastase 2, neutrophil (ELA2), mRNA 

/cds=(38,841) 
69 1 2245 CD3-epsllon-associated protein; 

antisenseto ERCC-1 (ASE-1), mRNA 

/cds=(488,2020) 
10518499 coagulation factor III (thromboplastin, 

tissue factor) (F3), mRNA 

/cds=(123,10l0) 



AGCAGCAGTGACATAAAATTCCATGT 
TAGATAAGCATATGTTACTTACCT 

CTCCACAATAAGGTCAATGCCAGAGA 
CGGAAGCCTTTTTCCCCAAAGTCT 
TGGAGGTATTCAATATCCTTTGCCTC 
AAGGACTTCGGCAGATACTGTCTC 

GGTGCCCACCATTCTTGGCCTGTTAC 

TTACCTGAGATGAGCTCTTTTAAC 

TTAAGAAGAAATACCCACTAACAAAG . 

AACAAGCATTAGTTTTGGCTGTCA 

GCAAGACATAGAATAGTGTTGGAAAA 

TGTGCAATATGTGATGTGGCAAAT 

GGGCGGCCCGGAGCCAGCCAGGCA 
GTTTTATTGAAATC J I I I IAAATAAT 
CTGATTGTAGCAGCCTCG7TAGTGTC 
ACCCCCTCCTCCCTGATCTGTCAG 

AGAGAACACTGGACAACATTTTACTA 
CTGAGGGAAATAGCCAAAAAGGCA 



CATGGGGGCAACAGCCAAAATAGGG 
GGGTAATGATGTAGGGGCCAAGCAG 

TTCTGGAAGATGGTCAGCTATGAAGT 
AATAGAG7TTGCTTAATCATTTGT 
GGGTGGCTCTGATATAGTAGCTCTGG 
TGTAGTTTCTGCATTTCAAGAAGA 

TTCCAGTCAG I I I I I CTCTTAAGTGCC 

TGTTTGAGTTTACTGAAACAGTT 

AAGGACCAAGGAGATGAAGCAAACA 

CATTAAGCCTTCCACACTCACCTCT 

AGGTGCAGCCTCTGGAAGTGGATCA 

AACTAGAACTCATATGCCATACTAG 

ACTTAAAAGTTTAGGGTTTTCTCTTGG 

TTGTAGAGTGGCCCAGAATTGCA 

GTCTTGTGACTAGTGCTGAAGCTTAT 

TAATGCTAAGGGCAGGCCCAAATT 

CCAGAGCTGCTATTAGAAGCTGCTTC 

CTGTGAAGATCAATCTTCCTGAGT 

TCCTCTTTCTCCCAGCTTCAAATGCA 

CAATTCATCATTGGGCTCACTTCT 

CAGCTTCACCCTGTCAAGTTAACAAG 

GAATGCCTGTGCCAATAAAAGGTT 

CTCGAATCATTGAAGATCCGAGTGTG 

ATTTGAATTCTGTGATATTTTCAC 

CTTCATCTGGAAGAAGAGGCAAGGG 

GGCAGGAGACCAGGCTCTAGCTCTG 

AGACTTTGCCATTGTTGCCATTGTTTT 

CTTTTGTACCTGAAGCATTTTGA 

AAAAGTAGGGGAGGGGCTGGGTCTG 

CAAATTAATAAATAGAAGAGGGGGT 

GTCGCAAAGGGGATAATCTGGGAAA 
GACACCAAATCATGGGCTCACTTTA 

TCAGTAAACAAATTCTTTCACAAGGTA 
C AAAATCTTG CATAAGCTGAACT 
GTTTTACTTAGGACAAGTTGTACCTT 
GCCCTCTCTCCAGCTCTGCTCCCA 
ACTGGCTTCCATCAGTGGTAACTGCT • 
TTGGTCTCTTCTTTCATCTGGGGA 
TGGATGTGGCTGCTTTCAACAAGATC 
TAAAATCCATCCTGGATCATGGCA 

TGTGGTGTATATCCTTCCAAAAAATTA 

AAACGAAAATAAAGTAGCTGCGA 

GTCTTCCATGTGAACAGCATAAGTTT 

GGAGCACTAGTTTGATTATTATGT 

GCCCACACCCACACTCTCCAGCATCT 

GGCACAATAAACATTCTCTGTTTT 

AGCTGTTTCCTGGGTAAATCTAGAGT 

GGGGTTTTGGTTCTTTATTTTCCC 

GCAGGAGACATTGGTATTCTGGGCA 
GCTTCCTAATATGCTTTACAATCTG 
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Table 8 

4503650 fatty-acld-Coenzyme A ligase, long- 
chain 1 (FACL1), nuclear gene 
encoding mitochondria! protein, mRNA 
/cds=(73,2172) 

4503684 famesyl diphosphate synthase (farnesyl 
pyrophosphate synthetase, 
dimethylallyltranstransferase, 
geranyltranstransferase) (FDPS), 
mRNA /cds=(1 14, 1 373) 

9257221 forkhead box 01A 

(rhabdomyosarcoma) (FOX01A), 
mRNA/cds=(385,2352) 

4503764 fragile X mental retardation 1 (FMR1 ), 
mRNA/cds=(219,2117) . 

4503770 famesyltransferase, CAAX box, alpha 
(FNTA), mRNA/cds=(6,1145) 

4503778 formyl peptide receptor 1 (FPR1), 
mRNA /cds=(61,1 113) 

4503794 ferritin, heavy polypeptide 1 (FTH1), 
mRNA /cds=(91 ,663) 

8051 596 GA-binding protein transcription factor, 
beta subunit 2 (47kD) (GABPB2), 
transcript variant gamma, mRNA 
/cds=(169,1251) 

7669491 Homo sapiens, glyceraldehyde-3- 
phosphate dehydrogenase, clone 
MGC:10926 1MAGE:362B129, mRNA, 
complete cds /cds=(2306,3313) 

4503926 GATA-binding protein 2 (GATA2), 
mRNA/cds=(193,1617) 

4503938 guanylate binding protein 1 , interferon- 
inducible, 67kD (GBP1), mRNA 
/cds=(68,1846) 

4503980 glutamine-fructose-6-phosphate 
transaminase 1 (GFPT1), mRNA 
/cds=(122,2167) 

4504044 guanine nucleotide binding protein (G 
protein), q polypeptide (GNAQ), mRNA 
/cds={220,1299) 
1 1 321 584 guanine nucleotide binding protein (G 
protein), beta polypeptide 1 (GNB1), 
mRNA /cds=(280,1 302) 

671 5599 golgi autoantigen, golgin subfamily a, 4 
(GOLGA4), mRNA /cds= (285, 6977) 

45041 50 granulin (GRN), mRNA /cds={62, 1 843) 

4504165 G1 to S phase transition 1 (GSPT1), 

mRNA/cds={648,2147) 
47531 58 general transcript/on factor IIIA 

(GTF3A), mRNA fcds=(1 9,1290) 
4504254 H2A histone family, member Z 

(H2AF2), mRNA /ods=(1 06,492) 
4504278 H3 histone, family 3A (H3F3A), mRNA 

/cds=(374,784) 
4809282 histidine ammonia-lyase (HAL), mRNA 

/cds=(297,2270) 
699601 3 histidyi-tRNA synthetase (HARS), 

mRNA /cds={455, 1984) 
4504356 hemopoietic cell kinase (HCK), mRNA 

/cds=(l68,1685) 
1 1 321 588 major histocompatibility complex, class 

I, C (HLA-C), mRNA/cds=(0,1100) 

4504404 major histocompatibility complex, class 

II, DP beta 1 (HLA-DPB1), mRNA 
/cds=(1 9,795) 

4504412 major histocompatibility complex, dass 

II, DR beta 5 (HLA-DRB5), mRNA 

/Cds=(29,829) 
4504424 mRNA; cDNA DKFZp56BM063 (from 

clone DKFZp566M063) 

/cds=UNKNOWN 
14141 173 high-mobility group (nonhistone 

chromosomal) protein 2 (HMG2), 

mRNA /cds=(1 90,819) 
4504440 nuclear receptor subfamily 4, group A, 

member 1 (NR4A1), mRNA 

/cds=(1 10,1906) 
4504444 heterogeneous nuclear 

ribonucleoprotern A1 (HNRPA1), 

transcript variant 2, mRNA 

/cds=(1 04,1 222) 



I 



1 TGGTTTTCATATCAAAAGATCATGTTG 
GGATTAACTTGCCTTTTTCCCCA 



1 ATCTACAAGCGGAGAAAGTGACCTAG 
AGATTGCAAGGGCGGGGAGAGGAG 



1 TGTTTAAATGGCTTGGTGTCTTTCTTT 
TCTAATTATGCAGAATAAGCTCT 

1 AAAACTGTACTTTGATTCACATGTTTT 

CAAATGGAGTTGGAGTTCATTCA 
1 TCCATCAGAGCTGGTCTGCACACTCA 

CATTATCTTGCTATCACTGTAACC 
1 GACACTTTCGAGCTCCCAGCTCCAGC 

TTCGTCTCACCTTGAGTTAGGCTG 
1 TGTTGGGGTTTCCTTTACCTTTTCTAT 

AAGTTGTACCAAAACATCCACTT 
1 AGGAGTCTTTTACCCGGTGTGCTTTG 

CCGCAGTCATCCAAAATAAATTCA 



1 TAGGGAGCCGCACCTTGTCATGTACC 
ATCAATAAAGTACCCTGTGCTCAA 



1 GCTGTATATAAACGTGTCCCGAGCTT 
■ AGATTCTGTATGCGGTGACGGCGG 
1 TGTCTTATGTGTCAAAAGTCCTAGGA 
AAGTGGTTGATGTTTCTTATAGCA 

1 GCTGAATGACATATTTTATCTTGTTCT . 
TTAAAATCACAACACAGAGCTGC 

1 TGTCTCTCTCTCTTTTTCTTTTCTATG 
GAGCAAAACAAAGCTGATTTCCC 

1 CAGTGTACTGCAAGGAAGCTGGATG 
CAAGATAGATACTATATTAAACTGT 

1 TGTATTGTATGCAAATCTGTGATTGTT 

GGCAGTGTCATCTCTGAGAAACA 
1 GGGGTGTTTGTGTGTGTGCGCGTGT 

GCGTTTCAATAAAGTTTGTACACTT 
1 TTTAGTATTTTTCCCCCAGGCCAGAT 

CATTCGTGAGTGTGCGAGTGTGTG 
1 TGCTTTGTTTAAAGGACTGCAGACCA 

AGGAGTCGAGCTTTCTCTCAGAGC 
1 ACCTTATTTCCACTCTGGTGGATAAG 

TTCAATAAAGGTCATATCCCAAAC 
1 AATGTTGTCTGTCTTCTGTGCTGTTC 

CTGTAAGTTTGCTATTAAAATACA 
1 ACCTTCCTCATTTCACAGATAAGGAA 

TCTTTGGGGATTAACCAACCTCCT 
1 AG ATACCTCCC C ACCACC AATTG C C A 

AAGGTCCAATAAAATGCCTCAACC 
1 GCAATCCACAATCTGACATTCTCAGG 

AAGCCCCCAAGTTGATATTTCTAT 
1 TCTCAGGCTGCGTGCAGCAACAGTG 

CCCAGGGCTCTGATGAGTCTCTCAT 

1 GCCTCCAACCATGTTCCCTTCTTCTT 
AGCACCACAAATAATCAAAACCCA 

1 CTCATC7TCMCTTTTGTGCTCCCCTT 
TGCCTAAACCCTATGGCCTCCTG 

1 TGGGGGTTGTAAATTGGCATGGAAAT 
TTAAAGCAGGTTCTTGTTGGTGCA 

1 TGTGTGTATGGTAGCACAGCAAACTT 
GTAG G AATTAGTATC AATAGTAAA 

1 CCTGCCTGGCTCTCTCTTCCTACCCT 
CCTTCCACATGTACATAAACTGTC 

1 AGATGGGAATGAAGCTTGTGTATCCA 
TTATCATGTGTAATCAATAAACGA 
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Table 8 

14043073 heterogeneous nuclear 

ribonucfeoproteinA2/B1 (HNRPA2B1), 

transcript variant B1, mRNA 

/cds=(1 69,1 230) 
141 1 041 3 heterogeneous nuclear 

ribonucleoprotein D (AU-rich element 

RNA-binding protein 1 , 37kD) 

(HNRPD), transcript variant 1, mRNA 

/cdS=(2B5,1352) 
4504450 RNA binding motif protein, X 

chromosome (RBMX), mRNA 

/cds=(11,1186) 
4504464 homeo box B2 (HOXB2), mRNA 

/cds=(78,1148) 
4504514 heat shock 70kD protein 6 (HSP70B') 

(HSPA6), mRNA/cds=(G,l931) 

4504520 Homo sapiens, heat shock 6DkD 
protein 1 (chaperonln), done 
MGC:19755 IMAGE:3 630225, mRNA, 
complete cds /cds=(1 705,3396) 

4504522 heat shock 10kD protein 1 (chaperonin 
10) (HSPE1), mRNA/cds=(41,349) 

4504602 interferon, beta 1, fibroblast (IFNB1), 

mRNA/cds=(0,563) 
4504674 interleukin 6 signal transducer (gp1 30, 

oncostatin M receptor) (IL6ST), mRNA 

/Cds=(255,3011) 
4504678 interleukin 7 receptor (IL7R), mRNA 

/Cds=(22,1401) 
4504684 rnferleukin 9 receptor precursor (IL9R) 

gene, complete cds /cds=(214,1779) 

4504640 interleukin 1 2B (natural killer cell 
stimulatory factor 2, cytotoxic 
lymphocyte maturation factor 2, p40) 
(IL12B), mRNA /cds-(1 3,999) 

4504650 interleukin 17 (cytotoxic T-lymphocyte- 
assocrated serine esterase 8) (IL17), 
mRNA/cdS=(53,520) 

4504720 interferon regulatory factor 1 (IRF1), 

mRNA /cds=(1 97,1 174) 
47551 44 interferon regulatory factor 2 (IRF2), 

mRNA/cds=(177,1226) 
4504726 interferon regulatory factor 5 (1RF5), 

transcript variant 1 , mRNA 

/cds*{102,1616) 
6007850 Homo sapiens, Similar to hypothetical 

protein, clone MGC;1824 

IMAGE:350951B, mRNA, complete cds 

/cds-(533,1504) 
4504756 integrin, alpha L (antigen CD11A 

(p1 80), lymphocyte function-associated 

antigen 1; alpha polypeptide) (ITGAL), 

mRNA/cds=(88,3600) 

4504766 mRNA for FLJQ0043 protein, partial 

cds /cds=(0,4248) 
4504770 integrin beta 4 binding protein 

(ITGB4BP), mRNA /cds=(70 t 807) 
4504802 Janus kinase 1 (a protein tyrosine 

kinase) (JAK1), mRNA /cds=(75,3503) 

4504808 jun B proto-oncogene (JUNB) 

4504898 karyopherin alpha 3 (importin alpha 4) 

(KPNA3), mRNA/cds=(91,1656) 
1 1 693297 lymphocyte-activation gene 3 (LAG3), 

mRNA /cds=(349, 1938) 
9845501 Homo sapiens, Similar to ribosomal 

protein L4, clone MGC:2966 

IMAGE:31 39805, mRNA, complete cds 

/cds=(1616,2617) 
4504960 lamin B receptor (LBR), mRNA 

/cds=(75,1922) 
7362490 lymphocyte cytosolic protein 1 (L- 

plastin) (LCP1), mRNA /cds=(1 73,2056) 
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TTAAGAI I I I I CTCAAAGTTTTGAAAA 
GCTATTAGCCAGGATCATGGTGT 



TGCGGCTAGTTCAGAGAGATTTTTAG 
AGCTGTGGTGGACTTCATAGATGA 



CCATTTTGCCTTTCTGACA7TTCCTTG 
GGAATCTGCAAGAACCTCCCCTT 

TTCCGTTTGGTAGACTCCTTCCAATG 
AAATCTCAGGAATAATTAAACTCT 
GGCAGAGAAGGAGGAGTATGAGCAT 
CAGAAGAGGGAGCTGGAGCAAATCT 

AGCAGCCTTTCTGTGGAGAGTGAGAA 
TAATTGTGTACAAAGTAGAGAAGT 



AATGATAACTAATGACATCCAGTGTC 
TCCAAAATTGTTTCCTTGTACTGA 

TCCCTCTG GGACTGGACAATTGCTTC 
AAGCATTCTTCAACCAGCAGATGC 
CGGCTACATGCCTCAGTGAAGGACTA 
GTAGTTCCTGCTACAACTTCAGCA 

CATGAGTCAAGAGCATCCTGCTTCTA 
CCATGTGGATTTGGTCACAAGGTT 
GTCAGAGGTCCTGTCTGGATGGAGG 
CTGGAGGCTCCCCCCTCAACCCCTC 

CCTGATACACAATTATGACCAGAAAA 
TATGGCTCCATGAAGGTGCTACTT 



ATTC AATTC CAGAGTAGTTTCAAGTTT 
CACATCGTAACCATTTTCGCCCG 



TGGAAATGTCATCTAACCATTAAGTC 

ATGTGTGAACACATAAGGACGTGT 

AATTCCCAGATTTGAAGACAAAAATA 

CTCTAATTCTAACCAGAGCAAGCT 

TGGCAGCTACCCCCTTCTTGAGAGTC 

CAAGAACCTGGAGCAGAAATAATT 

TTCCTTCAGGATGATCTAGAGCAGCA 
TGGAGCTGTTGGTAGAATATTAGT 



TGCCAAGCACAGTGCCTGCATGTATT 
TATCCAATAAATGTGAAATTCTGT 



ACCACTGTATGTTTACTTCTCACCATT 

TGAGTTGCCCATCTTGTTTCACA 

GGCTGAGGGTTCTGCTGTCCTGTGC 

CACCCCATTAAAGTGCAGTTCCTCC 

ACCATCCAATCGGACAAGCTTTCAGA 

ACCTTATTGAAGGATTTGAAGCAC 

AGTCTCTAAAGAGTTTATTTTAAGACG 

TGTTTGTGTTTGTGTGTGTTTGT 

TGGAAGACTAAAGAGGTGCAATGTGA 

TCTGAGCCTCCATCATTGTCCTCC 

GCAGCCAGCAGATCTCAGCAGCCCA 

GTCCAAATAAACGTCCTGTCTAGCA 

GGTAG G AGCAACCACTGACTGGTCTT 

AAGCTGTTCTTGCATAGGCTCTTA 



TCAGCTACACTTTGTTTTTAAGTTTGT 
TTTTGACATGTTTATTTGGCAAA 
TCCCCCCTCCGCCTCCCAGGAAGAA 
AGAATGTTACTGCCTTAATAAAAAA 
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2279 Table 3A 

2280 Table 3A 

2281 literature 

2282 Table 3A 



2284 literature 

2285 Table 3A 

2286 Table 3A 

2287 Table 3A 

2288 Table 3A 



2291 Table 3A 



Table 8 

4557031 Homo sapiens; lactate dehydrogenase 
B, clone MGC:3600 IMAGE:3028947, 
mRNA, complete cds /cds=(1 745,2749) 



Hs.2250 NMJ)02309 6006018 

Hs.2798 NMJJ02310 6042197 

Hs.166091 NMJ>02312 4504996 

Hs.158203 NM 002313 6006043 



2283 Table 3A Hs.890 NMJI02341 4505034 



Hs.1116 NMJ302342 4505038 

Hs.105938 NM 002343 4505042 

Hs.210 NM..002344 4505044 

Hs.80887 NMJ302350 4505054 

Hs.75709 NM 002355 10947032 



2289 Table 3A Hs.330716 NMJJ02356 

2290 Table 3A Hs.69547 NMJXJ2385 



11125771 
4505122 



leukemia inhibitory factor (cholinergic 
differentiation factor) (LIF), mRNA 
/cds=(64,672) 

leukemia inhibitory factor receptor 
(LIFR), mRNA /cds~(1 53,3446) 
ligase IV, DNA, ATP-dependent (LIG4), 
mRNA/cds=(474,3008) 
actin binding LIM protein 1 (ABLIM), 
transcript variant ABLIM-I, mRNA 
/CdS=(99,2435) 

lymphotoxin beta (TNF superfamily, 
member 3) (LTB), transcript variant 1, 
mRNA fcds=(8,742) 

lymphotoxin beta receptor (TNFR 
superfamily, member 3) (LTBR), mRNA 
/cds={168,1475) 

lactotransferrin (LTF), mRNA 
/cds=(294,2429) 

leukocyte tyrosine kinase (LTK), mRNA 
/cds=(1 70,2581) 

v-yes-1 Yamaguchi sarcoma viral 
related oncogene homolog (LYN), 
mRNA /cds=(297,1 835) 
mannose-6-phosphate receptor (cation 
dependent) (M6PR), mRNA 
/cds=(170,1003) 
cDNA FLJ14368 fls, clone 
HEMBA1001122/cds=UNKNOWN 
myelin basic protein (MBP), mRNA 
/Cds=(1 0,570) 



Hs.172195 NMJM2408 



2292 literature Hs.1384 NMJW2412 

2293 Table 3A Hs.1 77543 NMJ)02414 

2294 db mining Hs.83169 NMJ)02421 

2295 db mining Hs.83326 NWL.002422 

2296 db mining Hs.2256 NM_002423 

2297 db mining Hs.73862 NMJJ02424 

2298 db mining Hs.2258 NMJJ02425 

2299 db mining Hs.1695 NMJ>02426 

2300 db mining Hs.2936 NMJXJ2427 

2301 literature Hs.82380 NM_002431 

2302 literature Hs.79396 NMJJQ2434 

2303 Table 3A Hs.1861 NMJ)02436 

2304 literature Hs.42674 NMJJ02439 

2305 literature Hs.1 15246 NMJJ02440 

2306 literature Hs. 11 21 93 NMJJ02441 



6031 1 83 mannosyl (alpha-1 ,6-)-glycoprotein 
beta-1,2-N- 

acetylglucosaminyltransferase 

(MGAT2), mRNA /cds=(489,1 832) 
4505176 O-6-methyiguanine-DNA 

methyltransferase (MGMT), mRNA 

/cds=(40,663) 
45051 82 antigen identified by monoclonal 

antibodies 12E7, F21 and 013 (MIC2), 

mRNA/cds=(123,680) 
13027798 matrix metalloproteinase 1 (interstitial 

collagenase) (MMP1), mRNA 

/cds=(71,1480) 

1 3027803 matrix metalloproteinase 3 (stramelysin 
1, progelatinase) (MMP3), mRNA 
/cds=(63,1496) 

13027804 matrix metalloproteinase 7 (matrilysin, 
uterine) (MMP7), mRNA /cds=(47, 850) 

4505220 matrix metalloproteinase 8 (neutrophil 

collagenase) (MMP8), mRNA 

/cds={71,1474) 
4505204 matrix metalloproteinase 10 

(stromelysin 2) (MMP10), mRNA 

/cds=(22,1452) 
4505206 matrix metalloproteinase 12 

(macrophage elastase) (MMP12), 

mRNA/cds=(12,1424) 
13027796 matrix metalloproteinase 13 

(collagenase 3) (MMP13), mRNA 

/Cds=(28,1443) 
4505224 menage a trois 1 (CAK assembly 

factor) (MNAT1), mRNA /cds=(34,963) 

4505232 N-methyipurine-DNA glycosylase 
(MPG), mRNA/cds=(146,1042) 

6006024 membrane protein, palmitoylated 1 

(55kD) (MPP1), mRNA/cds=(115,1515) 

4505248 mutS (E. cofi) homolog 3 (MSH3), 

mRNA /cds=(16,3402) 
4505250 mutS (E. coli) homolog 4 (MSH4), 

mRNA /cds=(41,2851) 
4505252 mRNA for G7 protein (G7 gene located 

in the class HI region of the major 

histocompatibility complex 

/cds=(56,2611) 



PCT/US01/47856 



GTGAATTTGGGCTCACAGAATCAAAG 
CCTATGCTTGGTAGCTCTTGAACA 



TCCTTCCTTTCCACTGAAAAGCACAT 
GGCCTTGGGTGACAAATTCCTCTT 

AGAAATGTTCAGTAATGAAAAAATATA 

TCCAATCAGAGCCATCCCGAAAA 

TTTTAACTTTTAAG GTTG AAAAG AC AA 

TAGCCCAAAGCCAAGAAAGAAAA 

GCACTCCTTTGTCATATACTCTGCAT 

CACTGTCATACTCACAACTTCGTG 

TGGCAGTGGGAAAAATGTAGGAGAC 
TGTTTGGAAATTGATTTTGAACCTG 

CATGCAAATAAAAAGAATGGGACCTA 
AACTCGTGCCGCTCGTGCCGAATT 

G G ATTGC CCATCC ATCTG CTTAC AAT 

TCCCTGCTGTCGTCTTAGCAAGAA 

GAGCACTGGATTGCTTTCCCATTATG 

AGCGTCCTTCATCTGGGCAGACCC 

AACCGGATATATACATAGCATGACAT 

TTCTTTGTGCTTTGGCTTACTTGT 

ATTTGTTTGCATCCCTCCCCCACACC 
CTGGTGTTTTAAAATGAAGAAAAA 

AAACTCCTGCTTAAGGTGTTCTAATTT 
TCTGTGAGCACACTAAAAGCGAA 
GACATGCGGGCTGGGCAGCTGTTAG 
AGTCCAACGTGGGGCAGCACAGAGA 

ACCAAAATTCAGTGAAGGCATTCTAC 
AAGTTTTGAGTTAGCATTACATTT 



TAACACTGCATCGGATGCGGGGCGT 
GGAGGCACCGCTGTATTAAAGGAAG 

TCCATCGAGCACGTCTGAAACCCCTG 
GTAGCCCCGACTTCTTTTTAATTA 

CAGTCACTGGTGTCACCCTGGATAG 
GCAAGGGATAACTCTTCTAACACAA 

GGGAAGCACTCGTGTGCAACAGACA 
AGTGACTGTATCTGTGTAGACTATT 

TCTATGAGCTTTGTCAGTGCGCGTAG 
ATGTCAATAAATGTTACATACACA 

ATATGGTGCTGTTTTCTACCCTTGGA 
AAGAAATGTAGATGATATGTTTCG 

TTGCTAGGCGAGATAGGGGGAAGAC 
AGATATGGGTGTTTTTAATAAATCT 

AAGTTGCTTCCTAACATCCTTGGACT 
GAGAAATTATACTTACTTCTGGCA 

CTCAGGCAAAGAAAATGAAATGCATA 
TTTGCAAAGTGTATTAGGAAGTGT 

TGGAAGAGAGGAATAAATAATTCACC 
TATATGTGTTTGAGGTTGTGACAG 

GCCTGAGCAAAGGGCCTGCCCAGAC 
AAGAI Nil I AATTGTTTAAAAACC 
AAATGACACATCTGTGCAATAGAATG 
ATGTCTGCTCTAGGGAAACCTTCA 

ATATTTTTATTTGTTTCAGTTCAGATA 

ATTGGCAACTGGGTGAATCTGGC 

TTCCCAGGACCGAACAAGTTCCAGAA 

AAG A CTG AAG AATAATCACAATTC 

TTCCTTATCTCCCTCAGACGCAGAGT 

TTTTAGTTTCTCTAGAAATTTTGT 
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Table 8 



2307 Table 3A 

2308 literature 

2309 Table 3A 

2310 Table 3A 

2311 Table 3A 

2312 Table 3A 

2313 Table 3 A 

2314 Table 3A 

2315 Table 3A 

2316 Table 3A 

2317 Table 3A 

2318 literature 

2319 Table 3A 

2320 Table 3A 

2321 Table 3A 

2322 Table 3A 

2323 Table 3A 

2324 Table 3A 

2325 Table 3A 

2326 Table 3A 

2327 Table 3A 

2328 literature 

2329 Table 3A 

2330 literature 

2331 Table 3A 

2332 Table 3A 

2333 Table 3A 

2334 literature 



Hs.288742 NMJJ02444 4505256 

Hs.388 NMJ)02452 4505274 

Hs.82132 NM_002460 4505286 

HS.82132 NMJJ02460 4505286 

HS.76391 NMJJ02462 4505290 

Hs.926 NMJ)02463 11342663 

HS.79070 NM_002467 12962934 

Hs.243886 NMJJQ2482 4505332 

HS.2581 2 NM_002485 699S01 9 

Hs.19236 NM_002492 4505362 

HS.10758 NM_002495 4505368 

Hs.1827 NM_002507 4505392 

Hs.82226 NM_002510 4505404 

Hs.214 NM_002515 4505424 

Hs.89385 NMJ0O2519 4505430 

Hs.9614 NMJ302520 10835062 

Hs.1 53952 NMJJ02526 4505466 

Hs.66196 NMJ302528 6224977 

Hs.264981 NM_002535 4505484 

Hs.74563 NMJ)02537 9845505 

Hs.75212 NMJJ02539 4505488 

Hs.96398 NMJ)02542 7949101 

Hs.77729 NM_002543 4505500 

Hs.81791 NMJJ02546 4507566 

Hs.172182 NMJ>02568 4505574 

HS.75716 NMJ>02575 4505594 

Hs.188 NM_002600 4505662 

Hs.37040 NM_002607 4505678 



cDNA: FLJ22712 fis. clone HSU 3435 
/cds^UNKNOWN 

nudix (nucleoside diphosphate linked 
moiety X)-type motif 1 (NUDT1), mRNA 
/Cds=(26,496) 

interferon regulatory factor 4 (IRF4), 
mRNA fcds=(1 05, 1450) 
interferon regulatory factor 4 (IRF4), 
mRNA /cds=(1 05, 1460) 
myxovirus (influenza) resistance 1, 
homoiog of murine (interferon-inducible 
protein p78) (MX1), mRNA 
/cds-(345,2333) 

myxovirus (influenza) resistance 2, 
homoiog of murine (MX2), mRNA 
/cds=(104,2251) 

v-myc avian myelocytomatosfs viral 
oncogene homoiog (MYC), mRNA 
/Cds=(558,1877) 

nuclear autoantigenic spenn protein 
(histone-binding) (NASP), mRNA 
/Cds=(85,2448) 

Nijmegen breakage syndrome 1 
(nibrin) (NBS1), mRNA /cds=(52,231 6) 

NADH dehydrogenase (ubiquinone) 1 
beta subcomplex, 5 (16kD ( SGDH) 
(NDUFB5), mRNA/cds=(6,575) 

NADH dehydrogenase (ubiquinone) Fe- 
S protein 4 (18kD) (NADH-coenzyme Q 
reductase) (NDUFS4), mRNA 
/cds=(8,535) 

nerve growth factor receptor (TNFR 
superfamily, member 16) (NGFR), 
mRNA /cds=(1 13, 1396) 
glycoprotein (transmembrane) nmb 
(GPNMB), mRNA /cds=(91, 1773) 
neun>oncological ventral antigen 1 
(NOVA1), transcript variant 1, mRNA 
/cds=(60,1592) 

nudear protein, ataxia-telangiectasia 
locus (NPAT), mRNA /cds=(34,4317) 
nucleophosmin (nucleolar 
phosphoprotein B23, numatrin) (NPM1), 
mRNA/cds=(0 ( 884) 
5' nucleotidase (CD73) (NT5), mRNA 
/Cds=(49,1773) 

nth (Exoli endonuclease Ill)-like 1 
(NTHL1), mRNA/cds=(0,938) 

2*-5'-ollgoadenylate synthetase 2 (69- 
71 kD) (OAS2), transcript variant 2, 
mRNA/cds=(19,2082) 

ornithine decarboxylase antizyme 2 
(OAZ2), mRNA /cds=UNKNOWN 

ornithine decarboxylase 1 (ODC1) 
mRNA/cds=(334,1719) 

8-oxoguanine DNA glycosylase 
(OGG1), nuclear gene encoding 
mitochondrial protein, transcript variant 
1b, mRNA /cds=(1 266,2240) 

oxidised low density lipoprotein (lectin- 
like) receptor 1 (OLR1), mRNA 
/cds=(61,882) 

tumor necrosis factor receptor 
superfamily, member 11b 
(osteoprotegerin) (TNFRSF11B), 
mRNA /Cds=(94,1 299) 

poly(A)-bindlng protein, cytoplasmic 1 
(PABPC1), mRNA/cds=(502,2403) 

serine (or cysteine) proteinase inhibitor, 
clade B (ovalbumin), member 2 
(SERPINB2), mRNA/cds=(72,1319) 

phosphodiesterase 4B, cAMP-specific 
(dunce (Drosophila)-homolog 
phosphodiesterase E4) (PDE4B), 
mRNA/cdS=(765,2459) 
platelet-derived growth factor alpha 
polypeptide (PDGFA), mRNA 
/cds=(403,993) 



TTTTGGAGGGGTTTATGCTCAATCCA 
TGTTCTATTTCAGTGCCAATAAAA 
CATTGAGTGGCGCAGAGCCGGGTTT 
CATCTGGAATTAACTGGATGGAAGG 

TGGAAATTCCCGTGTTGCTTCAAACT 

GAGACAGATGGGACTTAACAGGCA 

TGGAAATTCCCGTGTTGCTTCAAACT 

GAGACAGATGGGACTTAACAGGCA 

CGTCCTGCGGAGCCCTGTCTCCTCT 

CTCTGTAATAAACTCATTTCTAGCC 



TTTCCCTGATTATGATGAGCTTCCATT 
GTTCTGTTAAGTCTTGAAGAGGA 

CAAATGCAACCTCACAACCTTGGCTG 
AGTCTTGAGACTGAAAGATTTAGC 

GGGACACTGGAGGCTGGAGCTACAG 
TTGAAAGCACTGCATGTTAAGAGGG 

TCTGTCATGCCCACAATCCCTTTCTA 
AGGAAGACTGCCCTACTATAGCAG 

GGAGAAATAGGAATTTGTGAACCCCT 
AAAATTGTAGCAACTTTGAAAGGT 

ACAAGAGTATCCACAAAATAGGTTGG 
CACTGACTATATCTCTGCTTGACT 



GCCCTCCTGAAACTTACACACAAAAC 
GTTAAGTGATGAACATTAAATAGC 

AAACCATCTACTATATGTTAGACATGA 
CATTCTTTTTCTCTCCTTCCTGA 
GTGTATCTCGTGGAATCAGTGGTTAG 
CATTGCCGCTATTATATTTACTCA 

TTGTGATGTTAAGAAATTTGTATGGT 
GTGGCAGTGGTCTATTCCTAAGGA 
CGGATGACTGACCAAGAGGCTATTCA 
AGATCTCTGGCAGTGGAGGAAGTC 

CCTAAATCTGTGTGTGTATTGTGAAG 
TGGTATAAGAAATGACTTTGAACC 
CAGGCTGAGGTGGACCAAGAAGGCA 
ACCAAGTCCCCAGAGGAGACCCGCG 

GAATGTAGGGAAGAGGTGCCAAGCC 
AACCGTGGGGTTAGCTCTAATTATT 

ACGGGGATGTCAGGGAGGCAAGTGT 

GTTGTGTTACTGTGTCAATAAACTG 

GGCAGAATGGGCCAAAAGCTTAGTG 

TTGTGACCTGTTTTTAAAATAAAGT 

CAAGATGGGGTGGGGGATATTGAGG 

GAGACAGCGCTAAGGATGGTTTTAT 



TAGGCTTCTATTTCCTTrCCACCCACT 
CTTCACAGGCTATTCTACTTTAA 

GGTAACCAGGTCCAATCAGTAAAAAT 
AAGCTGCTTATAACTGGAAATGGC 



TCTGTTTTAAGTAACAGAATTGATAAC 
TGAGCAAGGAAACGTAATTTGGA 
TGCCTTTAATTGTTCTCATAATGAAGA 
ATAAGTAGGTACCCTCCATGCCC 



TGCCATTAAGCAGGAATGTCATGTTC 
CAGTTCATTACAAAAGAAAACAAT 



ACCTGTTTTGTATACCTGAGAGCCTG 
CTATGTTCTTCTTTTGTTGATCCA 
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Hs.79402 


MM 002694 
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Hs.1101 


NM_002698 


4505958 
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Hs.2164 


NM_002704 


4505980 
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Hs.17883 


NM_002707 


4505998 
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NM 002709 


4506004 
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Table 8 

platelet-derived growth factor beta 
polypeptide (simian sarcoma viral (v- 
sis) oncogene homolog) (PDGFB), 
mRMA/cds=(1 022, 1747) 
platelet factor 4 (PF4), mRNA 
/cds=(7,312) 

properdin P factor, complement (PFC), 
mRNA /cds=(242,1 651 ) 
phosphofructokinase, platelet (PFKP), 
mRNA/cds=(33,2387) 
phosphoglycerate mutase 1 (brain) 
(PGAM1), mRNA /cds=(31 ,795) 
solute carrier family 25 (mitochondrial 
earner; phosphate earner), member 3 
(SLC25A3), nuclear gene encoding 
mitochondrial protein, transcript variant 
1b, mRNA /cds=(48, 1133) 
PHD finger protein 1 (PHF1), transcript 
variant 2, mRNA/cds=(215,1918) 

protease inhibitor 3, skin-derived 
(SKALP) (PI3), mRNA /cds=(1 1 9.472) 
ras-like protein (TC10), mRNA 
/cds=(0,641) 

phosphoinositide-3-kinase, catalytic, 
gamma polypeptide (PIK3CG), mRNA 
/cds=(323,3628) 

phosphatidylinositol 4-kinase, catalytic, 
beta polypeptide (PIK4CB), mRNA 
/cds=(69,2555) 

plasminogen activator, urokinase 
(PLAU), mRNA/cds=(76,1371) 
plasminogen activator, urokinase 
receptor (PLAUR), mRNA 
/cds={426,1433) 
pleckstrin (PLEK), mRNA 
/cds=(60,1112) 

pinin, desmosome associated protein 
(PNN), mRNA/cds=(30,2261) 
polymerase (DNA directed), beta 
(POLB), mRNA /cds=(1 13,1 120) 
polymerase (DNA directed), delta 1, 
catalytic subunit (125kD) (POLD1), 
mRNAVcds=(53,3376) 
mRNA for KIAA1794 protein, partial 
cds/cds=(1 592,4000) 
polymerase (RNA) II (DNA directed) 
polypeptide C (33kD) (POLR2C), 
transcript variant gamma, mRNA 
/cds=(57 t 884) 

POU domain, class 2, transcription 
factor 2 (POU2F2), mRNA 
/cds=(54,1445) 

pro-platelet basic protein (includes 
platelet basic protein, beta- 
thromboglobuiin, connective tissue- 
activating peptide III, neutrophil- 
activating peptide-2) (PPBP), mRNA 
/cds=(66,452) 

protein phosphatase 1G (formerly 2C) f 
magnesium-dependent, gamma isoform 
(PPM1G), mRNA /cds=(24,1 664) 



2410153K17 gene, clone MGC:19595 
IMAGE:3840843, mRNA, complete cds 
/cds=(469,1899) 

protein phosphatase 1 , catalytic 
subunit, gamma isoform (PPP1CC), 
mRNA fcds=(1 54,1 125) 

protein phosphatase 1 , regulatory 
subunit 7 (PPP1R7), mRNA 
/cds=(15,l097) 

protein phosphatase 2 (formerly 2A), 
regulatory subunit B (PR 52), alpha 
isoform (PPP2R2A), mRNA 
/cds=(105,1448) 

protein phosphatase 2, regulatory 
subunit B (B56), gamma isoform 
(PPP2R5C), mRNA /Cds=(88, 1632) 
proteoglycan 1, secretory granule 
(PRG1), mRNA/cds=(24,500) 
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CTGCTTCCTTCAGTTTGTAAAGTCGG 
TGATTATATTTTTGG GGGCTTTCC 



AGCATACTTC I till I CCAGTTTCAAT 

CTAACTGTGAAAGAAACTTCTGA 

GAACTCTAACACTTCTCTCCTCCACT 

CTGAGCCCCCTGACCTTCCAAACC 

CCAGTGCGTGCTGTCTGTGGAGTGT 

GTCTCATGCTTTCAGATGTGCATAT 

CCCTGCCAGATGGGTCCAGTGTTCAT 

GTG AG C ATAACTGTACTAAATCCT 

TGCTTAAGGCAAGAGTTTCAGATTTA 

CTGTTGAAATAAACCCAACTGTTC 



CCTGACCCCTCCCATCCTTCCCATTT 
CCTTTGATGTTATTTTGTTACAGC 

TAAGTCCCTGCTGCCCTTCCCCTTCC 

CACACTGTCCATTCTTCCTCCCAT 

TGATGTGATTGTAGC I I I I I AAACTAT 

GAAACCCCTGAGAGATTGTACCT 

CCCAAAGGTTCCTAAGCCTGGCTGCA 

AAGAAGAATCAACAGGGACACTTT 

TAGAAGTTTGCTTTTTCCCTGCCTGT 
CTTGGTCACTACCACCTCTTCCCT 

TGACCAGCACTGTCTCAGTTTCACTT 
TCACATAGATGTCCCTTTCTTGGC 
CTGCCCATCTCAGCCTCACCATCACC 
CTGCTAATGACTGCCAGACTGTGG 

TTCCTGAAGCTGTTCCCACTCCCAGA 
TGGTTTTATCAATAGCCTAGAGGT 
GGATTACCTTTCCTTGTAAAGAGGAT 
GCTGC CTTAAGAATTGCATGTTGT 
GGGTCTTTGGTGI I I I I AAATGATTGT 
TTCTTCTTCATGCTTTTGCTTGC 
CATGGGGCGGGGGCGGGACCAGGG 
AG AATTAATAAA GTTCTG G ACTTTTG 

ATTTAAAGCACAGTTTG I I I I ICTGTC 
ACCTATAGAGTGCAAGAATGCAC 
CAGCACTGTCTCCAGATAGGAACATG 
CACAAAGCAGTTAATTAGGCAGCC 



CTCCCCTCCCATTCCTCTGGTCCCTG 
CCTTGGTCCCTTGCCTGGGAAGAG 

AAGGTTGGTTAAAAGATGGCAGAAAG 
AAGATGAAAATAAATAAGCCTGGT 



CTCATCACCGGTTCTGTGCCTGTGCT 
CTGTTGTGTTGGAGGGAAGGACTG 



TTTGCTTGGCAACACGACTTGAAATA 
AATAAAACTTTGTTTCTTAGGAGA 



1 AAAAGAAATCTGTTTCAACAGATGAC 
CGTGTACAATACCGTGTGGTGAAA 

1 GACGCCACACACCATTTTCAGATGCC 
GTTGCAATTAAATCTTGCCACACT 

1 ATGTTTTAGTAAC AGTTG GCTGTAAT 
CACTCCTCGCCGTGTCTGGCACTG 



AGTTCTGCGTTTGGCATCTTCACTCT 
TTCCAAAATGTATCTGTACATCAG 

TGTGTTTGCAGAGCTAGTGGATGTGT 
TTGTCTACAAGTATGATTGCTGTT 
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Hs.2499 NMJ302741 4506072 

Hs.324473 NM.002745 4506086 

HS.267445 NM_002750 4506094 

HS.274382 NM_002759 4506102 

Hs.56 NMJ)02764 4506126 

Hs.82159 NM_002786 4506178 

HS.16710S NMJJ02788 4506182 

Hs.251531 NMJJ02789 4506184 

Hs.76913 NM_002790 4506186 

Hs.233952 NM_002792 4506188 

Hs.89545 NM_002796 4506198 

Hs.1 18065 NMJJ02799 4506202 

Hs.61 1 53 NM _002803 4506208 

Hs.79387 NM_002805 4506212 

Hs.341867 NMJJ02807 4506224 

Hs.74619 NMJ)02808 4506226 

Hs.1 55543 NM 002811 4506230 



2381 Table 3A Hs.78466 NM_002812 4506232 

2382 Table 3A Hs.306328 NM_002817 4506222 

2383 Table 3A Hs.250655 NMJJ02823 4506276 

2384 Table 3A Hs.155894 NMJJ02827 4506288 

2385 Table 3A Hs.82829 NM_002828 4508290 
2388 Table 3A Hs.63489 NMJJ02831 4506296 

2387 Table 3A Hs.35 NMJJ02832 4506298 

2388 Table 3A Hs.62 NMJJ02835 4506286 

2389 Table 3A Hs.26045 NMJ)02836 4506302 



Table 8 

protein kinase, cAMP-dependent, 
regulatory, type I, alpha (tissue specific 
extinguisher 1) (PRKAR1A), mRNA 
/cds=(87,1232) 

protein kinase C-like 1 (PRKCL1), 
mRNA/cds=(84,2912) 

40 kDa protein kinase related to rat 
ERK2/cds=(134,1180) 
mRNA; cDNA DKFZp434B231 (from 
done DKFZp434B231) 
/cds=UNKNOWN 

protein kinase, Interferon-inducible 
double stranded RNA dependent 
(PRKR), mRNA /cds=(435, 2090) 
phosphoribosyl pyrophosphate 
synthetase 1 (PRPS1), mRNA 
/cds=(66,1022) 

proteasome (prosome, macropain) 
subunit, alpha type, 1 (PSMA1), mRNA 
/cds==(1 05,896) 

proteasome (prosome, macropain) 
subunit, alpha type, 3 (PSMA3), mRNA 
/cds={5.772) 

proteasome (prosome, macropain) 
subunit, aipha type, 4 (PSMA4), mRNA 
/Cds=(59,844) 

proteasome (prosome, macropain) 
subunit, afpha type, 5 (PSMA5), mRNA 
/cds=(21,746) 

proteasome (prosome, macropain) 
subunit, alpha type. 7 (PSMA7), mRNA 
/cds=(24,770) 

proteasome (prosome, macropain) 
subunit, beta type, 4 (PSMB4), mRNA 
/cds=(23,817) 

proteasome (prosome, macropain) 
subunit, beta type, 7 (PSMB7), mRNA 
/cds=(14,847) 

proteasome (prosome, macropain) 26S 
subunit, ATPase, 2 (PSMC2), mRNA 
/cds=(66,1367) 

proteasome (prosome, macropain) 26S 
subunit, ATPase, 5 (PSMC5), mRNA 
/cds={0,1220) 

2t72b08.r1 cDNA, 5' end 
/clone=IMAGE:727863 /c^one_end=5 , 

proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 2 (PSM02), 
mRNA /cds=(1 1 2,2673) 

proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 7 (Mov34 
homotog) (PSMD7), mRNA 
/cds=(83,1057) 

proteasome (prosome, macropain) 26S 

subunit, non-ATPase, 8 (PSMD8), 

mRNA/cds=(70,843) 

mRNA activated in tumor suppression, 

clone TSAP13 extended 

/cds==UNKNOWN 

prothymosin, alpha (gene sequence 
28) (PTMA), mRNA /cds=(1 55,487) 
protein tyrosine phosphatase, non- 
receptor type 1 (PTPN1), mRNA 
/cds=(72,1379) 

protein tyrosine phosphatase, non- 
receptor type 2 (PTPN2), mRNA 
/cds=(60,1307) 

protein tyrosine phosphatase, non- 
receptor type 6 (PTPN6), mRNA 
/cds*(144,193l) 

protein tyrosine phosphatase, non- 
receptor type 7 (PTPN7), mRNA 
/cds=(l55,1174) 

protein tyrosine phosphatase, non- 
receptor type 12 (PTPN12), mRNA 
/cds=(1 9,2361) 

protein tyrosine phosphatase, receptor 
type, A (PTPRA), mRNA 
/cds=(695,3l03) 
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AAATCTGGGGAAGAGGTTTTATTTAC 
ATTTTAGGGTGGGTAAGAAAGCCA 



CAGAGCGGAGGCTGGGATCTAGCGA 
GAGAGATGCAGAAGATGTGAAGAAA 

CGTTTGGAGGGGCGGTTTCTGGTAG 
TTGTGGCTTTTATG CTTTCAAAGAA 
GGGGTGGGAGGGATGGGGAGTCGG 
TTAGTCATTGATAGAACTACTTTGAA 

TGCAGAAACAGAAAGGTTTTCTTCTT 
TTTGCTTCAAAAACATTCTTACAT 

AGATTAACTGCTGGACCTCCTACCTG 
CATTATCTCATTCTGGCTTCCTTG 

CTTTGTGGTTTTAAAGACAACTGTGA 
AATAAAATTGTTTCACCGCCTGGT 

GAACTCAGCTGGGTTGGTGAATTAAC 
TAATGGAAGACATGAAATTGTTCC 

ACGATGATGGTTACCCTTCATGGACG 
TCTTAATCTTCCACACACATCCCC 

TTCAGTTCTAATAATGTCCTTAAATTT 
TATTTCCAGCTCCTGTTCCTTGG 

GCCTTTCCATTCCATTTATTCACACTG 
AGTGTCCTACAATAAACTTCCGT 

TGCATTATCCAGAACTGAAGTTGCCC 
TACTTTTAACTTTGAACTTGGCTA 

GCCCAGTAAGACACTCATGTGGCTAG 
TGTTTG CCGAATG AAACTCAACTC 

TAAGTCTTATGCCAAATTCAGTGCTA 
CTCCTCGTTACATGACATACAACT 

AAGTGAGTGGACAGCCTTTGTGTGTA 
TCTCTCCAATAAAGCTCTGTGGGC 

TCTCCAAGTCTTTGGTTGAAGAGAAG 
ATATATGACTGTTGAGTGTGCTCT 
GGGGAATTGTCGCCTCCTGCTCTTTT 
GTTACTGAGTGAGATAAGGTTGTT 

TGGCATCCTCAGGGGTTGTGATCCA 
GCTCCATATATTGTTTACCTTCAAA 



CGGGCACTGGGTGGGGCAGGGCAC 
GAGTTATTTAAAACAGTTACACTGCA 

CGGACATCTTTTCCGTTGCGGTTTGA 
GAATGTTCCTATAATAAACCCCTC 

TTTGGCCTGTTTTGATGTATGTGTGA 
AACAATGTTGTCCAACAATAAACA 
AGCGAGCTGCTCTGCTATGTCCTTAA 
GCCAATATTTACTCATCAGGTGAT 

TGTAGTTGGGGTAGATTATGATTTAG 
GAAGCAAAAGTAAGAAGCAGCATT 

GCGATGGACAGACTCACAACCTGAA 
CCTAGGAGTGCCCCATTC7TTTGTA 

GCTCAGGAGGGTACAAGCTCCAGAA 
CAGTAACCAAGTGGGAAAATAAAGA 

CTGGATTCATGCAGCCAGCTTTGCAG 
GTTATCAGAGATCAAAGATTGTAA 

TATCATGGGGAGTAATAGGACCAGAG 
CGGTATCTCTGGCACCACACTAGC 
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NM_002952 
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protein tyrosine phosphatase, receptor 
type. C (PTPRC), mRNA 
/cds=(86,4000) 

pentaxin-related gene, rapidly induced 
by IL-1 beta (PTX3), mRNA 
/cds=(67,1212) 

RAD1 (S. pombe) homolog {RAD1), 
mRNA/cds=(437,1285) 
RAS13, member RAS oncogene famtly 
(RAB13), mRNA/cds=(139,750) 

RAD17 (S. pombe) homolog (RAD17), 
mRNA/cds*(642,2654) 
Homo sapiens, Similar to RIKEN cDNA 
261 0036L1 3 gene, done MGC : 1 6386 
IMAGE:39380S1, mRNA, complete cds 
/cds={82,840) 

RAD51 (S. cerevisiae) homolog C 
(RAD51C), mRNA /Cds=(1 6,423) 
RAD51 (S. cerevisiae)-like 1 
(RAD51L1), mRNA /cds=(70,1122) 

RAD51 (S. cerevisiae)-Iike 3 
(RAD51L3), mRNA /CdS=(1 24,993) 
RAD52 (S. cerevisiae) homolog 
(RAD52), mRNA /cds=(31, 1290) 
HSPC070 protein (HSPC070), mRNA 
/cds={331,1581) 

RAN binding protein 1 (RANBP1) 



activating protein) 1 (RASA1), transcript 
variant 1 , mRNA /cds=(1 1 8,3261) 

retinoblastoma-binding protein 8 
(RBBP8), mRNA/cds=(298,2991) 

RNA binding motif protein 4 (RBM4), 
mRNA /cds=(55,1 155) 

reticulocalbin 1, EF-hand calcium 
binding domain (RCN1), mRNA 
/cds=(52 r 1047) 

REV3 (yeast homolog)-like, catalytic 
subunit of DNA polymerase zeta 
(REV3L), mRNA/cds=(322,9980) 

regulator of G-protein signalling 1 
(RGS1), mRNA /cds=(1 4,604) 

regulator of G-protein signalling 2, 
24kD (RGS2), mRNA /cds=(32,667) 

regulator of G-protein signalling 10 
(RGS10), mRNA/cds=(43,546) 

regulator of mitotic spindle assembly 1 
(RMSA1), mRNA/cds=(774 r 2030) 

replication protein A1 (70kD) (RPA1), 
mRNA/cds=(69,1919) 

replication protein A2 (32kD) (RPA2), 
mRNA/cds=(77 ( 889) 

replication protein A3 (14kD) (RPA3), 
mRNA/cds=(30,395) 

ribophorinl(RPNI), mRNA 
/cds=(137,1960) 

Homo sapiens, glyceraldehyde-3- 
phosphate dehydrogenase, clone 
MGC:10926 IMAGE:3628129, mRNA, 
complete cds /cds=(2306,33l3) 
ribosomal protein S2 (RPS2), mRNA 
/cds=(1 1,892) 

ribosomal protein S27a (RPS27A), 
mRNA/cds=(38,508) 
retinoid X receptor, alpha (RXRA), 
mRNA/cds={75,1463) 
RYK receptor-like tyrosine kinase 
(RYK), mRNA/cds={103,1917) 
S100 calcium-binding protein A4 
(calcium protein, cafvascuJtn, 
metastasis murine placental homolog) 
(S100A4), transcript variant 1, mRNA 
/cds=(59,374) 

S100 calcium-binding protein A8 
(calgranulin A) (S100A8), mRNA 
/cds=(55,339) 

scaffold attachment factor B (SAFB), 
mRNA /cds=(53,2800) 
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CTGTGGAAAAATATTTAAGATAGTTTT 
GCCAGAACAGTTTGTACAGACGT 

ACTCTCAAATAATTAAAAAGGACTGTA 
TTGTTGAACAGAGGGACAATTGT 

AACTCATGGGAATAATTGTGAGTCAG 
CGTAACATTTCAAGAGTCTAAAGG 
TGCTCCTGTTCTGTCACTTGTCATGG 
TCTTTCTTGGTATTAAAGGCCACC 

GGGGTTGTAAATATCAACTATTCAAC 
AGTTTAGGATGCAATTACGAGTGT 
AATCTTATGTTTCCAAGAGAACTAAA 
GCTGGAGAGACCTGACCCTTCTCT 



TGCACCAGGTGTTGGAAAAACACAAT 
TATGGTAAAATAAAGTGTTCTCCT 
AATGGGCACACAGGGAACAGGAAAT 
GGGAATGAGAGCAAGGGTTGGGTTG 

TCTTCTTCATCTCTGTTTTGCTCTTAA 

AAATATAAAAAG GC AATTC CCCG 

AGATGTAACCCACCTTGACCATAAAT 

TGGCTTTTCATAGTGCTCAGATGT 

CTAGGCTCTGGGCACATTTCCTGTTC 

TTGAATTCTGCTCCTGAAGAGGGT 

TACCCTGCCCCTCTTTTTCGGTTTGT 

TTTTATTCTTTCA 1 1 1 J JACAAGG 

GCTGCCTAACTTATCCATCTTTGAAC 

TTCTGACTACTTGTTGTATCTGCT 



CCTTTAAAACAATAAGGCGCTTTCATT 

TTGCACTCTAACTTAAGAGTTTT 

TCCTGCCTCCTGCGGCTGTTGGATTT 

GGGAATGACCTTGGTGAGAGTCTC 

ATACTCTGAGCTGTGGACTGAACTGG 

CAGACACAACCTGTACAGATTGAA 

AAGGAATTATGTGGTCAGTGCATTGT 
TTTTTAAACTG G AAATC ATTTTGT 

TGCTCTTAAAACCAGGGAGTCAGATA 

TATTTGTAAGGTTAAATCATTGGT 

GCCAAAAATCTGTCTTGAAGGCAGCT 

ACACTTTGAAGTGGTCTTTGAATA 

CCTCTCAGGACGTGCCGGGTTTATCA 

TTGCTTTGTTATTTGTAAGGACTG 

TGACTATCTGTAATGGATCAATTTTG 

GATATGACTTTGGGTGGGGGTAAA 

CGAGCTGAGAAGCGGTCATGAGCAC 

CTGGGGATTTTAGTAAGTGTGTCTT 

GGTAGTGCCTCCAGGGGCAGAGGAA 

AAGAAGAAGTGTTACTGCATTTTGT 

ATGGTCAGATTAGATGCAAGAATAAA 

GCAGTTGTCCGAGTCTAAGTTTCT 

TGGTATTCTGTTCTGAAGTCTAGGAT 

ATTTTTCAGCCTATAAAGCCCCCT 

ACTTACCCAGATGTTGCTTTTGAAAA 

GTTGAAATGTGTAATTGTTTTGGA 



AGCGGACTCAGGCTCCAGCTGTGGC 

TACAACATAGGGTTTTTATACAAGA 

TTATTGTGGCAAATGTTGTCTGACTTA 

CTGTTTCAACAAACCAGAAGACA 

TGGACAGTAGCATTAGAATTGTGGAA 

AAGGAACACGCAAAGGGAGAAGTG 

CTGGTAAATTTTGTGCTTATCTTCAAG 

GCTGGCTTAAGTATAAAATTGTT 

CCCTGGCTCCTTCAGACACGTGCTTG 

ATGCTGAGCAAG7TCAATAAAGAT 



GTTAACTTCCAGGAGTTCCTCATTCT 
GGTGATAAAGATGGGCTGGCAGCC 

CCTGTCTCGTGGCAACAAGGCTATGT 
TCTGTTAGGAGTTACCTTAAACTG 
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2423 Table 3A Hs.28491 NMJ302970 4506788 



2424 Table 3A Hs.74592 NMJ)02971 4506790 



2425 Table 3A Hs.112842 NM 002978 4506818 



2426 Table 3A Hs.303649 NM_002982 4506840 



2427 Table 3A Hs.73817 NMJ302983 4506842 



2428 Table 3A Hs.75703 NMJ)02984 4506844 



2429 db mining Hs.66742 NMJ302987 4506528 



2430 cytokine arrays Hs.57907 NM_002989 4506834 



2431 Table 3A Hs.97203 NM 002990 4506836 



2432 Table 3A Hs.247838 NM 002991 4506838 



2433 Table 3A Hs.164021 NM 002993 4506850 



2434 Table 3A Hs.89714 NM 002994 4506848 



2435 Table 3A Hs.3195 NM_0O2995 4506852 



2436 Table 3A Hs.3577 NM_0O30O1 



9257243 



2437 Table 3A Hs.168289 NM_003002 4506864 



2438 Table 3A Hs.75232 NM_003003 4505866 

2439 Table 3A Hs.73800 NMJ)03005 6031196 

2440 Table 3A Hs.79283 NM_003006 6031197 

2441 Table 3A- Hs.75217 NM_003010 4506888 

2442 Table 3A Hs.145279 NMJJ03011 4506890 



Table 8 

spermidine/spermine N1- 
acetyltransferase (SAT), mRNA 
/Cds={165,680) 

special AT-rich sequence binding 
protein 1 {binds to nuclear 
matrix/scaffold-associating DNA's) 
(SATB1), mRNA /cds=(21 4,2505) 

sodium channel, nonvoltage-gated 1 , 
delta (SCNN1D), mRNA/cds=(0,1916) 

small Inducible cytokine A2 (monocyte 
chernotactic protein 1, homologous to 
mouse Sig-je) (SCYA2), mRNA 
/cds=(53,352) 

small inducible cytokine A3 
(homologous to mouse Mip-1a) 
(SCYA3), mRNA /cds=(83,361) 

small inducible cytokine A4 
(homologous to mouse Mip-1b) 
(SCYA4), mRNA ycds=(1 08,385) 

small inducible cytokine subfamily A 
(Cys-Cys), member 17 (SCYA17), 
mRNA/Cds=(52,336) 

small inducible cytokine subfamily A 
(Cys-Cys), member 21 (SCYA21), 
mRNA/cds=(58,462) 

small Inducible cytokine subfamily A 
(Cys-Cys), member 22 (SCYA22), 
mRNA /cds=(1 9,300) 

small inducible cytokine subfamily A 
(Cys-Cys), member 24 (SCYA24), 
mRNA /cds=(0, 359) 

small inducible cytokine subfamily B 
(Cys-X-Cys), member 6 (granulocyte 
chernotactic protein 2) (SCYB6), mRNA 
/cds=(63,407) 

small inducible cytokine subfamily B 
(Cys-X-Cys), member 5 (epithelial- 
derived neutrophil-activating peptide 78) 
(SCYB5), mRNA/cds=(106,450) 
small inducible cytokine subfamily C, 
member 1 (lymphotactin) (SCYC1), 
mRNA/cds=(20,364) 
succinate dehydrogenase complex, 
subunit C, integral membrane protein, 
15kD (SDHC), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(26,535) 

succinate dehydrogenase complex, 
subunit D, integral membrane protein 
(SDHD), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(1 1,490) 

SEC14 (S. cerevisiae)-like 1 
(SEC14L1), mRNA/cds=(303,2450) 

selectin P (granule membrane protein 
140kD, antigen CD52) (SELP), mRNA 
/cds=(95,2587) 

selectin P ligand (SELPLG), mRNA 
/cds=(59,1267) 

mitogen-activated protein kinase 
kinase 4 (MAP2K4), mRNA 
/cds=(9,1208) 

SET translocation (myeloid leukemia- 
associated) (SET), mRNA/cds=(3,836) 



2443 Table 3A Hs.73965 NM_003016 

2444 Table 3A . Hs.14368 NM 003022 



2446 Table 3A Hs.323032 NMJJ03035 

2447 Table 3A Hs.32970 NM_003037 



4506898 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA/cds=(155,820) 
4506924 SH3 domain binding glutamic acid-rich 
protein like (SH3BGRL), mRNA 
/cds=(78,422) 

2445 Table 3A Hs.2554 NM_003032 4506948 sialyltransferase 1 (beta-galactoside 

alpha-2,6-sialytransferase) (SIAT1), 
mRNA /cds=(3l 0,1 530) 
4506958 TAL1 (SCL) interrupting locus (SIL), 

mRNA /cds=(380,4243) 
4506968 signaling lymphocytic activation 
molecule (SLAM), mRNA 
/cds=(133,H40) 
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1 AGTCAGATCTTTCTCCTTGAATATCTT 
TCGATAAACAACAAGGTGGTGTG 

1 TCCTATAATTATTTCTGTAGCACTCCA 
CACTGATCTTTGGAAACTTGCCC 



1 CCACGGGTGATGCTTCCAGGGGTTC 
TGGCGGGAGTCTCAGCCGAAGAGAG 

1 GAAATTGCTTTTCCTCTTGAACCACA 
GTTCTACCCCTGGGATGTTTTGAG 



ACCAGACTGACAAATGTGTATCGGAT 
GCTTTTGTTCAGGGCTGTGATCGG 

CCACTGTCACTGTTTCTCTGCTGTTG 
CAAATACATGGATAACACATTTGA 

CGAAGAAGAGCCACAGTGAGGGAGA 
TCCCATCCCCTTGTCTGAACTGGAG 

GACCTGATACGGCTCCCCAGTACAC 
CCCACCTCTTCCTTGTAAATATGAT 

CTCAAGCGTCCTGGGATCTCCTTCTC 
CCTCCTGTCCTGTCCTTGCCCCTC 

CCTCAAGGGAGGAGTGATCTTCACCA 
CCAAGAAGGGCCAGCAGTTCTGTG 

TCCTGTGTGTCATGTTGGTTTTTGGT 
ACTTGTATTGTCATTTGGAGAAAC 



1 TCCTGTGATGGAAATACAACTGGTAT 
CTTCACI I I 1 1 I AGGAATTGGGAA 



1 AATTTGCAGTAAACTTTTAATTAAATG 
CTCATCTGGTAACTCAACACCCC 

1 GCTGCTTTTGAGGAGAAAATATATAG 
CTTTGGACACGAGGAAGATCTAGA 



AAACGCTTGGAGTGCTTCTGAATATA 
CAGAAGTTCCATTTAAGGGCAAGT 



TGCATCGTGTTTCTACCTTTAGTACCT 
TGCCACTCTTTTAAAACGCTGCT 
GACCTTCCTGCCACCAGTCACTGTCC 
CTCAAATGACCCAAAGACCAATAT 

AGACCTTTCTTTGGGACTGTGTGGAC . 
CAAGGAGCTTCCATCTAGTGACAA 
GCTCAGTAACATAACTGCTTCTTGGA 
GCTTTGGAATATTTTATCCTGTAT 

TTCTGCACAGGTCTCTGTTTAGTAAA 
TACATCACTGTATACCGATCAGGA 

CGGGCCTTGCATATAAATAACGGAGC 
ATACAGTGAGCACATCTAGCTGAT 
AGAGATGCCTTTGTTTGATGAGATTC 
AAACTTGATGCTATGCTTTAAAAT 

AGTCCCATTCTTCCTTTTCAATACCTA 
CCCCCAAATCTTCTCCTAACCCT 

TGTCACACTGGCTATCAAAGAATAAG 
AAAATTATTGAGTATGAGTGTGTT 
GCAAAACCCAGAAGCTAAAAAGTCAA 
TAAACAGAAAGAATGATTTTGAGA 
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2448 Table 3A 



2449 Table 3A 



2453 Table 3A 

2454 Table 3A 

2455 Table 3A 

2456 Tabfe3A 

2457 Table 3A 

2458 Table 3A 

2459 Table 3A 

2460 Table 3A 

2461 Table 3A 

2462 Table 3A 

2463 Table 3A 

2464 Table 3A 



2466 literature 



2470 Table 3A 

2471 Table 3A 

2472 literature 

2473 Table 3A 

2474 Table 3A 

2475 Table 3A 



Hs.1 98296 NMJ303D70 4507068 



Hs.236030 NMJD03075 4507080 



2450 Table 3A Hs.79335 NM_003076 4507082 



2451 Table 3A Hs.174051 NMJJ03089 4507118 



2452 Table 3A Hs.31121 NM_003098 45D7136 



Hs.11 183 NM_0Q3100 
Hs.92909 NMJJ03103 
Hs.278571 NM_003105 



4507140 
4507152 
6325473 



HS.21293 NMJD03115 4507758 



Hs.71465 NM_003129 

Hs.300741 NMJJ03130 

Hs.75975 NMJD03133 

Hs.75761 NM_003137 

Hs.83715 NM 003142 



6806899 
4507206 
4507216 
4507218 
10835066 



Hs.250773 NM 003144 6552340 



Hs.74564 NM 003145 6552341 



Hs.321677 NM 003150 4507252 



2465 Table 3A Hs.80642 NM.003151 



Hs.251664 NM 003153 



2467 Table 3A Hs.70186 NM 003169 4507312 



2468 Table 3 A Hs.12303 NM 003170 



2469 Table 3A Hs.106469 NM 003171 



Hs.3196 NM_003172 

Hs.37936 NMJJ03173 

Hs.74101 NMJXJ3177 

Hs.32675 NM_003193 

Hs.171626 NMJJ03197 

Hs.75133 NM 003201 



Table 8 

SWl/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily a, member 2 (SMARCA2), 
mRNA/cds=(297,5015) 

SWl/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily c, member 2 (SMARCC2), 
mRNA/cds=(22,3663) 
SWl/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily d, member 1 (SMARCD1), 
mRNA /cds=(265,1572) 
small nuclear ribonucleoprotein 70kD 
polypeptide (RNP antigen) (SNRP70), 
mRNA /cds=(680,2524) 
syntrophin, alpha 1(dystrophin- 
associated protein A1, 59kD, acidic 
component) (SNTA1), mRNA 
/cds={37 ( 1554) 

sorting nexin 2 (SNX2), mRNA 
/cds=(29,15B8) 

NREBP mRNA, complete cds 
/cds=(49,7209) 

sortilin-related receptor, L(DLR dass) A 
repeats-containing (SORL1), mRNA 
/cds=(1 97,6841) 
UDP-N-acteylglucosamine 
pyrophosphoryiase 1 (UAP1), mRNA 
/cds=(0,1517) 

squalene epoxidase (SQLE), mRNA 
/cds={214,1938) 

sorcin (SRI), mRNA /cds=(1 2,608) 

signal recognition particle 9kD (SRP9), 
mRNA/cds=(106,366) 
SFRS protein kinase 1 (SRPK1), 
mRNA/cds=(108,2075) 
Sjogren syndrome antigen B 
(autoantigen La) (SSB), mRNA 
/cds=(72,1298) 

signal sequence receptor, alpha 
(translocon-associated protein alpha) 
(SSR1), mRNA/cds=(111,971) 
signal sequence receptor, beta 
(translocon-associated protein beta) 
(SSR2), mRNA/cds=(50,601) 
signal transducer and activator of 
transcription 3 (acute-phase response 
factor) (STAT3), mRNA 
/cds=(220,2532) 

signal transducer and activator of 
transcription 4 (STAT4), mRNA 
/cds=(81,2327) 

DNA for insulin-like growth factor II 
(IGF-2); exon 7 and additional ORF 
/cds=(0,233) 

suppressor of Ty (S.cerevlsiae) 5 
homolog (SUPT5H), mRNA 
/cds=(48,3311) 

suppressor of Ty (S.cerevisiae) 6 
homolog (SUPT6H), mRNA 
/cds=(1 164,5975) 

suppressor of varl (S.cerevisiae) 3-like 
1 (SUPV3L1), mRNA/cds=(0,2360) 



4507318 surfeit 1 (SURF1), mRNA 

/cds=(14,9l6) 
4507320 suppressor of variegation 3-9 

(Drosophila) homolog 1 (SUV39H1), 

mRNA /cds={45, 1283) 
4507328 spleen tyrosine kinase (SYK), mRNA 

/cds=(1 48,1 986) 

6006029 tubulin-specific chaperone e (TBCE), 
mRNA /Cds=(80,1663) 

6006030 transcription elongation factor B (SHI), 
polypeptide Mike (TCEB1L), mRNA 
/cds=(l01,592) 

4507400 transcription factor 6-like 1 

(mitochondrial transcription factor 1-like) 
(TCF6L1), mRNA /cds=(1 32,872) 



4507254 
4507258 



11321572 
4507314 
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TTGTGACCAAATGGGCCTCAAAGATT 
CAGATTGAAACAAACAAAAAGCTT 



AAGGTTCTATTAACCACTTCTAAGGG 
TACACCTCCCTCCAAACTACTGCA 



GTTGTATCACCCCCGAGTTAGCATAT 
CCCAGGCTCGCAGACTCAACACAG 



CCACTTGAGTTTGTCCTCCAAGGGTA 
GGTGTCTCATTTGTTCTGGCCCCT 

TCCTGTCTCTCTCCTCCTTACTCTTG 
GATAAATAAACAGCCTGTGAGCAC 



CCTGACCCTCTTTGAATTAAGTGGAC 

TGTGGCATGACATTCTGCAATACT 

TCTAAACTTTATTTTCAAAAGCTTAAG 

GCCCAAATACAAACTTCTCTGGA 

CATGGTGATAGCCTGAAAGAGCTTTC 

CTCACTAGAAACCAAATGGTGTAA 

GGAGAAGGATTAGAAAGTTATGTGGC 
AGATAAAGAATTCCATGCACCTCT 

ACAG Mill CTTTTGAATTTAGTATTT 

GAGATGAGTTGTTGGGACATGCA 

GATCTAGTCTGTTACACCATTTAGAA 

CTTTCCTCAGCCATTATCAGTCAT 

AGCATGGTAAGTTCCCTTAGCTATAT 

GAATTTTGGCATGTTTCAGAGAGA 

ACATTTTTATTCTTTCTACTGAGGGCA 

TTGTCTGTTTTCTTTGTAAATGC 

AAAAGGAAAACCGAATTAGGTCCACT 

TCAATGTCCACCTGTGAGAAAGGA 

CCTATCCCCGGATGTGTGAGAATAAT 
GTGTTCATAAAGCATGGATCTCGT 

CCAGTGTCTATTCTGGGTTAGAGAAG 
TGCTTACTAAGGGGTTTTCTAATA 

GGGTGATCTGCTTTTATCTAAATGCA 
AATAAGGATGTGTTCTCTGAGACC 



GGGAGTGTTGTGACTGAAATGCTTGA 
AACCAAAGCTTCAGATAAACTTGC 

GAGCCAATCCACTCCTTCCTTTCTAT 
CATTCCCCTGCCCACCTCCTTCCA 

CTTCCTGTACCTCCTCCCCACAGCTT 
GCTTTTGTTGTACCGTCTTTCAAT 

GCTGCTGCCACCGCTTCCTGCCTGT 
CATTTGAATAAACAGTGTTTCTATT 

TGGGACTCATCCAAAAGGGACGAGA 
AGAAAGAAGAAGGAACCTGATTCGG 

TCAAGACTGCCTTTATG CTGGATCAT 
GTGCTACTGGTATAAAGTTCTGGC 
GTACACCCCTCAACCCTATGCAGCCT 
GGAGTGGGCATCAATAAAATGAAC 

CCATGAGACTGATCCCTGGCCACTGA 

AAAGCTTTCCTGACAATAAAAATG 

TTGGGAAGTGACCATTTCTAGGCTTA 

TACATAATAGCAATAATAAAGGCT 

ATGTGGTAAAACCCAGAAAGCATCCA 

TCATGAATGCAAGATACTTTCAAT 

TTCACATTGTATTCAGAGTTGATGGTT 
GTACATATAAGTGATTGCTGGTT 
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Hs.178551 


NMJJ03316 
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Hs.274401 
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literature 


Hs. 129780 


NM_003327 
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Table 3A 


HS.13046 


NM_003330 
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Table 3A 


Hs.5308 


NM_003333 


2493 


Table 3A 


Hs.80612 


NMJD03336 


2494 


Table 3A 


Hs.811 


NMJJ03337 


2495 


literature 


' Hs.75355 


NMJJ03348 


2496 


Table 3A 


Hs.283667 


NMJ>03349 


2497 


literature 


Hs.79300 


NM_003350 
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Table 3A 


Hs.80658 


NM_003355 


2499 


literature 


Hs.78853 


NMJJ03362 
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Table 3A 


Hs.77500 


NM_003363 


2501 


literature 


Hs.173554 


NM_003366 


2502 


Table 3A 


Hs.93649 


NM.003367 


2503 


Table 3A 


Hs.284192 


NMJ303374 


2504 


Table 3A 


Hs.155191 


NM_003379 


2505 


Table 3A 


Hs.297753 


NM_003380 


2506 


Table 3A 


Hs.24143 


NM_003387 



Table 8 

4507402 transcription factor 7 (T-ceil specific, 

HMG-box) (TCF7), mRNA 

/cds=<79,885) 
4507432 testis enhanced gene transcript 

(TEGT), mRNA/cds=(40,753) 
4507456 transferrin receptor (p90, CD71) 

(TFRC), mRNA/cds=(263,2545) 
4507470 transforming growth factor, beta 

receptor III (betaglycan, 300kD) 

(TGFBR3), mRNA/cds=(348,2897) 
4507484 thrombospondin 1 (THBS1), mRNA 

/cds=(1 11,3623) 
4507528 toll-like receptor 2 (TLR2), mRNA 

/cds=(1 29,2483) 
4507532 toIMike receptor 4 (TLR4), mRNA 

/cds=(284,2683) 
4507546 transmembrane 7 superfamily member 

2 (TM7SF2), mRNA /cds= (254 ,2023) 

4507656 tripeptidyl peptidase II (TPP2), mRNA 

/cds=(23,3772) 
4507668 hypothetical protein FLJ20030 

(FLJ20030). mRNA/cds=(1,1239) 
450771 2 tetratricopeptide repeat domain 2 

0TC2), mRNA /cds=(26,1480) 
1 0835036 ribosomal protein L8 (RPL8), mRNA 

/cds=(43,816) 
4507732 mRNA; cDNA DKFZp434P086 {from 

clone DKFZp434P036); partial cds 

/cds=(798,1574) 
4507578 tumor necrosis factor receptor 

superfamily, member 4 (TNFRSF4), 

mRNA/cds=(5,838) 
4507742 TXK tyrosine kinase (TXK), mRNA 

/cds={86,1669) 
4507746 thioredoxin reductase 1 (TXNRD1), 

mRNA/cds=(439,1932) 
4507760 ubiquitin A-52 residue ribosomal 

protein fusion product 1 (UBA52), 

mRNA/cds=(37,423) 
4507768 ubiquitin-conjugating enzyme E2A 

(RAD6 homolog) (UBE2A), mRNA 

/cds=<120,578) 
4507770 ubiquitin-conjugating enzyme E2B 

(RAD6 homolog) (UBE2B), mRNA 

/cds=<421,879) 
4507792 ubiquitin-conjugating enzyme E2N 

(homologous to yeast UBC13) 

(UBE2N), mRNA/cds=(63,521) 
12025659 arginyl aminopeptidase 

(aminopeptidase B) (RNPEP), mRNA 

/cds=(9,1982) 
12025654 ubiquitin-conjugating enzyme E2 

variant 2 (UBE2V2), mRNA 

/cds={21,458) 
1 3259540 uncoupling protein 2 (mitochondrial, 

proton earner) (UCP2), nuclear gene 

encoding mitochondrial protein, mRNA 

/cds=(380,1309) 
6224978 uracil-DNA glycosylase (UNG), mRNA 

/cds=(106,1020) 
4507852 ubiquitin specific protease 4 (proto- 

oncogene) (USP4), mRNA 

/cds=(3,2B94) 
4507842 ubiquinol-cytochrome c reductase core 

protein II (UQCRC2), mRNA 

/Cds-(53,1414) 
4507846 upstream transcription factor 2, c-fos 

interacting (USF2), mRNA 

/cds=(0,l040) 
4507878 clone HQ0072 /cds=UNKNOWN 

9257254 vBlin 2 (ezrin) (VIL2), mRNA 

/cds=(117,1877) 
4507894 vimentin (VIM), mRNA /cds=(1 22,1 522) 

8400739 Wiskott-Aldrich syndrome protein 

interacting protein (WASPIP), mRNA 
/cds=(108 ( 1619) 



PCT/US01/47856 



GCCACTGGTTTCTCAGAATCCAAAGA 
TCACATATTCTAGTGTAACACTGC 

CTGTGCTTTTTGCTTGGGATAATGGA 

GTTTTTCTTTAGAAACAGTGCCAA 

TATCAGACTAGTGACAAG CTCCTGGT 

CTTGAGATGTCTTCTCGTTAAGGA 

AGGGCTTGAGGTGAATTTCATTAAAT 

GGAATAATATGATGCCACTTTGCA 

TTGACCTCCCATTTTTACTATTTGCCA 

ATACCTmTCTAGGAATGTGCT 

AGCGGGAAGGATTTTGGGTAAATCTG 

AGAGCTGCGATAAAGTCCTAGGTT 

TGATGTTTGATGGACCTATGAATCTA 

TTTAGGGAGACACAGATGGCTGGG 

AGCCCTGAGGATGAACAACCTCAGA 

GAAGAGGTGGTTTAGAGCAAGGAAA 

AATAAATTTGCAAAACCAAGATCACA 

GTACACCATATGCACTCTGGTACC 

TTTGGAGTGGAGGCATTG I I i I IAAG 

AAAAACATGTCATGTAGGTTGTCT 

GCGGGGGTGGACAGGGAGGCAGCTT 

GTGAATTTTTGTTTTACTGTTTAAC 

AACTTCAGATACTTGTGAACATGCCT 

TATATTTGTCCAACAACTGTCAGA 

GAAGGGTTGGCCTGCCTGGCTGGGG 

AGGTCAGTAAACTTTGAATAGTAAG 

AAGATGTACCCTTCAGGTGAACCTGG 
TATCAGACCCACAGTACTTGCTGT 

AGCAAGATAGCCAAATGTGACATCAA 

GCTCCATTGTTTCGGAAATCCAGG 

AGTGGAATGTTCTATCCCCACAAGAA 

GGATTATATCTTATAGACTTGTCT 

CCCGTGGCCCTGGAGCCTCAATAAA 

GTGTCCCTTTCATTGACTGGAGCAG 

TTATGCATTTATCACTTCCAAATCTAA 
CTTTGCACAAGTAACCCATGTAA 

TCCGCACTATATAATTCGCACACATT 
AATTAGGGTTTATGTACCATACAA 

GCTTGTGACCATTTTGTATGGCTTGT 
CTGGAAACTTCTGTAAATCTTATG 

TGCTGATTTATGCAAAGGGCTGGCAT 
TCTGATGCTTTTCAGGTTTAATCC 

TGCATTCTGGCAGTTCTTTTAGGATT 
ATAGGTTGCAAATTATCCAAATAT 

CCGACAGCCCAGCCTAGCCCACTTG 
TCATCCATAAAGCAAGCTCAACCTT 



TTTGCTGTTAGTCGGGTTAGAGTTGG 
CTCTACGCGAGGTTTGTTAATAAA 
CAGACTGCTAGTGTTCTGTCTAAAAA 
CCAGACAAGGAAATACCCTTCTTT 

TTTTCCAGTGAGGTAAAATAAGGCAT 
AAATGCAGGTAATTATTCCCAGCT 

CCGGCACTTCTAGTGGTCTCACCTGG 
AGGCAAGAGGGAGGGTACAGAGCC 

TTTAGAGTCTTCCATTTTGTTGGAATT 

AGATCCTCCCCTTCAAATGCTGT 

TTCTCCTTCACAGCTAAGATGCCATG 

TGCAGGTGGATTCCATGCCGCAGA 

TTTCCAGCAAGTATCCAACCAACTTG 

GTTCTGCTTCAATAAATCTTTGGA 

ATGACTTGCATCCCAGCTTTCCACCA 

ACCAAATTCAAACATTCACTGCTT 
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2507 literature Hs. 150930 NM 003401 12408643 



2508 Table 3A Hs.279920 NM 003404 4507948 



2509 Table 3A Hs.75544 NM 003405 



2510 Table 3A Hs.75103 NM 003406 
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2518 Table 3A 

2519 literature 
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2522 Table 3A 

2523 literature 
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2526 Table 3A 

2527 Table 3A 

2528 Table 3A 

2529 Table 3A 

2530 Table 3A 

2531 Table 3A 

2532 Table 3A 

2533 Table 3A 



Table 8 

X-ray repair complementing defective 
repair in Chinese hamster cells 4 
(XRCC4), transcript variant 3, mRNA 
/cds=(1 75,1 179) 

tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
beta polypeptide (YWHAB), mRNA 
/cds=(372,1112) 



4507950 tyrosine 3-monooxygenase/tryptophan 
• 5-monooxygenase activation protein, 
eta polypeptide (YWHAH), mRNA 
/cds=(200,940) 

4507952 tyrosine 3-monooxygenase/lryptophan 
5-monooxygenase activation protein, 
zeta polypeptide (YWHAZ), mRNA 
/cds=(84,821) 



PCT/US01/47856 



TGTATGAGAC I I I I I GTTGCAAAGGA 
CACATTTATCATATTCATTCACAC 



TGATCTGTCCAGTGTCACTCTGTACC 
CTCAACATATATCCCTTGTGCGAT 



AATTCACCCCTCCCACCTCTTTCTTC 
AATTAATG G AAAAG C GTTAA G G G A 



CTCAGTACTTTGCAGAAAACACCAAA 
CAAAAATGCCATTTTAAAAAAGGT 



2511 


Table 3A 


Hs.55481 


NMJ)03447 


4508000 


zinc finger protein 165 (ZNF165), 
mRNA/cds=(567,2024) 


1 


AGCCTTCAGTCAGAGCTCAAACCTTA 
GTCAACACCAGAGAATTCACATGA 


2512 


Table 3A 


Hs.88219 


NMJJ03454 


4508012 


zinc finger protein 200 (ZNF200), 
mRNA/cds=(239,1423) 


1 


AACCCTCTAAGAATACCTGTTTAAGT 
CTTGAGTGTTGAAAGGAATTGTTT 


2513 


Table 3A 


Hs.62112 


NMJJ03457 


4508016 


zinc finger protein 207 (ZNF207), 
mRNA /cds=(202, 1638) 


1 


CCACTGCCTGAAAGGTTTGTACAGAT 
GCATGCCACAGTAGATGTCCACAT 


2514 


Table 3A 


Hs.89414 


NMJXJ3467 


4503174 


chemokine (C-X-C motiQ. receptor 4 
(fusin) (CXCR4). mRNA/cds=(88,1146) 


1 


TCAGGAGTGGGTTGATTTCAGCACCT 
ACAGTGTACAGTCTTGTATTAAGT 



Hs.78683 NM 003470 4507856 



Hs.1 10713 NMJ)03472 

Hs.155017 NM_003489 

Hs.28777 NM_003512 

Hs.2178 NMJ303528 

Hs.278571 NMJJ03583 

Hs.2864 NM_003566 

Hs.9006 NMJJ03574 

Hs.66718 NM 003579 



4503248 
4505454 
4504244 
4504276 
4507182 

4503468 
4507866 



ubiquitin specific protease 7 (herpes 
virus-associated) (USP7), mRNA 
/cds=(l 99,3507) 

DEK oncogene (DNA binding) (DEK), 
mRNA /cds=(33,1 160) 
nuclear receptor interacting protein 1 
(NRIP1), mRNA/cds=(287,3763) 
H2A histone family, member L 
(H2AFL), mRNA /cds=(97,489) 
H2B histone family, member Q 
(H2BFQ), mRNA/cds=(42,422) 
sortilin-related receptor, L(DLR class) A 
repeats-containing (SORL1), mRNA 
/Cds=(197,6841) 

early endosome antigen 1, 162kD 
(EEA1), mRNA /cds=(1 36,4368) • 

VAMP (vesicle-associated membrane 
protein)-associated protein A (33kD) 
(VAPA), mRNA/cds=(0,728) 



4506396 RAD54 (S.cerevisiae)-like (RAD54L), 
mRNA /cds={1 00,2343) 



Hs.78687 NM_003580 4505464 

Hs.14611 NMJJ03584 4503414 

Hs.1 55976 NMJJ03588 13270466 

Hs.183874 NMJJ03589 11140810 

Hs.82919 NMJ303591 4503162 

Hs.14541 NMJ503592 4503160 

Hs.9456 NMJJ03601 4507074 

Hs. 100293 NMJ103605 6006036 

Hs.1 31924 NM_003608 4507420 

Hs.104925 NMJ303633 4505460 



neutral sphingomyelinase (N-SMase) 
activation associated factor (NSMAF), 
mRNA /cds=(1 2,2765) 
dual specificity phosphatase 1 1 
(RNA/RNP complex 1 -interacting) 
(DUSP11), mRNA/cds=(124,1116) 
cullin4B (CUL4B), mRNA 
/cds=(78,2231) 
cullin4A(CUL4A),mRNA 
/cds={1 60,21 39) 
cullin 2 (CUL2), mRNA 
fcds={146,2383) 
cullin 1 (CUL1), mRNA 
/cds=(1 24,2382) 

SWI/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily a, member 5 (SMARCA5), 
mRNA /Cds=(202,3360) 

O-linked N-acetylglucosarnine 
(GlcNAc) transferase (UDP-N- 
acety1g1ucosamine:polypeptide-N- 
acetylglucosaminyl transferase) (OGT), 
mRNA /cds=(2039,4801) 

G protein-coupled receptor 65 
(GPR65), mRNA/cds=(0,1013) 

ectodermal-neural cortex (with BTB-like 
domain) (ENC1), mRNA 
/cds=(399,2168) 



1 CCTTCAGTTATACTTTCAATGACCTTT 
TGTGCATCTGTTAAGGCAAAACA 

1 AAGTGAACAAAATAAGCAACTAAATG 

AGACCTAATAATTGGCCTTCGATT 
1 CACAACCAAATTTGATGCGATCTGCT 

CAGTAATATAATTTGCCATTTTTA 
1 ACATTGTAATAGAAACAGATTTCCCA 

AATTCCAGCCTGGCATGAGGTAAT 
1 CAGACTGAATAGATCTTAACTGTCTC 

CTACATGTGTGTTTTCAAATGTGT 
1 GATATCCCAGCGGTGGTACTTCGGA 

GACACCTGTCTGCATCTGACTGAGC 

1 ACACTTTCCTCTGCCTTTTTCTCTTAT 
ATGTGGGTTCATGGTTCAGTTCG 

1 AGATAATGTCACCAGTCCTCTTCCTT 
CACTTCTTGTTGTAATTGCAGCCA 



1 CCGGCACACAGGGACTAGGTCTAGT 
GAGAACATCAGGAGCAGCCAGGGAT 

1 CATCGGGTTTTGGGTGTGTGTTTTCA 
TAGCGTGGTTACTTTCTATAATGC 

1 ATGTATTTCTTTCTGACTAGAGTTGTG 
ATATGCGTGTGTTTATGTACAGA 

1 GTTCTGTATCAGTTGAATTTTTGTGCT 

CTTTTCCCTGTGTACGTGGTGGT 
1 CATTTATGAGTTCCATGATATGTGGT 

CTAAGAAAGACCAAACAGATTTCT 
1 AAATCGGTTGGGTACCATGCTTTTTC 

TCCCCTTCACGTTTGCAGTTGATG 
1 GTTCATGTTGGAAAGAATGAAAACAA 

CTTCAAGTTCATAGGCAGCCAGCC 
1 TGTCATTTAAAGACATCAGGTTCATCT 

GTTTACTGAGCTAGAAACATAGT 



ATCTGGTGCCAAATGAAGATTTTTAG 
GAGTGATTACTAATTATCAAGGGC 



1 TTCTGCACTGGGAGGTGTAATACATC 
ACAAAGACAAAGAAAACGCATACT 

1 AGTTGAAGGAAAATGTTCATGTTCAT 
ATGTACTTGTTTGCTATGACTACA 
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db mining 


Hs.323B79 


NM_003639 


4504630 
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Table 3A 


Hs.146360 


NMJ303641 


4504580 
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Table 3A 


Hs.167218 


NMJD03658 


6633797 
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Table 3A 


Hs.155172 


NM_003664 


4501974 
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Table 3A 


Hs.239307 


NM_003680 


4507946 
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Table 3A 


Hs.82548 


NMJJ03682 


4505070 


2540 


literature 


Hs.47504 


NM_003686 


4504368 
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Table 3A 


Hs. 18571 


NM_OO3690 


4505580 
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db mining 


Hs.296776 


NMJXJ3721 


4506498 
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Table 3A 


Hs. 11 8633 


NMJD03733 


11321576 
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Hs.5120 


NMJJ03746 


4505812 
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Hs.57783 


NMJJ03751 


4503526 
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Table 3A 


Hs.57973 


NM_003753 


4503522 
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Table 3A 


Hs.58189 


NM_003756 


4503514 
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Table 3A 


Hs. 192023 


NMJ)03757 


4503512 
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Table 3A 


Hs.1 72684 


NM_003761 


14043025 
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Table 3A 


Hs.77608 


NMJ303769 


4506902 
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db mining 


Hs.89862 


NMJ)03789 


13378136 
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db mining 


Hs.251216 


NMJ)03790 


4507568 
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Table 3A 


Hs.75890 


NMJ)03791 


4506774 
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Table 3A 


Hs.7943 


NM.003796 


4506542 


2555 


db mining 


Hs. 155566 


NM_003805 


4503030 
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Table 3A 


Hs.87247 


NMJ>03806 


4504492 


2557 


literature 


Hs.54673 


nmj>038O8 


4507598 


2558 


literature 


Hs.26401 


NMJ>03809 


4507596 


2559 


literature 


Hs.83429 


NM_003810 


4507592 


2550 


literature 


Hs.1524 


NM„003811 


4507608 


2561 


Table 3A 


Hs.2442 


NM_003816 


4501914 



Table 8 

cDNA FLJ2Q586 fe, clone KAT09466, 
highly similar to AF091453 NEMO 
protein /cds=UNKNOWN 

interferon induced transmembrane 
protein 1 (9-27) (IFITM1), mRNA 
/cds=(1 10,487) 

BarH-like homeobox 2 (BARX2), 
mRNA /cds=(96,935) 
adaptor-related protein complex 3, bata 
1 subunit (AP3B1), mRNA 
/cds=(53,3334) 

tyrosyl-tRNA synthetase (YARS), 
mRNA /cds=(0,1 586) 
MAP-kinase activating death domain 
(MADD), mRNA/cds=(325,5091) 
exonuctease 1 (EX01), mRNA 
/cds=(21 8,2629) 

protein kinase, interferon-inducible 
double stranded RNA dependent 
activator (PRKRA), mRNA 
/cds=(96,1037) 

regulatory factor X-associated ankyrin- 
containing protein (RFXANK), mRNA 
/cds=(417,1199) 

2'-5 , ollgoadenylate synthetase-like 
(OASL), mRNA/cds=(6,1550) 
dynein, cytoplasmic, fight polypeptide 
(PIN), mRNA /cds=(93,362) 



subunit 9 (eta, 1 16kD) (EIF3S9), mRNA 
/cds=(53,2674) 

caspase recruitment domain protein 10 
mRNA, complete cds /cds=(40,3138) 

eukaryotic translation initiation factor 3, 
subunit 3 (gamma, 40kD) (E1F3S3), 
mRNA/cds=(5,1063) 
eukaryotic translation initiation factor 3, 
subunit 2 (beta, 36kD) (EIF3S2), mRNA 
/Cds=<17,994) 

vesicle-associated membrane protein 8 
(endobrevin) (VAMP8), mRNA 
/cds=(53,355) 

splicing factor, arginlne/serine-rich 9 
(SFRS9), mRNA/cds=(52,717) 
TNFRSFIA-associated via death 
domain (TRADD), mRNA 
/cds=(66,1004) 

hypothetical protein DKFZp434A196 
(DKFZP434A196).mRNA 
/cds=(1 68,2732) 

membrane-bound transcription factor 
protease, site 1 (MBTPS1), mRNA 
/cds=(496,3654) 

RPB5-mediating protein (RMP), mRNA 
/cds=(465,1991) 

CASP2 and RIPK1 domain containing 
adaptor with death domain (CRADD), 
mRNA/cds=(37,636) 

harakiri, BCL2-lnteracting protein 
(contains only BH3 domain) (HRK), 
mRNA/cds=(120,395) 

tumor necrosis factor (ligand) 
superfamily, member 13 (TNFSF13), 
mRNA/cds=(281,1033) 

tumor necrosis factor (ligand) 
superfamily, member 12 (TNFSF12), 
mRNA/cds=(17,766) 

tumor necrosis factor (ligand) 
superfamily, member 10 (TNFSF10), 
mRNA/cds=(87,932) 

tumor necrosis factor (ligand) 
superfamily, member 9 (TNFSF9), 
mRNA /cds=(3,767) 

a disintegrin and metalloproteinase 
domain 9 (meltrin gamma) (ADAM9), 
mRNA /Cds=(78,2537) 



PCT/USOI/47856 



CACTGGGGAAGTCAAGAATGGGGCC 
TGGGGCTCTCAGGGAGAACTGCTTC 



CCCTAGATACAGCAGTTTATACCCAC 
ACACCTGTCTACAGTGTCATTCAA 

GAAAGTGCTTAGCTCTCTCCCTCCTG 
ACCTCTGGGCAGCCAGTCATCAAA 
ATCATGTATGCAATACTTTCCCCCTTT 
TTGCTTTGCTAACCAAAGAGCAT 

CTGCTGTCTCTTCAGTCTGCTCCATC 

CATCACCCATTTACCCATCTCTCA 

TATAGAAAATGTACAGTTGTGTGAAT 

GTGAAATAAATGTCCTCAACTCCC 

GGCCGTGTTCAAAGAGCAATATTCCA 

GTAAATGCAGACTGCTGCAAAGCT 

AGCTGCTGACTTGACTGTCATCCTGT 

TCTTGTTAGCCATTGTGAATAAGA 



GAACTGACTTCAAAGGCAGCTTCTGG 
ACAGGTGGTGGGAGGGGACCCTTC 

GGAGAGGCTCTGTTTCCAGCCAGTTA 
GTTTTCTCTGGGAGACTTCTCTGT 
TTTCTATTCCATACTTCTGCCCACGTT 
GTTTTCTCTCAAAATCCATTCCT 

CCTGTACACAGCCGAGCAGCATTTCC 
GTTGAAGGACTTGCATCCCCATTG 

TTGATGCTTAGTGGAATGTGTGTCTA 
ACTTGCTCTCTGACATTTAGCAGA 

AAGAAGTTAACATGAACTCTTGAAGT 
CACACCAGGGCAACTCTTGGAAGA 

GGTGGATCTCCAACCAGGCCAGAGA 
AGATTCTCACAGAAGGTTTTGAACT 

GGCTGGGAAACTGTTGGTGGCCAGT 
GGGTAATAAAGACCTTTCAGTATCC 

GGTTCGCTCTACTATGGAGATCAACA 
GTTACTGTGACTGAGTCGGCCCAT 
GCTCACACTCAGCGTGGGACCCCGA 
ATGTTAAGCAATGATAATAAAGTAT 

CTGCTCGCCCCTATCGCTCCAGCCAA 
GGCGAAGAAGCACGAACGAATGTC 

ACCTGCCACCATGTTTTGTAATTTGA 
GGTCTTGATTTCACCATTGTCGGT 

AACG AAAG G AAGTTCTGTTG G AAG CA 
TCTGAAGAAACTGGAAAGAGGGTT 
ACATTTACCTGAATGTTGTCTGAGGA 
CTGAACTGTGGACTTTACTATTCA 

AAATCCAGCTGCAGAAACAGACACCC 
CAATGCTATTTACATACAGCTCTA 

CCCCGTTCCTCACTTTTCCCTTTTCAT 
TCCCACCCCCTAGACTTTGATTT 

TTCAGGCACTAAGAGGGGCTGGACC 
TGGCGGCAGGAAGCCAAAGAGACTG 

CGCAACAATCCATCTCTCAAGTAGTG 
TATCACAGTAGTAGCCTCCAGGTT 

CCCAGGCTAGGGGGCTATAGAAACA 
TCTAGAAATAGACTGAAAGAAAATC 

ACCTACAAAAAAGTTACTGTGGTATC 
TATGAGTTATCATCTTAGCTGTGT 
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2579 literature 

2580 literature 
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Table 8 

4507570 tumor necrosis factor receptor 

superfamily, member 14 (herpesvirus 
entry mediator) (TNFRSF14), mRNA 
/cds=(293,1144) 

4505228 Fas (TNFRSF6)-associated via death 
domain (FADD), mRNA /cds=(1 29,755) 



2564 literature Hs.1 14676 NM 003839 4507564 



2565 literature Hs.129844 NM 003840 4507562 



Hs.1 19684 NM 003841 10835042 



2567 literature Hs.249190 NM 003844 4507558 



2568 Table 3A Hs.7043 NM 003849 11321580 



2569 Table 3A Hs.5085 NM 003859 4503382 



Hs.1 53687 NM_003866 4504706 

Hs.1742 NMJ>03870 4506786 

Hs.279789 NM_003883 13128861 

HS.76095 NM_003897 4503328 

Hs.7165 NM_003904 4508020 

Hs.61828 NM 003905 4502168 



2576 Table 3A Hs.8991 NM 003917 4503842 



HS.58589 NMJD03918 

HS.306359 NM_003922 

Hs.35947 NM_003925 

Hs. 194685 NM_003935 

HS.1 691 39 NMJTO3937 



5453673 
4557025 
4505120 
4507634 
4504936 



tumor necrosis factor receptor 
superfamily, member 1 1a, activator of 
NFKB (TNFRSF11A), mRNA 
/cds=(38,1888) 

tumor necrosis factor receptor 
superfamily, member 10d, decoy with 
truncated death domain (TNFRSF10D), 
mRNA/cds=(82,1242) 
tumor necrosis factor receptor 
superfamily, member 10c, decoy 
without an intracellular domain 
(TNFRSF10C), mRNA /cds=(29,928) 
tumor necrosis factor receptor 
superfamily, member 1 0a 
(TNFRSF10A), mRNA /cds=(0,1405) 
succinate-CoA lrgase, GDP-forming, 
alpha subunit (SUCLG1), mRNA 
/cds=(31,1032) 
dofichyl-phosphate 
mannosyltransferase polypeptide 1 » 
catalytic subunit (DPMI), mRNA 
/cds=(0,782) 

inositol polyphosphate-4-phosphatase, 
type II, 105kD (INPP4B), mRNA 
/cds={121,2895) 

IQ motif containing GTPase activating 
protein 1 (IQGAP1), mRNA 
/cds=(467 t 5440) 

histone deacetylase 3 (HDAC3), mRNA 
/cds=(55,1341) 

immediate early response 3 (IER3), 

mRNA/cds=(11>481) 

zinc finger protein 259 (ZNF259), 

mRNA/cds=(28,1407) 

amyloid beta precursor protein-binding 

protein 1, 59kD (APPBP1), mRNA 

/cds=(73,1677) 

adaptor-related protein complex 1 r 
gamma 2 subunit (AP1G2), mRNA 
/Cds=(45,2402) 

glycogenin 2 (GYG2), mRNA 
/COS=(283,1788) 

clone 25038 mRNA sequence 
/cds=UNKNOWN 

methyl-CpG binding domain protein 4 
(MBD4), mRNA/cds=(176,1918) 
topoisomerase (DNA) 111 beta (TOP3B), 
mRNA /cds=(11 3,2701) 
kynureninase (L-kynuremne hydrolase) 
(KYNU), mRNA/Cds=(106,1503) 



2582 Table 3A Hs.24322 NMJD03945 

2583 Table 3A Hs.47007 NMj)03954 

2584 literature Hs.24439 NMJ303958 

2585 Table 3A Hs.108371 NMJ303973 

2586 Table 3A Hs.10315 NMJ)03983 

2587 Table 3A Hs.339840 NM_003992 

2588 Table 3A Hs.83428 NM 003998 



2589 literature 



Hs.278443 NM 004001 



450231 8 ATPase, H+ transporting, lysosomal 

(vacuolar proton pump) 9kD (ATP6H), 

mRNA/cds=(62,307) 
4505396 mitogen-activated protein kinase 

kinase kinase 14 (MAP3K14), mRNA 

/cds=(232,3075) 
4504866 ring finger protein (C3HC4 type) 8 

(RNF8), mRNA /cds=(1 1 2,1 569) 
4506600 E2F transcription factor 4, p107/p130- 

btnding (E2F4), mRNA /cds={62,1 303) 

4507052 solute carrier family 7 (cationic amino 

acid transporter, y+ system), member 6 

(SLC7A6), mRNA /cds=(261 ,1 808) 
4502884 Homo sapiens, done MGC:1 6360 

IMAGE:3927645, mRNA, complete cds 

/cds=(561,731) 
10835176 nuclear factor of kappa light 

polypeptide gene enhancer in B-cells 1 
- (p105)(NFKB1),mRNA 

/Cds=(397,3303) 
4557021 Fc fragment of IgG, low affinity lib, 

receptor for (CD32) (FCGR2B), mRNA 

/cds=(0 4 875) 



1 TGGTGTTTAGTGGATACCACATCGGA 
AGTGATTTTCTAAATTGGATTTGA 



TCACTATCTTTCTGATAACAGAATTGC 
CAAGGCAGCGGGATCTCGTATCT 

GAAAAGATGGAGAAAATGAACAGGAC 
ATGGGGCTCCTGGAAAGAAAGGGC 



GTGGTTTTAGGATGTCATTCTTTGCA 
GTTCTTCATCATGAGACAAGTCTT 



AAGGGTGAGGATGAGAAGTGGTCAC 
GGGATTTATTCAGCCTTGGTCAGAG 



GAGAAGATTCAGGACCTCTTGGTGGA 
CTCTGGAAAGTTCATCTACTTAGA 

AGTACAACTGGAAGCCAAAACAAGGT 
GGAAGATGTCCTGAATTAAGACGT 

GTTGCTGGCCTAATGAGCAATGTTCT 
CAATTTTCGTTTTCATTTTGCTGT 



1 ACAGACCTCCAGAGGGGACTTATGG 
. AAAAGCTGACACCTAAGTTTACCAA 

1 TG AATTTACTTC CTCCC AAG AGTTTG 
G ACTG C C C GTC AG ATTGTTTCTGC 

1 TGG CTTTATGTCCATTTTACC A CTGTT 

TTTATCCAATAAACTAAGTCGGT 
1 GCTGTCACGGAGCGACTGTCGAGAT 

CGCCTAGTATGTTCTGTGAACACAA 
1 CCTTTAAGGTTGGAACTTTGAAGTTG 

GAGAAGGTGGAATAAAGTTACACC 
1 TGCCTTCGGGTTGTGCTTTAGTCTGT 

AAAATTCTAAAGGAGAGCTGCTAA 

1 GCAAAAACCTGGGACCAGCCCCCTT 
CTCCCACAAATAAAGCCCAATAAAG 

1 GTCATCGGCTTTCAGAGGGAGACCA 

CGGGAATGTTCAGGGAAACAATGTC 
1 TGAATTGCCTGTTCAGGGTTCCTTAT 

GCAGAGAAATAAAGCAGATTCAGG 
1 ACCAACCACCTTTCCAGCCATAGAGA 

TTTTAATTAGCCCAACTAGAAGCC 
1 CTACTTTGTATGATGACCCTGTCCTC 

C CTC ACCC AG GCTG C AGTG CC ATG 
1 AAAGAGGAGTGGTTTGTGACAAGCG 

GAATCCAAATGGCATTCGAGTGGCT 

1 GAAGAGCCATCTCAACAGAATCGCAC 
CAAACTATACTTTCAGGATGAATT 

1 TCTGGGTTGTAGAGAACTCTTTGTAA 
GCAATAAAGTTTGGGGTGATGACA 

1 CTGCTGTCCACTTTCCTTCAGGCTCT 
GTGAATACTTCAACCTGCTGTGAT 

1 GCACCTGCTCCAAAGGCATCTGGCA 
AGAAAGCATAAGTGGCAATCATAAA 

1 CTCCTTTTAACGTGTTATTGACAAACC 
TCCCCAAAAGAATATGCAATTGT 

1 AGCTGCCAGAAAGCACAGATTTGACC 
CAAGCTATTTATATGTTATAAAGT 

1 AGCTGCTGCTGGATCACAGCTGCTTT 
CTGTTGTCATTGCTGTTGTCCCTC 



GATGAGGCTGACAAAGTTGGGGCTG 
AGAACACAATCACCTATTCACTTCT 
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housekeeping 
genes 



Table 8 

carnitine acetyltransferase (CRAT), 
nuclear gene encoding mitochondrial 
protein, transcript variant peroxisomal, 
mRNA/cds=(296,2113) 
dystrophin (muscular dystrophy, 
Duchenne and Becker types), includes 
DXS142, DXS164, DXS206, DXS230, 
DXS239, DXS268, DXS269, DXS270, 
DXS272 (DMD), transcript variant 
Dp427p2, mRNA /cds=(702,1 1390) 

activating transcription factor 3 (ATF3), 
mRNA/cds=(164,520) 

interferon regulatory factor 7 (IRF7), 
transcript variant d, mRNA 
/cds={335,1885) 

annexin A7 (ANXA7), transcript variant 
2, mRNA/cds=(60,1526) 
annexin A2 (ANXA2), mRNA 
/cds=(49,1068) 

BCL2-related protein A1 {BCL2A1), 
mRNA/cds*(183,7lO) 
complement component 3a receptor 1 
(C3AR1), mRNA/cds=(0,1448) 
cytokine-inducible kinase (CNK), 
mRNA /cds=(36, 1859) 
cysteine and gtycine-rich protein 1 
(CSRP1), mRNA /cds=(54 ( 635) 
enoyl Coenzyme A hydratase, short 
chain, 1 , mitochondrial (ECHS1), 
nuclear gene encoding mitochondrial 
protein, mRNA /cds=(71,943) 
chromosome 1 1 , BAC CJT-HSP-31 1e8 
(BC269730) containing the hFEN1 gene 
/cds=(2644,3786) 

guanylate binding protein 2, interferon- 
inducible (GBP2), mRNA 
/cds={1 56,1 931) 
pRGR1 mRNA, partial cds 
/cds=(0,538) 

heat shock 70kD protein 9B (mortalin- 
2) (HSPA9B), mRNA/cds={29 ( 2068) 

protein phosphatase 2 (formerly 2A), 
catalytic subunit, beta isoform 
(PPP2CB), mRNA/cdS=(21,950) 

proteasome (prosome, macropain) 
subunit, beta type, 8 (large 
multifunctional protease 7) (PSMB8), 
mRNA /cds=(220,1 038) 

small inducible cytokine subfamily A 
(Cys-Cys), member 15 (SCYA15), 
transcript variant 2, mRNA 
/cds=(474,815) 

small inducible cytokine subfamily A 
(Cys-Cys), member 15 (SCYA15), 
transcript variant 2, mRNA 
/cds=(474,815) 

succinate dehydrogenase complex, 
subunit A, flavoprotein (Fp) (SDHA), 
nuclear gene encoding mitochondrial 
protein, mRNA/cds=(24,2018) 
solute earner family 1 (glial high affinity 
glutamate transporter), member 3 
(SLC1A3), nuclear gene encoding 
mitochondrial protein, mRNA 

/cds^m.ieoe) 

ubiquitously-expressed transcript 
(UXT), mRNA/cds=(56,529) 

tumor necrosis factor receptor 
superfamily, member 18 (TNFRSF18), 
mRNA/cds=(0,725) 

programmed cell death 8 (apoptosis- 
inducing factor) (PDCD8), mRNA 
/cds=(42,1883) 

CD83 antigen (activated B 
lymphocytes, immunoglobulin 
superfamily) (CD83), mRNA 
/cds=(41,658) 

thyroid hormone receptor interactor 13 
(TRIP13), mRNA/cds=(45,1343) 



PCT/US01/47856 



1 TCCTGCCCCCGCCCTGCTGTATGATA 
TTAATGTGGAAGGTCATCAATAAA 



1 AAACTGTAAATCATAATGTAACTGAA 
GCATAAACATCACATGGCATGTTT 



ACAAGGACGCTGGCTACTGTCTATTA 
AAATTCTGATGTTTCTGTGAAATT 
CTTCCTTATGGAGCTGGAGCAGCCC 
GCCTAGAACCCAGTCTAATGAGAAC 

TGCATCTCATTTTGCCTAAATTGGTTC 

TGTATTCATAAACACTTTCCACA 

AGTGAAGTCTATGATGTGAAACACTT 

TGCCTCCTGTGTACTGTGTCATAA 

TTGATGATGTAACTTGACCTTCCAGA 

GTTATGGAAATTTTGTCCCCATGT 

AGCTCACACGTTCCACCCACTGTCCC 

TCAAACAATGTCATTTCAGAAAGA 

GGACCACTTTTATTTATTGTCAGACA 

CTTATTTATTGGGATGTGAGCCCC 

GGGCTGTACCCAAGCTGATTTCTCAT 

CTGGTCAATAAAGCTGTTTAGACC 

GCTCTGAGGGAAACGCTGTCTGCTG 

CCTTCATACAGATGCTGATTAAAGT 



TTTTAGCTCAGGAAAATATGTCAGGC 
TCAAACCACTTCTCAGGCAGTTTA 

TTGTTGAACCATAAAGTTTGCAAAGT 
AAAGGTTAAGTATGAGGTCAATGT 

TGTGGTTTCAGTCTCTGCTAGTTCAT 

ATTGCATGTTTATTTTGGACAGTC 

AGCAGAAATTTTGAAGCCAGAAGGAC 

AACATATGAAGCTTAGGAGTGAAG 

ACTGCTTCATCTCCTTTTGCGCTTATT 

TGGAAATTTTAGTTATAGTGT7T 

GAGAGAGTACGGGCTCAGCAGCCAG 
AGGAGGCCGGTGAAGTGCATCTTCT 



CCCAGTCACCCTCTTGGAGCTTCCCT 
GCTTTGAATTAAAGACCACTCATG 



1 CCCAGTCACCCTCTTGGAGCTTCCCT 
GCTTTGAATTAAAGACCACTCATG 



1 GGAGCGTGGCACTTACCTTTGTCCCT 
TGCTTCATTCTTGTGAGATGATAA 



1 GCATACACATGCACTCAGTGTGGACT 
GGGAAGCATTACTTTGTAGATGTA 



AAGCCTCACCATTGACTTCTTCCCCC 
CATCCTCAGACATTAAAGAGCCTG 
CTGACCTCGGCCCAGCTTGGACTGC 
ACATCTGGCAGCTGAGGAGTCAGTG 

GGAAGATCATTAAGGACGGTGAGCA 
GCATGAAGATCTCAATGAAGTAGCC 

TTACCTCTGTCTTGGCTTTCATGTTAT 
TAAACGTATGCATGTGAAGAAGG 



1 AGTTACTGGTCTCTTTCTGCCGAATG 
TTATGTTTTGCTTTTATCTCACAG 
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Table 8 

thyroid hormone receptor interactor 11 
(TRIP11), mRNA/cds=(356,6295) 
U5 snRNP-specific protein, 1 16 kD (U5- 
116KD), mRNA/cdS=(60,2978) 
solute carrier family 9 
(sodium/hydrogen exchanger), isoform 
3 regulatory factor 1 (SLC9A3R1), 
mRNA/cds=(212,1288) 
RecQ protein-like 4 (RECQL4), mRNA 
/cds=(0,3626) 

15 kDa selenoprotein (SEP15), mRNA 
/cds=(4,492) 

BCL2-associated athanogene 3 
(BAG3), mRNA/cds=(306,2033) 

602417256F1 cDNA,5'end 
/clone=IMAGE:4536829 /ctone_end=5' 

add phosphatase 1, soluble (ACP1), 
transcript variant a, mRNA 
/cds=(775,1251) 

BAF53 (BAF53A). mRNA 
/Cds=(136,1425) 

ras homolog gene family, member H 
(ARHH), mRNA /cds=(579,1 154) 

N-acylsphingosine amidohydrolase 
(acid ceramidase) (AS AH), mRNA 
/cds=(17,1204) 

breakpoint cluster region (BCR), 
transcript variant 1, mRNA 
/CdS=(488,4303) 

bone morphogenetic protein receptor, 
type IA (BMPR1A), mRNA 
/Cds=(309,1907) 

centrin, EF-hand protein, 2 (CETN2), 
mRNA/cds=(47,565) 

runt-related transcription factor 3 
(RUNX3), mRNA /cds=(9,1 256) 

CD74 antigen (invariant polypeptide of 
major histocompatibility complex, class 
II antigen-associated) (CD74), mRNA 
/cds={7,705) 

CD151 antigen (CD151), mRNA 
/cds={84,845) 

coatomer protein complex, subunit 
alpha (COPA), mRNA /cds=(466,4140) 

cAMP responsive element binding 
protein 1 (CREB1), mRNA 
/cds=(1 16,1099) 

CREB binding protein (Rubinstein- 
Taybi syndrome) (CREBBP), mRNA 
/cds={1 98,7526) 

DEAD/H (Asp-G1u-Ala-Asp/His)box 
polypeptide 5 (RNA belicase, 68kD) 
(DDX5), mRNA/cds=(170,2014) 

neural precursor cell expressed, 
developmentaiiy down-regulated 5 
(NEDD5), mRNA/cds=(258,1343) 

dual specificity phosphatase 1 
(DUSP1), mRNA/cds=(248,1351) 

dual specificity phosphatase 2 
(DUSP2), mRNA /cds=(85,1 029) 

dual specificity phosphatase 5 
(DUSP5), mRNA /Cds=(2l 0,1 364) 

early growth response 3 (EGR3), 
mRNA /ods=(357,1 520) 

glutamyl-prolyl-tRNA synthetase 
(EPRS), mRNA/cds=(58,4380) 

famesyl-diphosphate 
farnesyltransferase 1 (FDFT1), mRNA 
/cds=(44,1297) 

general transcription factor HA, 2 (12kD 
subunit) (GTF2A2), mRNA 
/cds={141,470) 

heterogeneous nuclear 
ribonucleoprotein LI (scaffold 
attachment factor A) (HNRPU), 
transcript variant 1, mRNA 
/cds=(217,2691) 

HIV-1 Rev binding protein (HRB), 
mRNA/cds=(243,1931) 



PCT/US01/47856 



1 CACAAAGTGGCCTTTGGGGAGAAAG 
TCATGTATTTGTTCGCAATTATGCT 

1 ATTTACTCCAAGTCCTCTCCCCAGCT 
ACCACCAGTCCCTTACTCTGTTCT 

1 GCCCATCCCTGAGCCAGGTACCACC 
ATTGTAAGGAAACACTTTCAGAAAT 



1 AGGACCGACGCTTCTGGAGAAAATAC 

CTGCACCTGAGCTTCCATGCCCTG 
1 TTCACAAAGATTTGCGTTAATGAAGA 

CTACACAGAAAACCTTTCTAGGGA 
1 ATACCTGACTTTAGAGAGAGTAAAAT 

GTGCCAGGAGCCATAGGAATATCT 
1 ATGGAAAGATGTGGTCTGAGATGGGT 

GCTGCAAAGATCATAATAAAGTCA 

1 ACATCCAGAAAGAAGGACACTTGTAT 
GCTAGTCTATGGTCAGTTGAGGAA 

1 TTGACTAGTAAAAGTTACTGCCTAGT 
CTTTTTACCTTAGGCTTACAGAAT 

1 TTGCCCAGGCCAGTTAGAAAATCCCT 
TGGGGAACTGTGATGAATATTCCA 

1 ATAATCACAGTTGTGTTCCTGACACT 
CAATAAACAGTCACTGGAAAGAGT 

1 TGACCGGATTCCCTCACTGTTGTATC 
TTGAATAAACGCTGCTGCTTCATC 

1 CCAAAGTTGGAGCTTCTATTGCCATG 
AACCATGCTTACAAAGAAAGCACT 

1 GTGAACTCCTGCACTGGCATTTGGAT 
GTGTGTTAATGCTATTTGTTTTGT 

1 GCTGGGTGGAAACTGCTTTGCACTAT 
CGTTTGCTTGGTGTTTGTTTTTAA 

1 GCTTGTTATCAGCTTTCAGGGCCATG 
GTTCACATTAGAATAAAAGGTAGT 



1 CTTTGCCTTGCAGCCACATGGCCCCA 
TCCCAGTTGGGGAAGCCAGGTGAG 

1 TGCGGGTTATTGATTTGTTCTTTACAA 
CTATTGTTCTCATATTTCTCACA 

1 AGTTATTAGTTCTGCTTTAGCTTTCCA 
ATATGCTGTATAGCCTTTGTCAT 

1 GCTGTTTTCAACATTGTATTTGGACTA 
TGCATGTG 1 1 I I I I CCCCATTGT 

1 AAGTAAATGTACAGTGATTTGAAATA 
CAATAATGAAGGCAATGCATGGCC 

1 CCCACACTGCTACACTTCTGATCCCC 
TTTG GTTTTACTACCC AAATCTAA 

1 TCTTAAGCAGGTTTGTTTTCAGCACT 

GATGGAAAATACCAGTGTTGGGTT 
1 GGGGTTGGAAACTTAGCACTTTATAT 

TTATACAGAACATTCAGGATTTGT 
1 ACCCGTGTGAATGTGAAGAAAAGCAG 

TATGTTACTGGTTGTTGTTGTTGT 
1 TTGCACTGTGAGCAAATGCTAATACA 

GTAAATATATTGTGTTTGCTGACA 
1 AAATGAAGTCACACAGGACAATTATT 

CTTATGCCTAAGTTAACAGTGGAT 
1 GTCGCTGCATATGTGACTGTCATGAG 

ATCCTACTTAGTATGATCCTGGCT 

1 AAGGACAAAAGTTGTTGCCTTCCTAA 
GAACCTTCTTTAATAAACTCATTT 

1 CTGCATTTTGATTCTGAAAAGAAAGC 
TG G CTTTGC C C ATTTCTTATTAAA 



1 AC CTGT CTGCATAATAAAGCTGATCA 
TGTTTTGCTACAGTTTGCAGGTGA 
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2647 literature 
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2649 Table 3A 

2650 Table 3A 

2651 db mining 

2652 Table 3A 
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2654 Table 3A 

2655 Table 3A 

2656 Table 3A 



2661 Table 3A 

2662 Table 3A 

2663 literature 

2664 Table 3A 

2665 db mining 

2666 literature 

2667 Table 3A 

2668 Table 3A 

2669 Table 3A 

2670 Table 3A 

2671 Table 3A 



Hs.1 52983 NM_004507 

Hs.38125 NM_004510 

HS.75117 NMJ304515 

Hs.6196 NM_004517 

Hs.1 11301 NM.004530 



Hs. 198271 NMJ)04544 4758767 



Hs.173611 NMJ>04550 4758785 



Hs.80595 NM_0D4552 4758789 



Hs.91640 NM__004556 4758805 



HsJ4497 NMJ)04559 4758829 



2657 Table 3A Hs.1 58225 NM_004571 

2658 Table 3A Hs.7688 NM_004576 

2659 literature Hs.240457 NM_004584 

2660 Table 3A Hs.75498 NM 004591 



Hs.30035 NM_004593 

Hs.53125 NMJ)04597 

Hs.91175 NM_004618 

Hs.75066 NMJ304622 

Hs.320 NMJJ04628 

Hs.8047 NMJ304629 

HS.1 59627 NMJJ04632 

Hs.237955 NMJJ04637 

Hs.25911 NMJKM636 

Hs.966 NMJXJ4645 

Hs.77578 NMJ304652 



2672 Table 3A Hs,80358 NM_004653 



2673 Table 3A 

2674 Table 3A 

2675 Table 3A 



Hs.121102 NMJ304665 
Hs.6856 NMJJ04674 

Hs.155103 NMJ304681 



Table 8 

4758575 HUS1 (S. pombe) checkpoint homolog 
(HUS1), mRNA/cds=(60,902) 

4758587 interfere) n-induced protein 75, 52kD 

(fFI75), mRNA/cds=(1 70,1 396) 
4758601 interleukin enhancer binding factor 2, 

45kD (ILF2), mRNA fcds=(39,1259) 
4758605 integrin-linked kinase {ILK), mRNA 

/Cds=(156,1514) 
1 1 342665 matrix metalloproteinase 2 (gelatinase 
A, 72kD gelatinase, 72kD type iV 
collagenase) (MMP2), mRNA 
/cds=(239,2271) 

NADH dehydrogenase (ubiquinone) 1 
alpha subcomplex, 10 (42kD) 
(NDUFA10), mRNA /cds=(21 ,1088) 
NADH dehydrogenase (ubiquinone) Fe- 
S protein 2 (49kD) (NADH-coenzyme Q 
reductase) (NDUFS2), mRNA 
/cds=(6,1397) 

NADH dehydrogenase (ubiquinone) Fe- 
S protein 5 (15kD) (NADH-coenzyme Q 
reductase) (NDUFS5), mRNA 
/cds=(71,391) 

nuclear factor of kappa light 
polypeptide gene enhancer in B-celis 
inhibitor, epsiion (NFKBIE), mRNA 
/cds=(33,1535) 

nuclease sensitive element binding 
protein 1 (NSEP1), mRNA 
/cds=(234 f 1202) 
4758929 PBX/knotted 1 hoemobox 1 (PKNOX1), 

mRNA/cds=(85,1392) 
4758953 protein phosphatase 2 (formerly 2A), 
regulatory subunit B (PR 52), beta 
isoform (PPP2R2B), mRNA 
fcds=(525,1856) 
4759021 RAD9 (S. pombe) homolog (RAD9), 

mRNA/cds=(76,1251) 
4759075 small inducible cytokine subfamily A 
(Cys-Cys), member 20 (SCYA20), 
mRNA/cds={58,348) 
4759097 splicing factor, arginme/serine-rich 

(transformer 2 Drosophila homolog) 10 
(SFRS10), mRNA /cds=(121,987) 
7242206 small nuclear ribonucleoprotein D2 

polypeptide (16.5kD) (SNRPD2), mRNA 
/cds=(30,386) 
1 0835217 topoisomerase (DNA) II) alpha 

- (TOP3A), mRNA /cds=(1 77,31 82) 
4759269 translin (TSN), mRNA /cds=(B1 ,767) 

4759331 xeroderma pigmentosum, 

complementation group C (XPC), 

mRNA /Cds=(191,2662) 
4759335 Fanconi anemia, complementation 

group G (FANCG), mRNA 

/cds=(492,2360) 
4758117 death associated protein 3 (DAP3), 

mRNA /cds=(73, 1269) 
1 3794266 mRNA for RAB7 protein 

/cds=<602,1225) 
47581 07 HLA-B associated transcript 2 (BAT2), 

mRNA /cds=(1 01 ,6529) 
4758023 coilin (COIL), mRNA /cds=(22, 1752) 

1 1641424 ubiquitin specific protease 9, X 

chromosome (Drosophila fat facets 
related) (USP9X), transcript variant 1, 
mRNA/cds=(59,7750) 

4759149 SMC (mouse) homolog, Y 

chromosome (SMCY), mRNA 
/cds=(275,4894) 

4759313 vanin 2 (VNN2), mRNA /cds=(1 1 J 573) 

4757789 ash2 (absent, small, or homeotic, 

Drosophila, homolog)-like (ASH2L), 

mRNA /Cds=(4, 1890) 
4758253 eukaryotic translation initiation factor 

1 A, Y chromosome (EIF1AY), mRNA 

/cds=(1 32,566) 



PCT7US0J/47856 



TACTGGTAGATGTGCTCATTCTCCCT 
GAAACATACCCATCATATTGTCCT 

AGGAAGCAATGTGGTTGGACCTGGTT 

AAGGGAAAGGCTGATTACGGAAAT 

AA CTAATACTTTG CTGTTG AAATGTTG 

TGAAATGTTAAGTGTCTGGAAAT 

GAGCTTTGTCACTTGCCACATGGTGT 

CTTCCAACATGGGAGGGATCAGCC 

CCCTGTTCACTCTACTTAGCATGTCC 

CTACCGAGTCTCTTCTCCACTGGA 



TGCACATTGTTTTTCTTCTGACTTCCA 
GAAATAAAAGTGTTTCCATGGGA 

ACTAAAAAAGGAGAAATTATAATAAAT 
TAGCCGTCTTGCGCCCCTAGGCC 



ACGACAAACCTCCTTGTCAAAGTGTG 
TAAAAATAAAGGATTGCTCCATCC 



1 CCACTGGGGAAGGGAAGTTTCAGTA 
ACATGACACTAAAATGGCAGAGACG 



1 AAAGATTGGAGCTGAAGACCTAAAGT 
GCTTGCTTTTTGCCCGTTGACCAG 

1 GAAGTCAGTGGGAAACACACAGAAAT 
TTATTTTAAAATCTTTCAGGAGCT 

1 AGATGTATTAGAAGTCCTGACTTTCA 
AGTG TAATTTGCTTTGGAGGAG GA 



1 CTGTGCAGAAGAGCTGCCAGGCAGT 
GTCTTAGATGTGAGACGGAGGCCAT 

1 ACATCATGGAGGGTTTAGTGCTTATC 
TAATTTGTGCCTCACTGGACTTGT 

1 TTGCTTACCAAAGGAGGCCCAATTTC 
ACTCAAATGTTTTGAGAACTGTGT 

1 TCACTCCTCTGTCCTATGAAGACCGC 
TGCCATTGGTGTTGAGAATAATAA 

1 GTTAAGCCAGGACATCCAGAATTCAT 
TGCTTTAATAAAGAACCCAGGCCG 

1 TCAGTTTTAACAAATGCTATTAAAGTG 
GAGAAGCACACTCTGGTCTTGGA 

1 CTCACTGCCTCTTTGCAGTAGGGGAG . 
AGAGCAGAGAAGTACAGGTCATCT 

1 TTGACTTTGCTCGAGGCACC I I I I I I 
CCTGTTTCTCCTTTTCTGTTGTCG 

1 AAATGGGTTTCACTGTGAATGCGTGA 

CAATAAGATATTCCCTTGTTCCTA 
1 AACGAATTTCCTGAACCTATCAAACT 

GGACAAGAATGACCGGGCCAAGGC 
1 CTTCCCCTGGTCCCCTGTCCCTGGG 

GCTGTTTGTTAAAAAAGAGTAATAA 
1 ACCGTGAAAATTGGTTTCATTTAACAA 

AAGATCAGATCCCTCCTTCAGCT 
1 TTTCTTGTTACACCCACTGCACTCTG 

CAACCAGTGTTGCCTGCCTCATGG 



GGGAAAAACAAGAATTTCATGACTCT 
ACCTGTGGTCTATCTTTAATTTCA 

GCTGTGCCCTTGAAGAGAATAGTAAT 
GATGGGAATTTAGAGGTTTATGAC 
TCCAAGGAAATGGTAACCTGTTTCTG 
AGAACACCTGAAATCAATGGCTAT 

TTCATTGTAATCCACTGTTTTGGCTTT 
C ATG AACAAGTAAATTA CAGTGT 
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2676 Table 3A 

2677 Table 3A 

2678 Table 3A 

2679 Table 3A 

2680 Table 3A 

2681 Table 3A 

2682 Table 3A 

2683 Table 3A 

2684 Table 3A 

2685 Table 3A 

2686 Table 3A 

2687 Table 3A 

2688 Table 3A 

2689 Table 3A 

2690 Table 3A 

2691 Table 3A 

2692 Table 3A 

2693 Table 3A 

2694 Table 3A 

2695 Table 3A 

2696 db mining 

2697 Table "3A 

2698 Table 3A 

2699 Table 3A 

2700 Table 3A 

2701 Table 3A 

2702 Table 3A 

2703 Table 3A 

2704 Table 3A 

2705 Table 3A 

2706 Table 3A 



Hs.54483 NMJ)04683 
Hs.5097 NM_004710 
Hs.40323 NM 004725 



4758813 N-myc (and STAT) infractor (NMI), 

mRNA /cds=(280,1 203) 
4759201 synaptogyrin 2 (SYNGR2), mRNA 

/Cds=<29,703) 
4757879 BUB3 (budding uninhibited by 

benzimidazoles 3, yeast) homolog 
(BUB3), mRNA /cds=(70,1 056) 
Hs.77324 NM_004730 4759033 eukaryotic translation termination factor 

1 (ETF1), mRNA/cds=(135,1448) 



Hs.326159 NM_004735 4758689 



Hs.333513 NM_G04757 4758265 



Hs.9075 NM_004760 4758191 



Hs.170160 NM_004761 4758531 



Hs.1050 NMJ104762 4758963 



leucine rich repeat (in FLII) interacting 
protein 1 (LRRF1P1), mRNA 
/cds=(1 78,2532) 

small inducible cytokine subfamily E, 
member 1 (endothelial monocyte- 
activating) (SCYE1), mRNA 
/cds=(49,987) 

serine/threonine kinase 17a (apoptosis- 
inducing) (STK17A), mRNA 
/Cds=(117,1361) 

RAB2, member RAS oncogene family- 
like (RAB2L), mRNA/cds=(0,2333) 



pleckstrin homology, Sec7 and 
coiled/coil domains 1(cytohesin 1) 
(PSCD1), transcript variant 1, mRNA 
/cds=(69,1265) 
4759099 splicing factor, arginine/serine-rich 11 

(SFRS11), mRNA /cds=(83, 1537) 
4759265 PPAR binding protein (PPARBP), 

mRNA/cds=(235,4935) 
4758945 CCR4-NOT transcription complex, 
subunit 8 (CNOT8), mRNA 
/cds=(244 t 1122) 

Hs.23965 NM_004790 4759041 solute carrier family 22 (organic anion 

transporter), member 6 (SLC22A6), 
mRNA/cds=(0,1652) 

Hs.77965 NM 004792 4758105 peptidyJ-prolyl isomerase G (cyclophilin 

G) (PPIG), mRNA /cds=(1 57,2421) 



Hs.11482 NMJ304768 
Hs.15589 NMJJ04774 
Hs.26703 NM_004779 



Hs.28757 NMJJ04800 

Hs.49587. NMJJ04811 

Hs.168103 NM_004818 

Hs.3628 NMJ304834 



4758669 
4759277 
4758523 



Hs.1 02506 NM_004836 4758891 



Hs.227806 ' NMJJ04841 
Hs.76364 NMJ304847 

Hs. 10649 NM_004848 
Hs.274472 ' NM_004850 

Hs.178710 NMJ>04859 
Hs.76507 NMJJ04862 
Hs.59403 NMJD04653 

Hs.5409 NMJJ04875 

Hs.86371 NMJJ04876 

Hs.75258 NMJ)04893 

Hs.80426 NMJKK899 



Hs.145696 NMJ304902 4757925 



4758873 transmembrane 9 superfamily member 
2 (TM9SF2), mRNA /Cds=(1 33,21 24) 

leupaxin (LPXN), mRNA 
/cds=(93,1253) 

prp28, U5 snRNP 100 kd protein (U5- 
100K), mRNA /cds=(39,2501) 
mitogen-acuVated protein kinase 
kinase kinase kinase 4 (MAP4K4), 
mRNA/cds=(79,3576) 
eukaryotic translation initiation factor 2- 
alpha kinase 3 (EIF2AK3), mRNA 
/Cds=(72,3419) 

RAS protein activator like 2 (RASAL2), 
mRNA/cds=(125 l 3544) 
allograft inflammatory factor 1 (AIF1), 
transcript variant 2, mRNA 
/cds={453,851) 

basement membrane-induced gene 
(ICB-1), mRNA/cds=(128,982) 
high-mobility group (nonhistone 
chromosomal) protein 1 (HMG1), 
mRNA/cds=(52,699) 
clathrin, heavy polypeptide (He) 
(CLTC), mRNA /cds=(1 72,51 99) 
LPS-induced TNF-alpha factor (PIG7) 
mRNA/cds=(233,919) 
serine palmitoyltransferase, long chain 
base subunit 2 (SPTLC2), mRNA 
/cds=(188,1876) 

RNA polymerase 1 subunit (RPA40), 
mRNA/cds=(22,1O50) 
zinc finger protein 254 (ZNF254) t 
mRNA/cds=(134,H95) 
H2A histone family, member Y 
(H2AFY), mRNA /cds-(1 73, 1288) 
brain and reproductive organ- 
expressed (TNFRSF1A modulator) 
(BRE), mRNA/cds=(146,1297) 
splicing factor (CC1.3) (CC1.3), mRNA 
/cds^(1 49,1 723) 



4758807 
6680470 

4758579 
6633807 

4758011 
4758913 
4758657 

4759045 
4758513 
4758495 
4757871 



ACTTATTTCCATGTTTCTGAATCTTCT 

TTGTTTCAAATGGTGCTGCATGT 

ATGCCCGGCCTGGGATGCTGTTTGG 

AGACGGAATAAATGTTTTCTCATTC 

TACTCTAAACCTGTTATTTCTGTGCTA 

ATAAACGAGATGCAGAACCCTTG 

TGCAGAGAGATACTAAGCAGCAAAAT 
CTTGGTGTTGTGATGTACAGAAAT 

AGTCTTTGATCTTGAACCGATACTTTT 
GGATCTCATTGTTGATATACCTG 

TGGAATCAAATAAAATGCTTCCACTA 
CCAAAAGACATTAGAGAAAACCTT 



TGCCGAATACCTTAAAGTAACTAATTA 
TCCTTACACACAAAAGGCTCAGT 

CTTTCCCAGGATCAAGGCCACAGGG 
AGGAAGATTGCACGGG CACTGTTCT 

CTTGTAAACTAGCGCCAAGGAACTGC 
AGCAAATAAACTCCAACTCTGCCC 



TGTGCAGTAGAAACAAAAGTAGGCTA 

CAGTCTGTGCCATGTTGATGTACA 

AGGAGGGTTTAAATAGGGTTCAGAGA 

TCATAGGAATATTAGGAGTTACCT 

TGGTGGAAGTAAAAACTGGTAACTCA 

CTCAAGTGAATGAATGGTCTTGCA 

GCAGGAAAGGGAAACAGACGCGACA 
GCAACAAGAGCACCAGAAGTATATG 

TCCATTCTGTTTCGGATTrTAAGTTTG 
AGAGACTTGCTAATGAATCTCCT 

CCTTCAGAAACACCGTAATTCTAAAT 
AAACCTCTTCCCATACACCTTTCC 

CTGGACAACTTTGAGTACTGACATCA 

TTGATAAATAAACTGGCTTGTGGT 

CCCAGGGGATTTTTTAAGTAGATGGG 

GGGACACGGTGAACTGGCTGTGTC 

ACTCCAAAATAAATCAAGGCTGCAAT 

GCAGCTGGTGCTGTTCAGATTCCA 

TGAAATCTTAAGTGTCTTATATGTAAT 
CCTGTAGGTTGGTACTTCCCCCA 

T GGGAGTCTTC TCTTTTAGACAGGGG 
C I I I I TGTTTTTAACCCCAATTGT 
TGACCCAGATATGGAAACAGAAGACA • 
AAATTGTMGCCAGAGTCAACAAA 

AGGTTTCATCAGGTGGTTAAAGTCGT 
CAAAGTTGTAAGTGACTAACCAAG 
ATGCTGTCAAAGTTACAGTTTACGCA 
GGACATTCTTGCCGTATTCTCATG 

TGTGTGTTTACTAACCCTTCCCTGAG 

GCTTGTGTATGTTGGATATTGTGG 

TCTGTAATCAAATGATTGGTGTCATTT 

TCCCATTTGCCAATGTAGTCTCA 

TGCCCAGCAGCCATCTTAATACATTA 

AACCAGTTTAAAAAATACCTTCCA 

GCCAGAGTTGCCAACCCCCGGCTGG 

ATACCTTCAGCAGAGAAATCTTCCG 

AATCCATTAACACCTGCTCACATCTTA 

CTCAAAATTGTAGAGTTCATAGT 

ATTTGCAATTTGGAATTTGTGTGAGTT 

GATTTAGTAAAATGTTAAACCGC 

AAGTAAAGCCTCAGGAATGCCCACG 

CCTTTCTTCCAAAGCCTTTGTCTCT 

TCAAACAMTGACTTTCATATTGCAAC 
AATCTTTGTAAGAACCACTCAAA 
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2707 Table 3A Hs/119 - NMJJ04906 

2708 Table 3A Hs.737 NMJ>04907 



2709 Table 3A 

2710 Table 3A 

2711 Table 3A 



2714 Table 3A 

2715 Table 3A 

2716 literature 

2717 Table 3A 

2718 Table 3A 

2719 Table 3A 

2720 Table 3A 



2721 Table 3A 

2722 Table 3A 

2723 Table 3A 

2724 Table 3A 

2725 db mining 

2726 literature 

2727 Table 3A 



2730 Table 3A 

2731 Table 3A 

2732 literature 

2733 Table 3A 

2734 Table 3A 

2735 literature 



Hs.288156 NMJ)04911 
Hs.81964 NM_004922 

Hs.333417 NMJ)04930 482665B 



2712 Table 3A Hs.2299 NM_004931 4826666 

2713 Table 3A Hs.171872 NMJM4941 4826689 



Hs.251064 NM_004965 4826757 

Hs.808 NMJJ04966 

HS.1 15541 NM_004972 

Hs.40154 • NM_004973 

HS.1 84050 NM_004985 

Hs.279946 NMJXJ4990 

Hs.75103 NM 005005 



* Table 8 

4758635 Wilms' tumour ^-associating protein 
(KIAA0105), mRNA/cds=(124,579) 
475831 3 Homo sapiens, Similar to kinesin family 
member 5B, clone MGC:15265 
IMAGE:4297793, mRNA, complete cds 
/Cds=(424,1566) 
4758303 cONA: FLJ21 81 9 fis, clone HEP01 1 85 

/cds=UNKNOWN 
4758633 SEC24 (S. cerevisiae) related gene 
family, member C (SEC24C). mRNA 
/Cds=(114,3491) 

capping protein (actin filament) muscle 
Z-line, beta (CAPZB), mRNA 
/cds=(0,818) 

CD8 antigen, beta polypeptide 1 (p37) 
(CDBB1), mRNA7cds=(50,682) 
DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 8 (RNA helicase) (DDX8), 
mRNA/cdS=(73,3735) 
high-mobility group (nonhistone 
chromosomal) protein 14 (HMG14), 
mRNA /cds=(1 50,452) 
14141150 heterogeneous nuclear 

ribonucleoprotein F (HNRPF), mRNA 
/cds=<323,1570) 
1 3325062 Janus kinase 2 (a protein tyrosine 

kinase) (JAK2), mRNA /cds=(494,3892) 

1 1 8631 51 jumonji (mouse) homolog (JMJ), 

mRNA/cds=(244,3984) 
4826B1 1 v-Ki-ras2 Kirsten rat sarcoma 2 viral 
oncogene homolog (KRAS2), mRNA 
/cds=(1 92,758) 
14043021 methionine-tRNA synthetase (MARS), 

mRNA/cds=(23,2725) 
6274549 tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
zeta polypeptide (YWHAZ), mRNA 
/cds=(84,821) 



Hs.8248 NM 005003 4826855 



Hs.1 82255 NM 005008 4826859 



HS.151134 NM_005015 

Hs.75721 NM_005022 

Hs.1 00724 NMJJ05037' 

Hs.1 80455 NMJJ05053 

Hs.1 80610 NM_005066 



2728 Table 3A Hs.1 49923 NMJ)05080 

2729 Table 3A Hs.1 579 NMJ305082 



4826879 
4826897 
4826929 

4826963 
4826997 

14110394 
4827064 



Hs.82712- NM_0050S7 4826735 

Hs.21595 NM_005088 10835221 

Hs.248197 NM_005092 4827033 

HS.75243 NM_005104 12408641 

Hs.95220 NMJJ05109 4826877 

Hs.241382 NM 005118 4827031 



NADH dehydrogenase (ubiquinone) Fe- 
S protein 1 (75kD) (NADH-coenzyme Q 
reductase) (NDUFS1), mRNA 
/Cds={46,2229) 

non-histone chromosome protein 2 (S. 
cerevisiae)-like 1 (NHP2L1), mRNA 
/cds=(94,480) 

oxidase (cytochrome c) assembly 1-llke 
(OXA1L), mRNA/cds=(0,1487) 
profilin 1 .(PFN1), mRNA 
/cds=(1 27,549) 

peroxisome proliferative activated 
receptor, gamma (PPARG), mRNA 
/cds=(172 r 1608) 

RAD23 (S. cerevisiae) homolog A 
(RAD23A), mRNA /cds=(36,1 127) 

splicing factor proline/glutamine rich 
(polypyrimidine tract-binding protein- 
associated) (SFPQ), mRNA 
/cds=(85,2208) 

X-box binding protein 1 (XBP1), mRNA 
/Cds=(48,833) 

zinc finger protein 147 (estrogen- 
responsive finger protein) (ZNF147), 
mRNA/cds=(39,1931) 

fragile X mental retardation, autosomal 
homolog 1 (FXR1), mRNA 
/cds=(12,1877) 

DNA segment on chromosome X and Y 
(unique) 155 expressed sequence 
(DXYS155E), mRNA/cds=(166,1323) 
tumor necrosis factor (ligand) 
superfamily, member 18 (TNFSF18), 
mRNA/cds=(0,533) 
bromodomain-containing 2 (BRD2), 
mRNA/cds=(1701,4106) 
oxidative-stress responsive 1 (OSR1), 
mRNA /cds=(342, 1925) 
tumor necrosis factor (ligand) 
superfamily, member 15 (TNFSF15), 
mRNA /cds=(1 123,1647) 



PCT/US01/47856 



GGGGAATGTGTTCCTTCATTGTATTT 
GGGCCTTTTGTATTGCACTCTTGA 
TTGTTTACCTTTCGTGCGGTGGATTC 
I I I I TAACTCCGTCTACCTGGCGT 



GGGGTTTGTGCTATACACTGGGATGT 
CTAATTGCAGCAATAAAGCCTTTC 
ACCTGGGATGCCCCTGCTCTGGACC 
TCTCATTTCTCTTCATTGGTTTATT 

AGCCTGCTTCTGCCACACCTCGCTCT 
CAGTCTCTCCACATTTCCATAGAG 

AAGTTTCTCAGCTCCCATTTCTACTCT 
CCCATGGCTTCATGCTTCTTTCA 
GAGCTACTGTGCTCATCTAAAGTGTT 
TGCCCCACTTCCCACCCCGTCTCC 

ATGTTAAGATTTGTGTACAAATTGAAA 
TGTCTGTACTGATCCTCAACCAA 

TCTGTTGATAGCTGGAGAACTTTAGT 
TTCAAGTACTACATTGTGAAAGCA 

TGAGGGGTTTCAGAATTTTGCATTGC- 
AGTCATAGAAGAGATTTATTTCCT 

CCTTGGGAGGGAGACTTCATGTGGTT 
TATTGCGAGl I I I I I GTTTACTTT 
GTATGTTAATGCCAGTCACCAGCAGG 
CTATTTCAAGGTCAGAAGTAATGA 

GCCCCTAAAGGCAAGAAGAAAAAGTA 
AAAGACCTTGGCTCATAGAAAGTC 
AGTGAAATATGTTACAGAACATGCAC 
TTGCCCTAATAAAAAATCAGTGAA 



TGCAGATGCTCTTAAAAGCATTGATA 
ACCTTTGTGACGAACATAAAGAGA 



GCTAGTTCATGTGTTCTCCATTCTTGT 
GAGCATCCTAATAAATCTGTTCC 

AACCCTCCCAATATCCCTAGCAGCAG 

CAGCAAACCAAAGTCAAAGTATCC 

CACCTCCCCCTACCCATATCCCTCCC 

GTGTGTGGTTGGAAAACTTTTGTT 

GAGTCCTGAGCCACTGCCAACATTTC 

CCTTCTTCCAGTTGCACTATTCTG 

CCCCACCCCAGAACAGAACCGTGTC 
TCTGATAAAGGTTTTGAAGTGAATA 
CCCATTTCTTGi I I I IAAAAGACCAAC 
AAATCTCAAGCCCTATAAATGGC 



AGTGTAGCTTCTGAAAGGTGCTTTCT 
CCATTTATTTAAAACTACCCATGC 
GAGTGCCCGATTCCTCTTAGAGAAAA 
TCCATAGCCTTCAGATCTTGGTGT 

ACTTTGACACCTACTGTGTTATAAAAT 
ATATCATCAGATGTGCCTTGAGA 

AGCTGTAACGTTCGCGTTAGGAAAGA 
TGGTGTTTATTCCAGT7TGCATTT 

TGATATTCAACTCTGAGCATCAGGTT 
CTAAAAAATAATACATACTGGGGT 

GTCATCTCCCCATTTGGTCCCCTGGA 

CTGTCTTTGTTGATTCTAACTTGT 

GAGAATAATGATGTACCAATAAGTGG 

AGATTCCTCCTTATGATGTATGCT 

ACAAGACAGACTCCACTCAAAATTTA 

TATGAACACCACTAGATACTTCCT 
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2736 Table 3A Hs.11861 NM_O05121 

2737 Table 3A Hs.3382 NMJJ05134 4826933 

2738 Table 3A Hs.75981 NMJJ05151 4827049 

2739 Table 3A Hs.152818 NM_005154 

2740 Table 3A Hs.89399 NM_005176 

2741 Table 3A Hs.431 NM_005180 4885094 

2742 Table 3A Hs.838 NM_005191 4885122 

2743 Table 3A Hs.247824 NMJ305214 4885166 

2744 literature Hs.211567 NM_005215 

2745 literature Hs.34789 NMJ)05216 

2746 literature Hs.89296 NM 005236 4885216 



2747 Table 3A Hs.129953 NM.005243 4885224 

2748 Table 3A Hs.1422 NM_005248 4885234 

2749 Table 3A Hs/79022 NMJ)05281 4885262 

2750 Table 3A Hs.73172 NMJW5263 

2751 Table 3A ' Hs.237519 NM_005271 

2752 Table 3A Hs.239891 NM_005301 

2753 Table 3A Hs.289101 NM_005313 

2754 literature Hs.89578 NM_005316 

2755 literature Hs.1 36857 NMJ)05320 

2756 Table 3A Hs. 14601 NM 005335 



2757 Table 3A 

2758 Table 3A 

2759 Table 3A 

2760 Table 3A 

2761 Table 3A 



Hs.132834 NM_005337 

Hs.193939 NM_005345 

Hs.274402 NMJ505346 

Hs.289088 NMJJ05348 

.Hs.1 765 NMJM5356 



2762 Table 3A Hs.1 765 NMJJ05356 

2763 db mining Hs.75362 NMJI05359 

2764 Table 3A Hs.297939 NMJJ05385 

2765 literature Hs.301862 NMJ)05395 



Table 8 

4827043 thyroid hormone receptor-associated 
protein, 240 kDa subunit (TRAP240), 
mRNA/cds=(77,6601) 
protein phosphatase 4, regulatory 
subunit 1 (PPP4R1), mRNA 
/Cds=(93,2894) 

ubjquitin specific protease 14 (tRNA- 
guanine transglycosylase) (USP14), 
mRNA /cds=(91 , 1 575) 
4827053 ubiquitin specific protease 8 (USP8), 

mRNA/cds=(317,3673) 
6671590 ATP synthase, H+ transporting, 

mitochondria! F0 complex, subunit c 
(subunit 9), isoform 2 (ATP5G2), mRNA 
/cds=(59,484) 

murine leukemia viral (bmi-1) 
oncogene homolog (BMI1), mRNA 
/cds=(479,1459) 

CD80 antigen (CD28 antigen ligand 1, 
B7-1 antigen) (CD80), mRNA 
/Cds=(375,1241) 

cytotoxic T-lymphocyte-associated 
protein 4 (CTLA4), mRNA/cds=(0,671) 

4885174 deleted in colorectal carcinoma (DCC), 

mRNA/cds=(0,4343) 
48851 76 dolichyl-diphosphoDligosaccharide- 
protein glycosyltransferase (DDOST), 
mRNA /cds=(0,1 370) 
excision repair cross-compfementing 
rodent repair deficiency, 
complementation group 4 (ERCC4), 
mRNA/cds=(0,2750) 
Ewing sarcoma breakpoint region 1 
(EWSR1), transcript variant EWS, 
mRNA/cds=(43,2013) 
Gardner-Rasheed feline sarcoma viral 
(v-fgr) oncogene homolog (FGR), 
mRNA/cds=(147,1736) 
GTP-binding protein overexpressed in 
skeletal muscle (GEM), mRNA 
/cds=(213,1103) 
4885266 growth factor independent 1 (GFl1) r 

• mRNA /Cds=(267,1 535) 
4885280 yz35c09.s1 cDNA, 3' end 

/clone=IMAGE:285040 /clone_end=3 1 
4885320 G protein-coupled receptor 35 
(GPR35), mRNA/cds=(0,929) 
4885358 glucose regulated protein, 58kD 
(GRP58), mRNA /cds=(0, 1517) 
4885364 Homo sapiens, general transcription 

factor I1H, polypeptide 1 (62kO subunit), 
clone MGC:8323 IMAGE:2819217, 
mRNA, complete cds /cds=(169,1815) 

4885376 H1 histone family, member 3 (H1 F3), 
mRNA/cds=(0,665) 

4885404 hematopoietic cell-specific Lyn 
substrate 1 (HCLS1), mRNA 
/cds=(42.1502) 
4885410 hematopoietic protein 1 (HEM1), 
mRNA /cds=(1 582,3423) 

5579469 TAR DNA binding protein (TARDBP), 
mRNA/cdS=(88 ) 1332) 

5579470 heat shock 70kD protein 1 B (HSPA1 B), 
mRNA /cds=(1 52,2077) 

13129149 heat shock 90kD protein 1 , alpha 
(HSPCA), mRNA/cds=(60,2258) . 
4885448 lymph ocyte-specific protein tyrosine 
kinase (LCK), mRNA /cds=(51 ,1580) 

4885448 lymphocyte-specific protein tyrosine 
kinase (LCK) r mRNA /cds=(51 , 1 580) 

4885456 MAD (mothers against 

decapentaplegic, Drosophila) homolog 

4 (MADH4), mRNA/cds=(128,1786) 
6631099 cathepsin B (CTSB), mRNA 

/cds=(1 77,1 195) 
4885552 postmeiotic segregation increased 2- 

like 9 (PMS2L9), mRNA /cds=(0,794) 



PCT/US01/47856 



1 TCCATACCATTGTGTGTGGAGGATTT 
ACAGCTAAGCTGTAGTTGCAGAGT 

1 ACACTTTTGATTGTTTTCTAGATGTCT 
ACCAATAAATGCAATTTGTGACC 

1 ACTGTAGAATTTCTGAAGATGGTTATT 
AACACTGTGCTGTTAAGCATCCA 

1 TCAGTCCTTTCTTAGGGAAATGACAG 
GGCAAAGCAATTTTTCTGTTGGCT 

1 AGTACAAGGCCCGAAGGGTAGTGAT 
GGTGCTAAACTCAACATGGATTTGG 



1 CCCCAGTCTGCAAAAGAAGCACAATT 
CTATTGCTTTGTC7TGCTTATAGT 

1 CTTCTTTTGCCATGTTTCCATTCTGCC 
ATCTTGAATTGTCTTGTCAGCCA 

1 GGGTCTATGTGAAAATGCCCCCAACA 
GAGCCAGAATGTGAAAAGCAATTT 

1 CCTTCTTTCACAGGCATCAGGAATTG 
TCAAATGATGATTATGAGTTCCCT 

1 CATCTTCAGCATCGTCTTCTTGCACA 
TGAAGGAGAAGGAGAAGTCCGACT 

1 GGGAATGCTGCAAATGCCAAACAGCT 
TTATGATTTCATTCACACCTCTTT 



TTAAAAATGGTTGTTTAAGACTTTAAC 
AATGGGAACCCCTTGTGAGCATG 

GGGAGAAGTTTGCAGAGCACTTCCC 
ACCTCTCTGAATAGTGTGTATGTGT 

TGGTTGACCCTTGTATGTCACAGCTC 
TGCTCTATTTATTATTATTTTGCA 

TGGGAAGGAAGGCTCTGTCTTCAACT 

CTTTGACCCTCCATGTGTACCATA 

GCATGGCTTAACCTGGTGATAAAAGC 

AGTTATTAAAAGTCTACGTTTTCC 

CTCCCCGTGCTAAGGCCCACAAAAG 

CCAGGACTCTCTGTGCGTGACCCTC 

AATTCAAGAAGAAAAACCCAAGAAGA 

AGAAGAAGGCACAGGAGGATCTCT 

TCCCAGAGCTGATGCTATTGTACTTG 

CACATTGGAGACTGAAAGGAAAGA 



GGGGAAGCCGAAGGTTACAAAGGCA 
AAGAAGGCAGCTCCGAAGAAAAAGT 

TCCCTGAAGAAATATCTGTGAACCTT 
CTTTCTGTTCAGTCCTAAAATTCG 

CCTCTCCGACCTTCATCACTATTCTTA 

GGATAATGCTGGCGGGCAGAGAT 

ACTGCCATCTTACGACTATTTCTTCTT 

TTTAATACACTTAACTCAGGCCA 

AGGGTGTTTCGTTCCCTTTAAATGAA 

TCAACACTGCCACCTTCTGTACGA 

GACCCTACTGCTGATGATACCAGTGC 

TGCTGTAACTGAAGAAATGCCACC 

CATTTCCTGAGACCACCAGAGAGAG 

GGGAGAAGCCTGGGATTGACAGAAG 

CATTTCCTGAGACCACCAGAGAGAG 
GGGAGAAGCCTGGGATTGACAGAAG 

GCTA AGAAGCCTATAAGAGGAATTTC 
TTTTCCTTCATTCATAGGGAAAGG 

ACTGACAGAGTGAACTACAGAAATAG 
CTTTTCTTCCTAAAGGGGATTGTT 
CAGACAATGGATGTGGGGTAGAAGA 
AGAAAACTTTGAAGGCTTAATCTCT 
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Table 8 

4885568 v-ral simian leukemia viral oncogene 

homotog A (ras related) (RALA), mRNA 

/cds=(0,629) 
1 47901 45 small inducible cytokine subfamily B 

(Cys-X-Cys), member 11 (SCYB11), 

mRNA/cds=(93,377) 
4885614 signal transducer and activator of 

transcription 2, 1 13kD (STAT2), mRNA 

/cds=(57,2612) 
4885656 X-ray repair complementing defective 

repair in Chinese hamster cells 2 

(XRCC2), mRNA/cds=(B6,928) 
1 2408644 X-ray repair complementing defective 

repair in Chinese hamster cells 3 

(XRCC3), mRNA /cds=(353,1 393) 
48851 04 chromatin assembly factor 1 , subunit B 

(p60) (CHAF1B), mRNA/Cds=<62,1741) 

1 1 321 608 eornesodermin (Xenopus laevis) 

homolog (EOMES), mRNA 

/cds=(0,2060) 
4885446 Kreisler (mouse) maf-related leucine 

zipper homolog (KRML), mRNA 

/cds=(73,1044) 
14110410 heterogeneous nuclear 

ribonucleoprotein D-like (HNRPDL), 

transcript variant 1 , mRNA 

/cds=(580,1842) 

1 1496991 ADP-ribosyltransferase (NAD+; 
poly(ADP-ribose) polymerase)-Iike 2 
(ADPRTL2), mRNA/cds=(149,1753) 

1 1496992 ADP-ribosyltransferase (NAD+; poly 
(ADP-ribose) polymerase)-like 3 
(ADPRTL3), mRNA /cds=(246,1847) 

5031634 cofilin 1 (non-muscle) (CFL1), mRNA 

/cds=(51,551) 
5031 626 chemokine (C-C motif) receptor 4 

(CCR4), mRNA/cds=(182,1264) 
5031742 major histocompatibility complex, class 

I, B (HLA-B), mRNA /cds=(0,1088) 

5031748 hypothetical protein MGC5629 

(MGC5629). mRNA/cds=(285,539) 
5031752 heterogeneous nuclear 

ribonucleoprotein H1 (H) (HNRPH1), 

mRNA/cds=(72,1421) 
5031 782 interferon gamma receptor 2 (interferon 

gamma transducer 1) (IFNGR2), mRNA 

/cds=(648,1661) 
5031 784 Interleukin 1 2 receptor, beta 1 

(IL12RB1). mRNA/cds=(64,2052) 

5031798 Inositol polyphosphate-5-phosphatase, 

145kD (INPP5D), mRNA 

/Cds=(140 f 3706) 
5031 800 insulin induced gene 1 {INSIG1 ), 

mRNA/cds=(414,1247) 
5031810 IL2-inducibleT-cell kinase (ITK), 

mRNA /cds=(2021 .3883) 
5031 842 keratin 7 (KRT7), mRNA 

/cds=(56,1465) 
13518023 stathmin 1/oncoprotein 18 (STMN1), 

mRNA /cds=(91, 540) 
7382491 lymphocyte cytosolic protein 2 (SH2 

domain-containing leukocyte protein of 

76kD) (LCP2), mRNA /cds=(207,1808) 

5031856 HOA7-1-F8 cDNA 

5031 898 Smad6 mRNA, complete cds 

/cds=(936,2426) 
5031 920 merotic recombination (S. cerevisiae) 

11 homolog A (MRE1 1A), mRNA 

/cds=(1 70,2296) 
5031 930 transporter 1 , ATP-binding cassette, 

sub-family B (MDR/TAP) (TAP1), 

mRNA/cdS={30,2456) 
5031990 Homo sapiens, protease, cysteine, 1 

(legumain), clone MGC:15832 

IMAGE:3507728, mRNA, complete cds 

/cds=(1 124,2425) 



AAAAGAAGAGGAAAAGTTTAGCCAAG 
AGAATCAGAGAAAGATGCTGCATT 

AGTGCACATATTTCATAACCAAATTAG 
CAGCACCGGTCTTAATTTGATGT 

TAGACCTCTTTTTCTTACCAGTCTCCT 
CCCCTACTCTGCCCCCTAAGCTG 

AGCACAGTAAAAGTAAAGACTATTCT 
GTTTCTAGGCTGTTGAATCAAAGT 

CATGGGCACAGTGGTGACCCCCTTG 
ATTCCCACCGTACAACCCCCTCCAC 

C GTTATC C AGTGTG AAAATCAGTG AG 
TCCTCCCTGGCATCCTCGTGAAAG 

GCTGAAGAGTATAGTAAAGACACCTC 
AAAAGGCATGGGAGGGTATTATGC 

TTCAGACTGGTTTCTG I I I I I I GGTTA 
TTAAAATGGTTTCCTATTTTGCT 

TTTATGATTAGGTGACGAGTTGACAT 
TGAGATTGTCCTTTTCCCCTGATC 



CCCCAACCAGGTCCGTATGCGGTAC 
CTTTTAAAGGTTCAGTTTAATTTCC 

TCCTGCAAGGCTGGACTGTGATCTTC 
AATCATCCTGCCCATCTCTGGTAC 

GGTCACGGCTACTCATGGAAGCAGG 

ACCAGTAAGGGACCTTCGATTAAAA 

CCTTCTAACCTGAACTGATGGGTTTC 

TCCAGAGGGAATTGCAGAGTACTG 

ATGTGTAGGAGGAAGAGTTCAGGTG 

GAAAAGGAGGGAGCTACTCTCAGGC 

AACGATTGTCTGCCCATGTCCTGCCT 
GAAATACCATGATTGTTTATGGAA 
TTCCTTTTAGGTATATTGCGCTAAGT 
GAAACTTGTCAAATAAATCCTCCT 

GTCTTGACTTTGGCAAATGAGCCGGA 
GCCCCTTGGGCAGGTCACACAACC 

GATACAGAGTTGTCCTTGGAGGATGG 
AGACAGGTGCAAGGCCAAGATGTG 

TCCCATGATGGAAGTCTGCGTAACCA 
ATAAATTGTGCCTTTCTCACTCAA 

TCTACATGTCTTGGGGGCGGGCTCA 

AATTCTTCGAAAGTGGTTGGATTAA 

ACCTGTTATCCTTTGTAGAGCACACA 

GAGTTAAAAGTTGAATATAGCAAT 

TGAGCTTCTCCAGCAGTGCGGGTCC 

TGGGCTCCTGAAGGCTTATTCCATC 

G C ATGTC CTC ATC CTTTCCTG CCATA 

AAAGCTATG ACAC GAG AATC AGAA 

ACC CCTC CCC ATGAACACAAGG GTTT 

TATCCTTTCCTTTAAAAACAGTGT 



TGCAACCAACTATCCAAGTGTTATAC 

CAACTAAAACCCCCAATAAACCTT 

ATGCCCAGACAAAAAGCTAATACCAG 

TCACTCGATAATAAAGTATTCGCA 

TGGCACTGAGAAACATGCAAGATACA 

GGAAAAATGAAAATGTTACAAGCT 

TCTCAAAGGAGTAACTGCAGCTTGGT 
TTGAAATTTGTACTGTTTCTATCA 

GTCAACCTTTGTGAGAAGCCGTATCC 
ACTTCACAGGATAAAATTGTCCAT 
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Hs.99491 


NMJ)05825 



5032056 S1 00 calcium-binding protein A1 1 

(calgizzarin) (S100A11), mRNA 

/cds=(1 20,437) 
5032082 syndecan binding protein (syntenin) 

(SDCBP), mRNA /cds=(1 48,1 044) 
5032088 splicing factor, arginlne/serine-rich 4 

(SFRS4), mRNA/cds=(47,1531) 
5032090 serum/glucocorticoid regulated kinase 

(SGK), mRNA /cds=(42,1 337) 
1 4717406 TATA box binding protein (TBP)- 

associated factor, RNA polymerase II, 

F, 55kD (TAF2F), mRNA 

/cds=<740,1789) 
5032168 telomeric repeat binding factor 2 

(TERF2). mRNA /cds=(1 24, 1 626) 
50321 76 TGFB inducible early growth response 

(TIEG), mRNA /cds=(1 23, 1565) 

5032188 tumor protein p53-binding protein, 1 

(TP53BP1), mRNA /cds=(1 73,6091) 
5032192 TNF receptor-associated factor 1 

(TRAF1), mRNA/cds=(75,1325) 
5032220 voltage-dependent anion channel 3 

(VDAC3), mRNA/cds=(99,950) 
5031 824 zinc finger protein homologous to 

Zfp103 in mouse (ZFP103), mRNA 

/cds=(922,2979) 
1 3027652 PAK-interacting exchange factor beta 

(P85SPR). mRNA /cds=(473,2413) 
5031956 polyglutamine binding protein 1 

(PQBP1), mRNA /cds=(257,1 054) 
6031 592 actin related protein 2/3 complex, 

subunit5 (16 kD) (ARPC5), mRNA 

/cds=(24,479) 
5031596 actin related protein 2/3 complex, 

subunit 3 (21 kD) (ARPC3), mRNA 

/cds=(25,561) 
7262289 HS278330 cDNA /clone=2.49-(CEPH) 

5031 570 ARP2 (actin-related protein 2, yeast) 

homolog (ACTR2), mRNA 

/cds=(74,1258) 
5031986 peptidylprolyl isomerase F (cydophiiin 

F) (PPIF), mRNA/cds=(83,706) 

5031 598 actin related protein 2/3 complex, 

subunit 2 (34 kD) (ARPC2), mRNA 

/cds=(84,986) 
5032016 Rad50 (Rad50) mRNA, complete cds 

/cds=(388,4326) 
6382080 RAS guanyl releasing protein 1 

(calcium and DAG-regulated) 

(RASGRP1), mRNA /cds=( 103,2496) 
503 1 972 protein disulfide isomerase-related 

protein (P5), mRNA/cds=(94,1416) 
10047078 accessory proteins BAP31/BAP29 

(DXS1357E), mRNA/cds^(136,B76) 
1 0047078 accessory proteins BAP31/BAP29 

(DXS1357E), mRNA /cds={136, 876) 
5031976 pre-B-cell colony-enhancing factor 

(PBEF), mRNA /cds={27,1 502) 
5032034 retinol dehydrogenase homolog 

(RDHL), mRNA/cds=(7,978) 
5032032 RNA binding motif protein 6 (RBM6), - 

mRNA /cds=(1 33,3504) 
5032030 RNA binding motif protein 5 (RBM5), 

mRNA /cds=(1 48,2595) 
5031 91 8 M-phase phosphoprotein 6 

(MPHOSPH6), mRNA/cds=(32,514) 
50321 90 tumor protein p53-binding protein 

(TP53BPL), mRNA/cds=(540,2987) 
6563384 protein kinase C, nu (PRKCN), mRNA 

/Cds=(555,3227) 
50321 40 T cell activation, increased late 

expression (TACTILE), mRNA 

/cds=(928,2637) 
50321 30 syntaxin 6 (STX6), mRNA /cds=(0,767) 

503 1 622 RAS guanyl releasing protein 2 
(calcium and DAG-regulated) 
(RASGRP2), mRNA /cds=(253,2082) 



1 ATCTCCACAGCCCACCCATCCCCTGA 
GCACACTAACCACCTCATGCAGGC 

1 TTTCCTGACTCCTCCTTGCAAACAAA 

ATGATAGTTGACACTTTATCCTGA 
1 CCTGCAGTAACCCATAGGAAATAAAC 

TGTAGAGTTCCATATTCTGCGGCC 
1 TAGAAAGGGI I I I I ATGGACCAATGC 

CCCAGTTGTCAGTCAGAGCCGTTG 
1 TGTGATGAGGTGAGATCAATAAGAAG 

AACCTAGTCTAGAGACAATGATGC 



1 GTGCTTGCTGTCTCTCCCGGACACCC 
TTAAAGACTGTC I I I I IAGCAAAA 

1 AACATTGTTTTTGTATATTGGGTGTAG 
ATTTCTGACATCAAAACTTG GAG 

1 TGTGTAACTGGATTCCTTGCATGGAT 

CTTGTATATAGTTTTATTTGCTGA 
1 CAGGACCTCCAAGCCACTGAGCAAT 

GTATAACCCCAAAGGGAATTCAAAA 
1 GATCTGACCCACCAGTTTGTACATCA 

CGTCCTGCATGTCCCACACCATTT 
1 ACAATCTCTGTCCAGCACCTCTTGGT 

TAAATAATGTATGCTGTGAGACAT 

1 TGCGTCTTGTGAAATTGTGTAGAGTG 
TTTGTGAGCTTTTTGTTCCCTCAT 

1 CTTCGGCCTCCCTGGCCCTGGGTTA 
AAATAAAAGCTTTCTGGTGATCCTG 

1 TGAGCTTG TGCT TAGTATTTACATTG 
GATGCCAG7TTTGTAATCACTGAC 

1 ATTTGAAATTTTCTGCAGCATTAAAGC 
TGGCGCTTAATAAGAATAAGTAA 

1 TCGCATTCTGTTTCTTGCTTTAAAAGA 
AGAGTAAAGACAAGAGTGTTGGA 

1 CCTGCCAGTGTCAGAAAATCCTATTT 
ATGAATCCTGTCGGTATTCCTTGG 

1 CTGTCAGCCAAGGTGCCTGAAACGAT 
ACGTGTGCCCACTCCACTGTCACA 

1 GAAGCGGCTGGCAACTGAAGGCTGG 
AACACTTGCTACTGGATAATCGTAG 

1 TCGATCAGTGCTCAGAGATTGTGAAA 
TGCAGTGTTAGCTCCCTGGGATTC 

1 AGGACAAATCTTGTTGTATTAACAGC 
AGGGTCACTTCTCATTTTCTTTGC 

1 AGTCGTATTCTGTCACATAATATTTTG 

AAG AAAACTTG GCTGTC GAAACA 
1 AGGAGGGTGGGTGGAACAGGTGGAC 

TGGAGTTTCTCTTGAGGGCAATAAA 
1 AGGAGGGTGGGTGGAACAGGTGGAC 

TGGAGTTTCTCTTGAGGGCAATAAA 
1 TGCACCTCAAGATTTTAAGGAGATAA 

TG III TTAGAGAGAATTTCTGCTT 
1 GCTTATGGTCCCCAGCATTTACAGTA 

ACTTGTGAATGTTAAGTATCATCT 
1 CTTGTTTTGTTTGTCTCTCCTTTTCTT 

TTGTTACTGTTCTTGCTGCTAGA 
1 TTTTGGAAGATTTTCAGTCTAGTTGC 

CAAATCTGGCTCCTTTACAAAAGA 
1 TCAAGAATAAAAATGCCTCTCCAGCC 

TTAAGTATTTACATGCTCCCAGGT 
1 TCTGGAAATGTGTTATAAGCTAGGAG 

AATCCCTTTGGACAGTCTTTATTT 
1 ATTTCCTATCACCATACTTTTCCATGT 

GAAAACCTGAGCCTATTTCTAGT 
1 TGGCTGTTGCTTTGCTTCATGTGTAT 

GGCTATTTGTATTTAACAAGACTT 

1 ATAGCCATCCTCTTTGCAGTCCTGTT 
GGTTGTGCTCATCCTCTTCCTAGT 

1 AGGGCCAGGGCTGGTGTCCCTAAGG 
TTGTACAGACTCTTGTGAATATTTG 
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2829 Table 3A Hs.15265 NMJJ05826 14141188 



2830 Table 3A Hs.18192 NM 005839 5032118 



2831 Table 3A Hs.29117 NMJJ05859 5032006 
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2848 Table 3A 
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2856 literature 
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Hs.23964 NM_005B70 1 2056471 

Hs.22960 NM__005872 5031652 

Hs.21756 NMJ)05B75 5031710 

Hs.21189 • NM_005880 7549807 

Hs.277721 NM 005899 14110374 



2837 db mining Hs.82483 NMJ)O5901 5174510 



2838 db mining Hs.288261 NMJJ05902 5174512 



2839 db mining Hs.1 00602 NMJJ05904 5174516 



2840 Table 3A Hs.75375 NM 005917 5174538 



2841 Table 3A Hs.32353 NMJJ05922 5803087 



2842 Table 3A Hs.68583 NM_005932 5174566 



Hs.211581 NMJJ05955 5174588 

Hs.78103 NM_005969 5174612 

Hs.48029 NM_005985 5174686 

Hs. 12570 NM_005993 8400735 

Hs.1708 NM_005998 5174726 

Hs.3712 NMJJ06003 5174742 

Hs.73818 NMJ306004 5174744 

Hs.3776 NMJ)06007 5174754 

HS.272897 NMJ>06009 5174732 

Hs.75412 NM_006010 5174392 

Hs.43910 NMJW6016 5174406 

Hs.1 37555 NMJ)06018 5174460 

Hs.46465 NM_006019 5174620 

HS.54418 NM_006020 5174384 

Hs.43628 NM 006021 5174494 



Table 8 

heterogeneous nuclear 
ribonucleoprotein R (HNRPR), mRNA 
/cds=(90,1991) 

Ser/Arg*related nuclear matrix protein 
(plenty of prolines 101-llke) (SRM160), 
mRNA/cds=(5,2467) 

purine-rich element binding protein A 
(PURA), mRNA /cds=(59 t 1 027) 

sin3-assotiated polypeptide, 18kD 
(SAP18), mRNA /cds=(573, 1034) 

breast carcinoma amplified sequence 2 
(BCAS2), mRNA/cds=(48,725) 

translation factor suh homolog (GC20), 
mRNA /cds=(241 ,582) 

DnaJ (Hsp40) homolog, subfamily A, 
member 2 (DNAJA2), mRNA 
/cds=(52,1290) 

membrane component chromosome 
17, surface marker 2 (ovarian 
carcinoma antigen CA125) (M17S2), 
transcript variant 2, mRNA 
Vcds=(459,3359) 
MAD (mothers against 
decapentaplegic, Drosophila) homolog 
2 (MADH2), mRNA /cds=(55,1458) 
cDNA: FLJ23037 fis, clone LNGQ2036. 
highly similar to HSU68019 mad protein 
homolog (hMAD-3) mRNA 
/cds=UNKNOWN 
MAD (mothers against 
decapentaplegic, Drosophila) homolog 
7 (MADH7), mRNA/cds=(295,1575) 
maJate dehydrogenase 1, NAD 
(soluble) (MDH1), mRNA 
/cds=(55 l 1059) 

mitogen-activated protein kinase 
kinase kinase 4 (MAP3K4), transcript 
variant 1, mRNA /cds=(1 42,4965) 
mitochondrial intermediate peptidase 
(Ml PEP), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(74,2215) 

metal-regulatory transcription factor 1 
(MTF1), mRNA /cds=(83,2344) 
nudeosome assembly protein 1-fike 4 
(NAP1L4), mRNA/cds=(149 t 1276) 
snaif 1 (drosophila homolog), zinc 
finger protein (SNAI1), mRNA 
/cds=(61,855) 

tubulin-specific chaperone d.(TBCD), 
mRNA/cds=n09,3687) 
chaperonin containing TCP1, subunit 3 
(gamma) (CCT3), mRNA /cds=(0, 1634) 

ubiquinol-cytochrome c reductase, 
Rieske iron-sulfur polypeptide 1 
(UQCRFS1), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(90,914) 

ubiquinol-cytochrome c reductase 
hinge protein (UQCRH), mRNA 
/cds=(36,311) 

zinc finger protein 216 (ZNF216), 
mRNA/cds=(288,929) 

Tubulin, alpha, brain-specific (TUBA3), 
mRNA/cds=(0,1355) 

arginine-rich, mutated in early stage 
tumors (ARMET), mRNA 
/cds=(1 32,836) 

CD164 antigen, sialomucin (CD164), 
mRNA/cds=(79,648) 

putative chemokine receptor; GTP- 
binding protein (HM74), mRNA 
fcds=(60,1223) 

T-cell, immune regulator 1 (TCIRG1), 
mRNA/cds=(57,2546) 
alkylation repair; alkB homolog (ABH), 
mRNA/cds=(223,1122) 
deleted in lymphocytic leukemia, 2 
(DLEU2), mRNA/cds=(240,494) 
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GCCGTGACAATTTGTTCTTTGATGTG 
ATTGTATTTCCAATTTCTTGTTCA 

TGGTATATACAACTTTCAGAGCCTCT 
TGTATTTGGAAGGCTGGAAGGGCC 

GCTACTGCAGGGTGAGGAAGAAGGG 
GAAGAAGATTGATCAAACAGAATGA 

TGTTTCAAGCCCTTCTGTAAAATATGA 

AGAAAAGTCTCTTAGCATTCTGT 

TTCTAAACACATTCTTGATCACCAAAC 

AACTTCAGAAAGACAGTGACTGT 

ATCTTTGTGAGCAATTATGCTCCCAA 

ATCTAAGCAAGTAATAAAGAAGGG 

TGTAAAGTTTGTACAATTTGTCCTGAA 

GCTTTGTGTTTGGCTGCACCTGC 

ACAGTATAACTCCTGAATGCTACTTA 
AATAAACCAGGATTCAAACTGCAA 



AGAAGCAGATTTTCCTGTAGAAAAAC 
TAATTTTTCTGCCTTTTACCAAAA 

GAGCTTGCTCCAGATTCTGATGCATA 
CGGCTATATTGGTTTATGTAGTCA 



ATGGGTGTTATCACCTAGCTGAATGT 
TTTTCTAAAGGAGTTTATGTTCCA 

ACGTGCTTCTTGGTACAGGTTTGTGA 
ATGACAGTTTATCGTCATGCTGTT 

TGTTGTTGTTGGCAAGCTGCAGGTTT 
GTAATGCAAAAGGCTGATTACTGA 

TCATTGTTCGCTTCTGTAATTCTGAAA 
AACTTTAAACTGGTAGAACTTGG 



CCAGTGCTGTTTGGTGGTCTGCCTTC 

TTTTTAATGGTATTTTCTTCCTCA 

GCCCCACCATTCATCCTGTCTGAAGG 

TCCTGGGTTTGGTGTGACCGCTTG 

CCGACAGGTGGGCCTGGGAGGAAAA 

TGTTTACATTTTTAAAGGCACACTG 

GGGGTGGACGCCTCTGCCTTCACTT 
GAACACAAATGTGCTTCCTATAAAA 
GGCAGCCCCCAGTCCCTTTCTGTCC 
CAGCTCAGTTTTCCAAAAGACACTG 

CTGTTAAGGACTGTTATGCTCAGTCA 
TACACGCGAAAGGTACAATGTCTT 



ATGGGTTTGGCTTGAGGCTGGTAGCT 
TCTATGTAATTCGCAATGATTCCA 

TTCAGTTTTGCTTTCAATTTTATGTAC 

CTTAGTTCTGAGTTAGACCTGCA 

AAGGATTATGAGGAGGTTGGTGTGCA 

TTCTGTTGAAGGAGAGGGTGAGGA 

TCCCTTCCTTCTGTTGCTGGTGTACT 

CTAGGACTTCAAAGTGTGTCTGGG 

AGTTC ATTAAAAACTG C AAAACC AAT 
CTGTATCATGTACCAAACTGACTT 
TGCACGTTCCTCCTGGTTCCTTCGCT 
TGTGTTTCTGTACTTACCAAAAAT 

TGCCAGACCTCCTTCCTGACCTCTGA 

GGCAGGAGAGGAATAAAGACGGTC 

AGTCCCAAGGGTGTTTTGTTACTGTT 

TTCTCCATGAATAAACTCACTTGA 

ATTAATGTCATTTCTGGAAGTGTGAA 

AATGTTAATGTTC AAC AAG CAACA 
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2882 Table 3A 

2883 Table 3A 
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2885 literature 
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Hs.82043 NMJJ06023 5174422 

Hs.997 NMJI05025 5174622 

Hs.1 09804 NM_006026 5174448 

Hs.24594 NMJ106048 5174482 

"HS.274243 NMJ)06054 5174554 

Hs.54452 NMJI06060 5174500 

Hs.318501 NM_006074 5174698 

Hs.8024 NM_006083 1 1 038650 

Hs.1706 NM_006084 5174474 

Hs.5662 NM 006098 5174446 



Hs.284142 NM_006134 

Hs.1987 NMJ306139 
Hs.82646 . NM_006145 

Hs.334851 NM_006148 

Hs.40202 NM_006152 

Hs.75512 NM_006156 

Hs.79389 NMJW6159 

Hs.96149 NMJD06162 

Hs.75643 NM__Q06163 
Hs. 155396 NM 006164 



8659558 
5453610 
5453689 
5453709 
5453723 



Table 8 

D123 gene product (D123), mRNA 
/Cds={280,1290) 

protease, serine, 22 (P11), mRNA 
fcds=(1 54,1 263) 

H1 histone family, member X (H1 FX), 
mRNA /cds=(101 ,742) 

ublquitination factor E4B (homologous 
to yeast UFD2) (UBE4B), mRNA 
/cds=(85,3993) 

receptor tyrosine kinase-like orphan 
receptor 1 (ROR1), mRNA 
/cds=(375,3188) 

zinc finger protein, subfamily 1 A, 1 
(tkaros) (ZNFN1A1), mRNA 
/cds=(168,1727) 

stimulated trans-acting factor (50 kDa) 
(STAF50), 

IK cytokine, down-regulator of H LA II 
(IK), mRNA /cds=(1 11,1764) 
interferon-stimulated transcription 
factor 3, gamma (48kD) (ISGF3G), 
mRNA/cds=(34,1215) 
guanine nucleotide binding protein (G 
protein), beta polypeptide 2-!ike 1 
(GNB2L1), mRNA /cds=(95,1048) 
chromosome 21 open reading frame 4 
(C21orf4), mRNA /cds=(1 58,634) 
CD28 antigen (Tp44) (CD28), mRNA 
/cds=(222,884) 

heat shock 40kD protein 1 (HSPF1), 
mRNA/cds=(40,1052) 
LIM and SH3 protein 1 (LASP1), 
mRNA/cds=(75,860) 
Vmphoid-restricted membrane protein 
(LRMP), mRNA /cds=(574,2241) 



5453759 neural precursor cell expressed, 
deveiopmentally down-regulated 8 
(NEDD8), mRNA /cds=(99,344) 

5453765 net (chicken)-like 2 (N ELL2), mRNA 
/cds={96,2546) 

5453771 transcription factor (NF-ATc/B) mRNA, 
compiete cds /cds=(369,2846) 

5453773 nuclear factor (erythroid-derived 2), 

45kD (NFE2), mRNA /cds=(273,1394) 

5453775 nuclear factor (erythroid-derived 2)-like 
2 (NFE2L2), mRNA /cds-(39,1 808) 



Hs.95262 NM.006165 5453777 

Hs.15243 NM_006170 5453791 

Hs.82120 NM_005186 5453821 

Hs.41694 NMJ>06190 5453829 

Hs.2853 NMJ)06196 14141164 

Hs.79709 NMJJ06224 5453907 

Hs.89040 NM_006228 11079650 

Hs.166846 NM_006231 5453925 

Hs. 155079 NM.006243 5453949 

Hs.9247 NM_006251 5453963 

Hs.315366 NM_006255 5453971 

Hs.75348 NM_006263 5453989 

Hs.81848 NM 006265 5453993 



nuclear factor related to kappa B 
binding protein (NFRKB), mRNA 
/Cds={2220,5216) 

nucleolar protein 1 (120kD) (NOL1), 

mRNA/cds=(0,2567) 

nuclear receptor subfamily 4, group A, 

member 2 (NR4A2), mRNA 

/cds=(317,2113) 

origin recognition complex, subunit 2 
(yeast homotog)-like (ORC2L), mRNA 
/cds=(186,1919) 

poly(rC)-binding protein 1 (PCBP1), 
mRNA/cdS=(177,1247) 

phosphotidylinositol transfer protein 
(PITPN), mRNA/cds=(216,1028) 

prepronociceptin (PNOC), mRNA 
/cds=(21 1,741) 

polymerase (DNA directed), epsilon 
(POLE), mRNA /cds=(44,6904) 

protein phosphatase 2, regulatory 
subunit B (B56), alpha isoform 
(PPP2R5A), mRNA /cds=(571 ,2031) 

protein kinase, AMP-activated, alpha 1 
catalytic subunit (PRKAA1), mRNA 
/Cds=(23,1675) 

protein kinase C, eta (PRKCH), mRNA 
/cds=(1 66,2214) 

proteasome (prosome, macropaln) 
activator subunit 1 (PA28 alpha) 
(PSME1), mRNA/cds={92 f 841) 
RAD21 (S. pombe) homotog (RAD21), 
mRNA /cds=(i 84,2079) 
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GCGGGTGGGCCGAGCAGTGTGGACA 

TCAGCCACTTTTTATATTCATGTAC 

CCACTGAGAACTAAATGCTGTACCAC 

AGAGCCGGGTGTGAACTATGGTTT 

AAACAATCGCTCCGGGCTCAGGGCT 

GCGCGGCTCTTCCCTTCATTCCATG 

TGTCCTCTGTTCAATTCCTAACGCAA 

ACTACAATAAATGGTGAGACACGT 

AGCACCTAAGGAGCTTGAATCTTGGT 
TCCTGTAAAATTTCAAATTGATGT 

ACCAACACTGTCCCAAGGTGAAATGA 
AGCAACAGAGAGGAAATTGTACAT 

TGTCAGCCATTTCAATGTCTTGGGAA 

ACAAI I I I I IG 1 1 I I I GTTCTGTT 

AGAGCTTGATCGCCAGTGGAAGAAG 

ATTAGTGCAATCATTGAGAAGAGGA 

TTTCCCTCTTCCCTGACCTCCCAACT 

CTAAAGCCAAGCACTTTATATTTT 

GGCAGGTGACCATTGGCACACGCTA 
GAAGTTTATGGCAGAGCTTTACAAA 



CTGTTTGTAGATAGG I I I I I IATCTCT 

CAGTACACATTGCCAAATGGAGT 

GCTCACCTATTTGGGTTAAGCATGCC 

AATTTAAAGAGACCAAGTGTATGT 

TAGACTCATTGTAAGTTGCCACTGCC 

AACATGAGACCAAAGTGTGTGACT 

CAAACCTTTCTGGCCTGTTATGATTC 

TGAACATTTGACTTGAACCACAAG 

GGGAAAGTATAGCATGAAACCAGAG 

GTTCTCAGAATGACCGTAAGATAGC 

AGTCCTGTGTGCTTCCCTCTCTTATG 
ACTGTGTCCCTGGTTGTCAATAAA 

ATCTTCAGAATCAGTTAGGTTCCTCA 
CTGCAAGAAATAAAATGTCAGGCA 
CTTCTGGCACCCCTGGGGTTCAATAC 
TGGAAGTGCCTTATTTAACCAGAC 

GGTCTTTAGCCTCCACCTTGTCTAAG 
CTTTGGTCTATAAAGTGCGCTACA 
TGATGATATGACATCTGGCTAAAAAG 
AAATTATTGCAAAACTAACCACGA 

TCCAAAGCAGTCTCCACTGTTGTTGT 
GACTACAGCTCCGTCTCCTAAACA 

ATTGTCACCAGGTTGGAACTCTTGCC 
TCTGTGAGGATGCCTTCTCTACTG 
TTTTCTTTGTATATTTCTAGTATGGCA 
CATGATATGAGTCACTGCCTTTT 

TGACCTTCATGATACCAGTGAGAAGC 
CAGGCTAG AG AAATAAAATC CTG A 

ACGGATTGGTTAAAAAATGCTTCATA 

TTTGAAAAAGCTGGGAATTGCTGT 

GTCTCTCTCCATTGTGTTCCGATCCA 

TTTCTGTGTGTTCCCCCAACCTTT 

GCCACTGCCATAACTTGTTTGTAAAA 

GAGCTGTTCTTTTTGACTGATTGT 

GAACATTGCCCAGCACTACGGCATGT 

CGTACCTCCTGGAGACCCTGGAGT 

ATCTTCATTGGGGGATTGAGCAGCAT 

TTAATAAAGTCTATGTTTGTATTT 

TTATAACCGAGGGCTGGCGTTTTGGA 
ATCGAATTTCGACAGGGATTGGAA 

TTCCCAGCATCAGCCTTAGAACAAGA 
ACCTTACCTTCAAGGAGCAAGTGA 
CCAGATTTTCCCCAAACTTGCTTCTG 
TTGAGATTTTTCCCTCACCTTGCC 

AACCAAGGAGTTTTCCCCGTTTGTAA 
AAAGACATTGTAGATAATTGAATG 
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2891 Table 3A Hs.199179 NAA006257 

2892 Table 3A Hs.173159 NMJ)06283 

2893 Table 3A Hs.89657 NM_006284 



2894 Table 3A 

2895 Table 3A 

2896 Table 3A 

2897 Table 3A 

2898 Table 3A 

2899 Table 3A 

2900 Table 3A 

2901 literature 

2902 Table 3A 

2903 Table 3A 

2904 Table 3A 

2905 db mining 

2906 literature 

2907 Table 3A 

2908 Table 3A 

2909 Table 3A 



29W Table 3A 

2911 Table 3A 

2912 Table 3A 

2913 Table 3 A 

2914 Table 3A 

2915 Table 3A 

2916 Table 3A 

2917 Table 3A 

2918 Table 3A 

2919 Table 3A 



Hs. 11 6481 NMJJ01782 
Hs. 18420 NMJD06289 
Hs.211600 NMJJ06290 



Table 8 

6382078 RAN binding protein 2 (RANBP2), 

mRNA/cds=(127,9801) 
5454099 transforming, acidic coiled-coil 

containing protein 1 (TACC1), mRNA 

/cds=(320,2737) 
5454105 TATA box binding protein (TBP)- 

associated factor, RNA polymerase If, 

H, 30kD (TAF2H), mRNA /cds=(1 7,673) 

45026B2 CD72 antigen (CD72), mRNA 

/cds=(108,1187) 
5454129 talin 1 (TLN1), mRNA /cds=(1 26,7751) 



5454131 



Hs.101382 NMJKJ6291 5454133 

Hs.1 18910 NMJD06292 5454139 

Hs.131255 NM_006294 5454151 

Hs.279841 NMJN8062 8922359 

Hs.98493 NM_006297 5454171 

Hs.293007 NMJJ06310 5453987 

Hs.287994 NMJ)06312 5454073 

HS. 10842 NM_006325 6042206 

Hs.12540 NM.006330 5453721 

Hs.19400 NM_0D6341 6006019 

Hs.104019 NMJ306342 5454101 

Hs.43913 NM_006346 5453889 

Hs.1 581 96 NM 006354 5454103 



Hs.307099 NMJ)06356 5453558 

Hs.69469 NM_006360 5453653 

Hs.173497 NM_006363 14591927 

Hs.104125 NMJ306367 10938021 

Hs.79089 NM 006378 5454049 



tumor necrosis factor, alpha-induced 
protein 3 (TNFA1P3), mRNA 
/cds=(66,2438) 

tumor necrosis factor, alpha-induced 
protein 2 (TNFAIP2), mRNA 
/cds=(131,2095) 
tumor susceptibility gene 101 
(TSG101), mRNA/cds=:(90,1262) 
ubiquinol-cytochrome c reductase 
binding protein (UQCRB), mRNA 
/cds=(32,367) 

hypothetical protein FU10335 
(FU10335), mRNA /cds=(33, 1160) 

X-ray repair complementing defective 
repair In Chinese hamster cells 1 
(XRCC1), mRNA /cds=(1 05,2006) 

aminopeptidase puromycin sensitive 
(NPEPPS), mRNA /cds=(404 ,3031) 

nuclear receptor co-repressor 2 
(NCOR2), mRNA /Cds=(1 ,7554) 

RAN, member RAS oncogene family 
(RAN), mRNA /cds=(1 14,764) 

iysophospholipase I (LYPLA1), mRNA 
/cds=(35,727) 

MAD2 (mitotic arrest deficient, yeast, 
homo!og)-Hke 2 (MAD2L2), mRNA 
/cds=(1 11,746) 

transforming, acidic coiled-coil 
containing protein 3 (TACC3), mRNA 
/cds=(1 08,2624) 

PIBF1 gene product (P1BF1). mRNA 
/cds=(0,2276) 

Homo sapiens, Similar to 
transcriptional adaptor 3 (ADA3, yeast 
homolog)-like (PCAF histone acetylase 
complex), clone MGC:3508 
IMAGE:3009860, mRNA, complete cds 
/Cds=(557,1666) 

done 023e08 My032 protein mRNA, 
complete cds /cds=(46,459) 

dendritic cell protein (GA17), mRNA 
/cds=(51,1175) 

Sec23 (S. cerevisiae) homolog B 
(SEC23B), transcript variant 3, mRNA 
/cds=(1 12,241 5) 

adenylyl cyclase-associated protein 
(CAP), mRNA /cds=(62,1 489) 

sema domain, immunoglobulin domain 
(ig), transmembrane domain (TM) and 
short cytoplasmic domain, (semaphorin) 
4D (SEMA4D), mRNA/cds=(87,2675) 



Hs.279939 NMJJ06389 1 3699861 



mitochondrial carrier homolog 1 
(MTCH1), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(0,1118) 
5453793 nucleolar protein (KKE/D repeat) 
(NOP56), mRNA /cds=(21, 1829) 
1 3259506 dynactin 2 (p50) (DCTN2), mRNA 
/cds=(136,1356) 
5453679 enhancer of filamentati on 1 (cas-like 
docking; Crk-associated substrate 
related) (HEF1), mRNA 
/cds=(163,2667) 

Hs.92384 NM 006407 7669496 vitamin A responsive; cyto skeleton 

related (JWA), mRNA ycds={89,655) 



Hs.296585 NMJJ06392 
Hs.84153 NM_006400 
Hs.80261 NM_006403 



PCT/US01/47856 



ACCATGTTCTTTCGTTAAAGATTTGCT 
TTATACAAGATTGTTGCAGTACC 
CACATCTGCTTCCACTGTGTTCCCAC 
GGGTGCCATGAAGTGTGTGAGGAG 

CGCACTACTTCACCTGAG CCACCCAA 
CCTAAATGTACTTATCTGTCCCCA 



GGGCGGCCCGGAGCCAGCCAGGCA 

GTTTTATTGAAATCTTTTTAAATAAT 

CTCTCCAAGAGTATTATTAACGCTGC 

TGTACCTCGATCTGAATCTGCCGG 

TCCCTAATAGAAAGCCACCTATTCTTT 

GTTGGATTTCTTCAAG I I I I I CT 

AGTACTGCTTTTGTATGTATGTTGAAC 
AGGATCCAGG Nil lATAGCTTG 



CACTTTCTATCCTCTGTAAACTTTTTG 
TGCTGAATGTTGGGACTGCTAAA 
GAAGAATGGGCAAAGAAGTAATCATG 
TAGTTGAAGTCTGTGGATGCAGCT 

CAAAGGTTCTTGAGACTCTTGATATTT 
CTGTCTTCTCCTTGTGCTTTCCT 
CCGATGGATCTACAGTTGCAATGAGA 
AGCAGAAGTTACTTCCTCACCAGC 

TTCCTGCATAACTCAATCTGAACCAA 

GGATTGTAGTTTAGTTTTCCTCCT 

GCAGGGTGGTGGTATTCTGTCATTTA 

CACACGTCGTTCTAATTAAAAAGC 

GCACTTTTTGTTTGAATGTTAGATGCT 

TAGTGTGAAGTTGATACGCAAGC 

GCAAGAAATATTCCATTGAAATATTGT 

GCTGTAACATGGGAAAGTGTAAA 

GCCAACACTGTCTGTCTCAAATACTG 

TGCTGTGAGTTGTTTCAATAAAGG 

GACCTCATCTCCAAGATGGAGAAGAT 
CTGACCTCCACGGAGCCGCTGTCC 

CTTTACTAAAAAAGAAGCACCTGAGT 
GGTCTAAGAAACAAAAGATGAAGA 
GCCTGGAAGACTCTGAAGGAGCGTG 
AGAGCATCCTGAAGCTGCTGGATGG 



CAGGAGGAAGCTCTGGCCCTTGTATT 

ACACATTCTGGACATTAAAAATAA 

GCCTTTTGAGTCTTTCCGATACCTGA 

GTTTTTATG CTTATAATTTTTGTT 

TTAAGCTGAGGATACAACCAGGAAAT 

GCAACGGTGTCAGATTGTGTTCAA 

TCTACCCATTTCCTGAGGCCTGTGGA 
AATAAACCTTTATGTACTTAAAGT 
AGCAATAAACTCTGGATGTTTGTGCG 
CGTGTGTGGACAGTCTTATCTTCC 



AGCTGTTGATGCTGGTTGGACAGGTT 
TGAGTCAAATTGTACTTTGCTCCA 



AGGTGACATTTCCCACCCTGTGCCCG 

TGTTCCCAATAAAAACAAATTCAC 

CTGTGGCTGACTGTAATACTGTACAA 

CTGTTTCTGACCATTAAATGCTGT 

ACATATGCAGACCTGACACTCAAGAG 

TGGCTAGCTACACAGAGTCCATCT 



TGACTTCACAGACATGGTCTAGAATC 
TGTACCCTTACCCACATATGAAGA 
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2920 Table 3A Hs.139120 NM_006413 



Table 8 

5454023 Homo sapiens, ribonuclease P (30kD), 
clone MGC:12256 IMAGE:3B276B1, 
mRNA, complete cds /cds=(294,1100) 



2921 Table 3A Hs.82921 NMJ)0B416 5453620 

2922 Table 3A Hs.B2316 NMJJ06417 5453743 

2923 db mining Hs.1O0431 NM__006419 5453576 

2924 Table 3A Hs.94631 NM_006421 6715588 

2925 Table 3A Hs.108809 NM_006429 5453606 

2926 Table 3A Hs.1 19529 NMJ)0B432 5453677 

2927 Table 3A Hs.174195 NMJJ05435 10835237 

2928 TabJe3A ' Hs.77225 NM w 006437 17496990 

2929 Table 3A Hs.1 18131 NMJJ06441 5453745 

2930 Table 3A Hs.340268 NM_006461 5453631 

2931 Table 3A Hs.233936 NM_006471 5453739 

2932 Table 3A Hs.179526 NM_006472 5454161 

2933 Table 3A Hs.5509 NMJ306495 5729817 

2934 literature Hs.155573 NM_006502 5729981 

2935 db mining Hs.858 NMJHJ6509 5730006 

2936 - Table 3A Hs.4888 NMJ)06513 5730028 

2937 Table 3 A Hs.1 55040 NM_006526 5730123 

2938 Table 3A Hs.251636 NMJ)06537 5730109 

2939 Table 3A Hs.86088 NMJD06546 5729881 

2940 Table 3A Hs.1 19537 NM_006559 5730026 

2941 Table 3A Hs.59106 NMJJ06568 5729764 

2942 db mining Hs.270737 NMJ306573 5730096 

2943 Table 3A Hs.4069 NM 006582 13435376 



2944 Table 3A 

2945 literature 

2946 Table 3A 

2947 Table 3A 



Hs.12820 NM_006590 5730024 



solute carrier family 35 (CMP-sialic 
acid transporter), member 1 
(SLC35A1), mRNA /cds=(27,1 040) 
interferon-induced, hepatitis O 
associated microtubular aggregate 
protein (44kD) (MTAP44), mRNA 
/cds=(0,1334) 

small inducible cytokine B subfamily 
(Cys-X-Cys motif), member 13 (B-ce!l 
chemoattractant) (SCYB13), mRNA 
/cds=(90,419) 

brefeldin A-inhibited guanine nucleotide- 
exchange protein 1 (BIG1), mRNA 
/Cds=(141,5690) 

chaperonin containing TCP1, subunit 7 
(eta) (CCT7), mRNA /cds-(68,1699) 

epididymal secretory protein (19.5kD) 
(HE1), mRNA /cds=(1 0,465) 

Interferon induced transmembrane 
protein 2 (1-8D) (IFITM2), mRNA 
/cds=(279,677) 

ADP-ribosyltransferase (NAD+; poly 
(ADP-ribose) polymerase)-like 1 
(ADPRTL1), mRNA /cds=(1 06,5280) 

5, 10-methenyltetrahydrofolate 
synthetase (5-formyItetrahydrofolate 
cyclo-ligase) (MTHFS), mRNA 
/cds=(13,624) 

qy37e05.x1 cDNA, 3' end 
/clone=IMAGE:2014208 /clone_end=3' 

myosin, fight polypeptide, regulatory, 
non-sarcomeric<20kD) (MLCB), mRNA 
/cds=(114 T 629) 

upregulated by 1 ,25-dihydroxyvitamin D- 
3 (VDUP1), mRNA /Cds={221 ,1396) 
ecotropic viral integration site 2B 
(EVI2B), mRNA/cds=(0,1346) 
polymerase (DNA directed), eta 
(POLH), mRNA/cds=(237,2378) 
v-rel avian reticufoendothelrosis viral 
oncogene homolog B (nuclear factor of 
kappa light polypeptide gene enhancer 
in B-cells3) (RELB), mRNA 
/cds=(144,1883) 

seryl-tRNA synthetase (SARS), mRNA 
/cds=(75,1619) 

zinc finger protein 217 (ZNF217), 
mRNA/cds=(271,3417) 
ubrquitin specific protease 3 (USP3), 
mRNA /cds=(93,1 658) 
IGF-II mRNA-binding protein 1 (IMP-1), 
mRNA /cds-{9,1742) 
GAP-associated tyrosine 
phosphoprotein p62 (Sam68) (SAM68), 
mRNA/cds=(106,1437) 
cell growth regulatory with ring finger 
domain (CGR19), mRNA 
/cds=(27,1025) 
tumor necrosis factor (ligand) 
superfamily, member 13b (TNFSF13B), 
mRNA/cds={0,857) 
glucocorticoid modulatory element 
binding protein 1 (GMEB1), transcript 
variant 1, mRNA /cds={1 38,1 859) 
SnRNP assembly defective 1 homolog 
(SAD1), mRNA /cds=(492,1 466) 



Hs.241517 NM_006596 
Hs.180414 NMJJ06597 
Hs.1 54672 NMJJ06636 



5729983 DNA polymerase theta (POLQ) mRNA, 
complete cds /cds=(0,8174) 

5729876 heat shock 70kD protein 8 (HSPA8), 

mRNA/CdS=(83,2023) 
13699869 methylene tetrahydrofolate 

dehydrogenase (NAD+ dependent), 
methenyltetrahydrofolate cyclohydrolase 
(MTHFD2), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(76,1110) 



PC1YUS01/47856 



CCCAGTCTCTGTCAGCACTCCCTTCT 
TCCCTTTTATAGTTCATCAGCCAC 



TGACTGAGTACCCCTTTAGTGAGTAC 
CCCTTTAGTGCTATATTTGTGCCA 

TGCCTTTTGAGCAAATAGGGAATCTA 
AGGGAGGAAATTATCAACTGTGCA 



GCGGGGCCGGGGGGACTCTGGTATC 
TAATTCTTTAATGATTCCTATAAAT 



ACAACTTTCTGTACAATATTGATTCCC 
ATCTGGCATATTCTAATCAGGTT 

TTTTACAAGGAAGGGGTAGTAATTGG 

CCCACTCTCTTCTTACTGGAGGCT 

AACAACATTAACTTGTGGCCTCTTTCT 

ACACCTGGAAATTTACTCTTGAA 

ACAGCCGAGTCCTGCATCAGCCCTTT 

ATCCTCACACGCTTTTCTACAATG 

GTCAAGGCTAAGTCAAATGAAACTGA 
ATTTTAAACTTTTTGCATGCTTCT 

AAACGACATGAAGGTAGATGAAGTCC 
TTTACGAAGACTCGTCAACAGCTT 



CCCAATACCAAGACCAACTGGCATAG 
AGCCAACTGAGATAAATGCTATTT 



GGGTCTATACAGAGTCAATATA I I I I I 
TCAGAGAAAGTTAGTTCGGCTCG 

CCAGAAAGTGTGGGCTGAAGATGGT 
TG GTTTCATGTGG GGGTATTATGTA 
TCC AACCTTG AG ATCCAGTGTC AG G A 
GTTCTCTATTCCTCCCAACTCTGA 
TGGCACAGAAAAGGGACCAAGTTTAA 
AAAAGGGTTTTAAATGTAATGAGA 
GGGGTAGGTTGGTTGTTCAGAGTCTT 
CCCAATAAAGATGAGTTTTTGAGC 



TGGGCATAGGGACCCATCATTGATGA 

CTGATGAAACCATGTAATAAAGCA 

ATTTTCCTACAGCCCTTTGTACTTCAA 

AATATGTTTTTGTGTCCATCAGT 

TCAGCACTAACTAAATAAATTTGTTGG 

TTCAGTTGTACTTGTCCTGCAAA 

AGAGGGTGGATCACACCTCAGTGGG 

AAGAAAAATAAAATTTCCTTCAGGT 

TGTGTAAGTCTGCCTAAATAGGTAGC 

TTAAACTTATGTCAAAATGTCTGC 

TCCTTTCTGCTTAGTGAATGAATACT 
GGAATCCATCTGTGTTGATACAAT 

GCAATACCAAGAGAAAATGCACAAAT 
ATCACTGGATGGAGATGTCACATT 

TGGGGATCTCAGGGCCAGGAGTTAT 
GTTTTGATTTGGAATTTTAATTATT 

CCAGTAACTTCGCTCTGTTAGAGGTG 
GAGGATTTTCCTATGTTCCCCCCA 

TGCTGAAAAGATTGTACTTTGTGATC 

CCAATCAGAGGGATGGAGCTAATC 

TCAGACTGCTGAGAAGGAAGAATTTG 

AACATCAACAGAAAGAGCTGGAGA 

TGGGCAGCTTGGGTAAGTACGCAAC 

TTACTTTTCCACCAMGAACTGTCA 
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PCT/US01/47856 



Table 8 



2948 Table 3A 

2949 Table 3A 

2950 Table 3A 

2951 Table 3A 

2952 Table 3A 

2953 Table 3A 

2954 Table 3A 

2955 Table 3A 

2956 Table 3A 

2957 Table 3A 

2958 Table 3A 

2959 Table 3A 

2960 Table 3A 

2961 Table 3A 

2962 Table 3A 

2963 Table 3A 

2964 Table 3A 

2965 Table 3A 



2966 Table 3A 

2967 Table 3A 

2968 Table 3A 

2969 Table 3A 

2970 Table 3A 

2971 Table 3A 

2972 Table 3A 

2973 Table 3A 

2974 Table 3A 

2975 Table 3A 



Hs.36927 NM_006644 5729878 heat shock 1 05kD (HSP105B), mRNA 

/cds=(31 3,2757) 

Hs.1 845 NMJJ06674 57299S5 MHC class I region ORF (P5-1), mRNA 

/cds={304,735) 

Hs.76807 NM 006696 5730052 major histocompatibility complex, class 

II, DR alpha (HLA-DRA), mRNA 
/cds={26,790) 

bladder cancer associated protein 
(BLCAP), mRNA/cds=(254,517) 



Hs.5300 NM_00669S 5729737 



Hs.75207 NM.006708 5729841 
Hs.74861 NMJ)06713 5729967 

Hs.195471 NM_006732 5803016 



Hs.75367 NMJJ06748 

Hs.77837 NM_006759 

Hs.75462 NMJ306763 

Hs. 100555 NMJJ06773 

Hs.143604 NMJ306777 

Hs.33085 NMJJ06784 

Hs.4943 NM_006787 

HS.6353 NM_006791 

HS.88764 NMJJ06800 

Hs.77897 NMJJ06802 

Hs.272168 NM 006811 



5803170 
13027637 

5802987 
13787205 

10048402 
5803220 
10863906 



glyoxalase I (GL01), mRNA 
/cds=(87,641) 

activated RNA polymerase II 
transcription cofactor 4 (PC4), mRNA 
/cds=(0,383) 

6-phosphofructo-2-kinase/fructose-2,6- 
biphosphatase 3 (PFKFB3), mRNA 
/cds=(1 14,1676) 
Src-like-adapter (SLA), mRNA 
/cds=(41,871) 

UDP-glucose pyrophosphorylase 2 
(UGP2), mRNA/cds=<84,1610) 

BTG family, member 2 (BTG2), mRNA 
/cds=(71,547) 

DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 18 (Myc-regulated) 
(DDX18), mRNA /Cds=(71 ,2083) 

Kaiso (ZNF-kaiso), mRNA 
/cds=(0,2018) 

WD repeat domain 3 (WDR3), mRNA 
/cds=(47,2878) 

hepatocellular carcinoma associated 
protein; breast cancer associated gene 
1 (JCL-1), mRNA /cds=(69, 1889) 



Hs.75969 NM_006813 5802981 

HS.75841 NMJ306817 

HS.75612 NMJ306819 

Hs.75470 NM_006820 

Hs.74405 NMJ506826 

Hs. 15591 NM_006833 

Hs.79933 NMJ)06835 

HS.278613 NM_006837 

Hs.78504 NM_0D6839 



5803101 MORF-related gene 15 (MRG15), 

mRNA /cds=<131,1 102) 
5803 1 03 male-specific lethal-3 (Drosophila)-like 

1 (MSL3L1), mRNA /Cds=(1 05,1670) 

58031 66 splicing factor 3a, subunit 3, 60kD 
(SF3A3), mRNA/cds=(8,1513) 

58031 92 DNA sequence from done RP1- 

179M20 on chromosome 20 Contains a 
3' end of a novel gene similar to cellular 
retinaldehyde-binding protein, the TDE1 
gene (Tumour differentially expressed 
1), the PKIG gene encoding protein 
kinase (cAMP-dependent, catalytic) 
inhibitor gamma, the 3' end of the ADA 
gene encoding adenosine deaminase, 2 
CpG islands, ESTs, STSs and GSSs 
/cds=(69,1490) 

proline-rich protein with nuclear 
targeting signal (B4-2), mRNA 
/cds=(1 13,1 096) 
1 31 24889 chromosome 1 2 open reading frame 8 
(C12orf8), mRNA /cds=(1 1,796) 
5803180 stress-induced-phosphoprotein 1 
(Hsp70/Hsp90-organizing protein) 
(STIP1), mRNA/cds=(62,1693) 
5803026 hypothetical protein, expressed in 
osteoblast (GS36B6), mRNA 
/Cds=(241,1482) 
5803226 tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
theta polypeptide (YWHAQ), mRNA 
/cds=(1 00,837) 

5803095 COP9 subunit 6 (MOV34 homolog, 34 
kD) (MOV34-34KD), mRNA 
/Cds=(43.936) 
5802991 cyclin I (CCNI), mRNA /cds=(0,1 133) 



5803045 



interferon, alpha-inducible protein 27 
(IFI27), mRNA/cds=(54,422) 
58031 1 4 inner membrane protein, mitochondrial 
(mitofilin) (IMMT), mRNA 
/cds=(92,2368) 

Hs.7591 6 NM_0D6842 58031 54 splicing factor 3b, subunit 2, 1 45kD 

(SF3B2), mRNA/cds=(48,2666) 

422 



TGTGAAAGTGTGGAATGGAAGAAATG 

TCGATCCTGTTGTAACTGATTGTG 

CTAATTTCAGTGCTTGTGCTTGGTTG 

TTCAGGGCCATTTCAGGTTTGGGT 

AGCTAGCAGATCGTAGCTAGTTTGTA 

TTGTCTTGTCAATTGTACAGACTT 

ATGGGCCAGGCAGAGAACAGAACTG 
GAGGCAGTCCATCTAGGGAATGGGA 

GTTTCCTTTTTGGGTGAAATGGATTTA 
TGTGAGTGCTTTAAACAAATAGC 
GAACAATGGAGCCAGCTGAAGGAAC 
AGATTTCTGACATAGATGACGCAGT 

CGTCCCCTCTCCCCTTGGTTCTGCAC 
TGTTGCCAATAAAAAGCTCTTAAA 

GAGCACCCAGAGGGATTTTTCAGTG 

GGAAGCATTACACTTTGCTAAATCA 

AGCACAGATGGTGCAATACTTTCCTT 

CTTTGAAGAGATCCCAAAGTTAGT 

TGGAAGAATGTACAGCTTATGGACAA 

ATGTACACC I I I i ! GTTACTTTAA 

TTTTGGAGCAAAAACTATGGGTTGTA 

ATTTGAATAAAGTGTCACTAAGCA 

TTCAGCAGGAAAATGATTCAA I I I I I A 

AACAAAATGTAACAGATGGCAGT 

AAGTAGCCAAGCTAAGATGCCTGGCT 

GGGCTTCTGAGGAATTAATACACT 

CTGACCGCCACTCTCACATTTGGGCT 

CTTCGCTGGCCTTGGTGGAGCTGG 



TGCATTGTGTAGCTAGTTTTCTGGAA 
AAGTCAATCTTTTAGGAATTGTTT 
ACAGCTATACTTTGTTGTGTAATGTTA 
TGGTTCCCTTTCTGTAAAATGTT 

GACAGGATCCCCCAGAGACCCCATTT 
GCCTCTCAACACTCAGACCTTCAA 
TTTGGTTTAAAATGTAAGATAGGAAAA 
TGTTGGATATTTGAGGCCATGCT 



1 AATCTACATTTTCTTACCAGGAGCAG 

CATTGAGGTTTTTGAGCATAGTAC 
t 

1 ACTAACCCACGATTCTGAGCCCTGAG 
TATGCCTGGACATTGATGCTAACA 

1 TTATTCTGCGTCCCCTTCTCCAATAAA 
ACAAGCCAGTTGGGCGTGGTTAT 

1 TCCTTCCCACTCTCTCCAACATCACA 
TTCACTTTAAATTTTTCTGTATAT 

1 AGTCCCAAAAAAGCCTTGTGAAAATG 
TTATGCCCTATGTAACAGCAGAGT 



1 AGGGGAGGGCACTACACTTCCTTGA 
GAGAAACCGCTGTCATTAATAAAAG 

1 AGGCTGTAGAAGGAAATATACCTTAA 
CAGGCTGATTTGGAGTGACCCAGA 

1 ACCAGTTACCCAAAATCTGATTAGAA 
GTATAAGGTGCTCTGAAGTGTCCT 

1 TGAGGCTTGTGAGGCCAATCAAAATA 
ATGTTTGTGATCTCTACTACTGTT 

1 CAGTTCCCAAGGACTTGTCATTTCAT 
GTTCTTATTTTAGACCTGTTTTGT 



WO 02/057414 

2976 db mining Hs.1 05928 NM_005647 5803063 



2977 Table 3A 

2978 Table 3A 

2979 db mining 

2980 Table 3A 

2981 Table 3A 

2982 Table 3A 



2984 Table 3A 

2985 Table 3A 

2986 Table 3A 

2987 Table 3A 



2992 Table 3A 

2993 Table 3A 



Hs.315463 NMJ306850 5803085 

Hs.64539 NMJ)06851 5303150 

Hs.113277 NM_006865 5803061 

Hs.82143 NM 006874 6857B15 



Hs.80205 NMJJ06875 
Hs.177530 NM 003886 



5803124 
5901895 



Table 8 

leukocyte immunoglobulin-like 
receptor, subfamily B (with TM and ITIM 
domains), member 3 (LILRB3), mRNA 
/cds=(49,1944) 
interleukin 24 (IL24), mRNA 
/cds=(274,894) 

glioma pathogenesis-related protein 
(RTVP1), mRNA /cds=(1 28,928) 

leukocyte immunoglobulin-like 
receptor, subfamily A (without TM 
domain), member 3 (LILRA3), mRNA 
/cds=(62,1381) 

E74-like factor 2 (ets domain 
transcription factor) (ELF2), mRNA 
/cds={121,1722) 

pim-2 oncogene (PIM2), mRNA 
/cds={185,1189) 

ATP synthase, H+ transporting, 
mitochondrial F1 complex, epsilon 
subunit (ATP5E), mRNA /cds=(91 ,246) 



2983 Table 3A Hs.177656 NM 006888 



Hs.155410 NMJJ06899 

Hs.1 18684 NM_006923 

Hs.1 66975 NM_00692k 

Hs.7594 NM_006931 



2988 Tab!e3A Hs.180139 NMJJ06937 

2989 Table 3A Hs.86948 NMJJ06938 

2990 Table 3A Hs.237825 NM_0D6947 

2991 Table 3A Hs.108642 NM 006963 



Hs.167741 NMJJ06994 
Hs.225951 NM 006999 



5901 91 1 calmodulin 1 (phosphorylase kinase, 
delta) (CALM1), mRNA /cds=(1 99,648) 

5901981 isocitrate dehydrogenase 3 (NAD+) 

beta (IDH3B), mRNA /cds=(79, 1236) 
1 41 41 1 94 stroma! cell-derived factor 2 (SDF2), 

mRNA/cds=(39,674) 
5902077 splicing factor, arginine/serine-rich 5 

(SFRS5), mRNA/cds=(218,541) 
5902089 solute carrier family 2 (facilitated 

glucose transporter), member 3 

(SLC2A3), mRNA/cds={242,1732) 
5902097 SMT3 (suppressor of mif two 3, yeast) 

homolog 2 (SMT3H2), mRNA 

/Cds=(90,377) 
59021 01 small nuclear ribonucleoprotein D1 

polypeptide (16kD) (SNRPD1), mRNA 

/cds=(1 50,509) 
5902123 signal recognition particle 72kD 

(SRP72), mRNA /cds=(0,2015) 

59021 59 Homo sapiens, zinc finger protein 22 
(KOX15), clone MGC:9735 
IMAGEi3852749, mRNA, complete cds 
/Cds=(133,807) 

6325463 butyrophilin, subfamily 3, member A3 
(BTN3A3), mRNA /cds=(1 71 ,1 925) 

6631 1 1 4 topoisomerase-related function protein 
4-1 (TRF4), mRNA /cds=(37,1 665) 
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ACCACTAGAAGATTCCGGGAACGTTG 
GGAGTCACCTGATTCTGCAAAGAT 



1 GTCAAGCTGACCTTGCTGATGGTGAC 
ATTGCACCTGGATGTACTATCCAA 

1 ACAGCTCAAGTACCCTAATTTAGTTC 
TTTTGGACTAATACAATTCAGGAA 

1 GATGACGCTGGGCACAGAGGGTCAG 
GTCCTGTCAAGAGGAGCTGGGTGTC 



1 AACATCTCTCTTCTCCTTCCCAACTAC 
TGCATGAAGAAATTCTACTTCCA 

1 TTCCTGCCTGGATTATTTAAAAAGCC 
ATGTGTGGAAACCCACTATTTAAT 

1 TGCTACATTTCCAAGGTGAAGATGTG 
TGGGCACATGTTATGGCAGATTGA 



1 ACAACCATCAACATTGCTGTTCAAAG 
AAATTACAGTTTACGTCCATTCCA 

1 CCCACGCATAGGCCCTGTCCATACCC 

ATGTAAGGTGTTCAATAAAGAACA 
1 ACTCTTCAGGAGCTTGGCATCATGGA 

CTGTTAATGTATGTGATTTTCCC C 
1 GGTCAAGGGTGTCCTCCACTCTTTAA 

C AG CTGCTGG ACAGAC ACATTAGA 
1 GCAACTTCATGTCAACTTTCTGGCTC 

CTCAAACAGTAGGTTGGCAGTAAG 

1 CCAAGTGGAGACGGGGATGGGGAAA 
AATACTGATTCTGTGGAAAATACCC 

1 TGTGTAATGTACCTGTCAGTGCCTCC 
TTTATTAAG GG GTTCTTTG AG AAT 

1 GCAGGGGCTCCAGCAACAAAAAAGA 
AACAGCAACAGAAAAAGAAGAAAGG 

1 AGAGTCACTTACCCTCTTGGAAAGCT 
GGTACAGAAGGAAGTCTGTGGCTG 



1 CCTG GTCATTGGTGGATGTTAAACCC 
ATATTCCTTTCAACTGCTGCCTGC 

1 AATGAATTGGCCTGGCTACCACTGTG 
GTCGCGTGCTACAGGTTTGACAAA 



2994 


Table 3A 


Hs.97932 


NMJJ07015 


5901931 


chondromodulin I precursor (CHM-I), 
mRNA /cds=(0,1 004) 


1 


TTGATTTGCCATAAGTCTTCCCTTGCT 
TGCATCTTCCAAAGCTATTTCGA 


2995 


Table 3A 


Hs.93502 


NM_007020 


5902143 


U1-snRNP binding protein homolog 
(70kD) (U1SNRNPBP), transcript 
variant 1 , mRNA /cds=(21 3,953) 


1 


AGTGAAGTTACAGTGGAAATGAGTGG 
AGGGGGATTGTCTTTCAACGCAGC 


2996 


Table 3A 


Hs.149443 


NM_007022 


5901883 


putative tumor suppressor (101 F6), 
mRNA/cds=(0,668) 


1 


GCTTGGTCATTATGAACCAGGTGAGC 
AATGCCTACCTATACCGCAAGAGG 


2997 


literature 


Hs.41693 


NMJJ07034 


6631084 


DnaJ-like heat shock protein 40 
(HLJ1), mRNA/cds=(176,1189) 


1 


AAGGCACTGAAAATATAAAAGGACTG 
GTAGTTTACTGATGTAGATGTGAA 


2998 


Table 3A 


Hs.87497 


NM_007047 


5901905 


butyrophilin, subfamily 3, member A2 
(BTN3A2), mRNA /cds=(188,1 147) 


1 


GCAGAAAAGGGGAACTCATTTAGCTC 
ACGAGTGGTCGAGTGAAGATTGAA 


2999 


Table 3A 


Hs.1 69963 


NMJ307049 


5921460 


butyrophilin, subfamily 2, member A1 
(BTN2A1), mRNA /cds=(21 0,1793) 


1 


TATCTTGAGACGCCTTACAAATGATG 
GAGGATTCCAAAGAG l I I I IGTTT 


3000 


Table 3A 


Hs.164170 


NM_007063 


5902153 


vascular Rab-GAP/TBC-containing 
(VRP), mRNA/cds=(1117,3810) 


1 


AAAATGTTGTTGTGTACATACCATGC 
TTTCAATGTTGGCTTCCAAGTTTT 


3001 


Table 3A 


Hs.21907 


NM_007067 


5901961 


histone acetyltransferase (HBOA), 
mRNA /cds=(42,1 877) 


1 


GGTAGAATGTGCTCTTCTATATCTAC 
TCCTCAATAAAGCATGTTCTCTGC 


3002 


literature 


Hs.37181 


NM_007068 


5901995 


DMC1 (dosage suppressor of mckl , 
yeast homolog) meiosis-sperific 
homologous recombination (DMC1), 
mRNA/cds=(53,1075) 


1 


CCACAAGAGGATTTAAGGGAGGAAT 
G7TTATAGGACACACACACAAAAGC 


3003 


Table 3A 


Hs.109606 


NMJXJ7074 


5902133 


coronin, actin-binding protein, 1A 
(COR01A), mRNA /cds={1 00,1485) 


1 


CTCCAGCAGGGTCAGCCATTCACAC 
CCATCCACTCACCTCCCATTCCCAG 


3004 


Table 3A 


Hs.252574 


NMJ)07104 


6325471 


ribosomal protein L10a (RPL10A), 
mRNA /cds=(1 5,688) 


1 


AAACTGGCAGAATGTCCGGGCCTTAT 
ATATCAAGAGCACCATGGGCAAGC 


3005 


Table 3A 


Hs.29352 


NM_007115 


6005905 


tumor necrosis factor, alpha-induced 
protein 6 (TNFAIP6), mRNA 
/Cds=(68,901) 


1 


AACACACAGTGTTTATGTTGGAATCT 
TTTGGAACTCCTTTGATCTCACTG 


3006 


Table 3A 


Hs.301819 


NMJJ07145 


6005965 


zinc finger protein 146 (ZNF146), 
mRNA/cds=(856,1734) 


1 


TGGGAGTGAGGATGGGAATGCTGTA 
TCTGTGGAAGTCATGTTATACTGGA 
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3007 


Table 3A 


Hs.260523 


NMJJ07158 


3008 


Table 3A 


Hs.301637 


NM_007167 


3009 


Table 3A 


Hs.14963 


NM_007192 


3010 


literature 


Hs. 146329 


NM_007194 


3011 


literature 


Hs.271699 


NMJJ07195 


3012 


literature 


Hs.251398 


NM_007205 


3013 


literature 


HS79086 


NM_007208 


3014 


Table 3A 


Hs. 182825 


NMJ307209 


3015 


Table 3A 


Hs.1 51678 


NM_007210 


3016 


Table 3A 


Hs.28866 


NM_007217 


3017 


Table 3A 


HS.28285 


NM_0Q7218 


3013 


Table 3A 


Hs.283646 


NMJJ07220 


3019 


Table 3A 


Hs.94446 


NMJ307221 


3020 


literature 


Hs.334676 


NMJ307248 


3021 


literature 


Hs.78016 


NM_007254 


3022 


Table 3A 


Hs.10958 


NMJJ07262 


3023 


db mining 


Hs.10326 


NMJJ07263 


3024 


Table 3A 


HS.8813 


NIW 007269 


3025 


Tab!° 3A 


Hs.8724 


NMJ3Q7271 


3026 


Table 3A 


Hs.7771 


NM.007273 


3027 


Table 3A 


Hs.7719 


NM 007278 


3028 


Table 3A 


Hs.1298 


NM_007289 


3029 


literature 


Hs.194143 


NMJ)07295 


3030 


Table 3A 


Hs.21486 


NM_007315 


3031 


Table 3A 


Hs.3260 


NM_007318 


3032 


Table 3A 


Hs.279511 


NMJTO7329 


3033 


Table 3A 


Hs.74335 


N(VU>07355 


3034 


Table 3A 


Hs.74085 


NM_007360 


3035 


Table 3A 


Hs.172207 


NM_007363 


3036 


Table 3A 


Hs.158135 


NMJ)11086 


3037 


TabJe 3A 


Hs.9754 


NMJ)12068 



Table 8 

6005738 neuroblastoma RAS viral (v-ras) 

oncogene homofog (NRAS), mRNA 

/cds=(253,822) 
6005977 zinc finger protein 258 (ZNF258), 

mRNA/cds=(93,2264) 
6005756 chromatirvspecific transcription 

elongation factor, 140 kDa subunit 

(FACTP140), mRNA /cds=(291 ,3434) 
6005849 protein kinase Chk2 (RAD53), mRNA 

/cds=(0,1631) 
6005847 polymerase (DNA directed) iota (POLI), 

mRNA/cds=(64,2211) 
600591 7 three prime repair exonucfease 2 

(TREX2), mRNA/cds=(0,710) 
6005861 mitochondrial ribosomal protein L3 

(MRPL3), mRNA /cds=(76,1 122) 
6005859 ribosomal protein L35 (RPL35), mRNA 

/cds=(27,398) 

13124893 UDP-N-acetyl-alpha-D- 

galactosamine:po!ypeptide N- 

acetylgalactosaminyltransferase 6 

(GalNAc-T6) (GALNT6), mRNA 

/cds=(0,1868) 
6005897 programmed cell death 10 (PDCD10), 

mRNA /cds=(1 53,791) 
600591 1 patched related protein translocated in 

renal cancer (TRC8), mRNA 

/cds=(0,1994) 
6005722 carbonic anhydrase VB, mitochondrial 

(CA5B), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(137,1090) 
6005831 polyamine-modulated factor 1 (PMF1), 

mRNA /cds=(1 11,608) 
6005752 three prime repair exonuclease 1 

(TREX1), mRNA /cds=(256, 1170) 
6005835 polynucleotide kinase 3-phosphatase 

(PNKP), mRNA/cds=(0,1565) 
6005748 RNA-binding protein regulatory subunit 

(DJ-1), mRNA /cds=(20,589) 
6005734 coatomer protein complex, subunit 

epsilon (COPE), mRNA /cds=(42,968) 
6005885 syntaxin binding protein 3 (STXBP3), 

mRNA/cdS=(51,1829) 
6005813 serine threonine protein kinase (NDR), 

mRNA /Cds=(595,1 992) 
6005853 B-cell associated protein (REA), mRNA 

/cds=(9,908) 
6005763 GABA(A) receptor-associated protein 

(GABARAP), mRNA /Cds=(1 04,457) 

6042203 membrane metallo-endopeptidase 

(neutral endopeptldase, enkephalinase, 
CALLA, CD10) (MME), transcript 
variant 2b, mRNA /cds=(228,2480) 

6552300 breast cancer 1 , early onset (BRCA1 ), 

transcript variant BRCAlb, mRNA 

/Cds=(397,5988) 
6274551 signal transducer and activator of 

transcription 1, 91 kD (STAT1), mRNA 

/cds=(1 96,2448) 
7549812 presenilin 1 (Alzheimer disease 3) 

(PSEN1), transcript variant I-463, 

mRNA /Cds={553, 1944) 
6633800 deleted in malignant brain tumors 1 

(DMBT1), transcript variant 2, mRNA 

/cds={106,7347) 
66B0306 heat shock 90kD protein 1 , beta 

(HSPCB), mRNA/cds=(0,2174) 
6679051 DNA segment on chromosome 12 

(unique) 2489 expressed sequence 

(D12S2489E), mRNA /cds={338,988) 
7657382 no n-POU -do main-containing, octamer- 

binding (NONO), mRNA 

/cds={136,1551) 
6755061 mRNA for KIAA0981 protein, partial 

cds/cds=(0,1737) 
12597624 activating transcript/on factor 5 (ATF5), 

mRNA/cds=(319,1167) 



tgcttagatcactgcagcttctagg'a 

CCCGGTTTCTTTTACTGATTTAAA 

CTGAACTACCAAATAGCTGTGGGCTT 
TCTGGAACTGCTGGCTGGGTTGCT 
GCTCTGTGACTTTAAGAGAAGAAGGG 
GGGAGGGGTCCCGGATTTTATGTT 

AGAAATGTCCTTCTTTCACTCTGCAT 

CTTTCTTTTCTTTGAGTCGTTTTT 

TCCAGATAAAGCAAGAATAGTTGCAA 

GAAGTAAATTCTGGCACAAAGCGT 

CCCACAATGGCTTTGATTATGATTTC 

CCCCTGCTGTGTGCCGAGCTGCGG 

AAATTACAGAAACATGTTAAAGGCCG 

GACAAAGGAAAGACAATAAAATCA 

GAAGTACGCGGTCAAGGCCTGAGGG 

GCGCATTGTCAATAAAGCACAGCTG 

TCTACAGCCATGTCCTATTCCTTGAT 
CATCCAAAGCACCTGCAGAGTCCA 



AATGTAGCTTAATCATAATCTCACACT 
GAAGATTTTGCATCACTTTTGCT 
TGATGATGATGTTCAAAGAGAAAGAA 
ATGGAGTGATTCAGCACACAGGCG 

GCCACCAGCCAAGCAACCCCCTAAA 
ACATTCATATCTAGGCAGTATTTTG 



GCCTTTACCATGTTCTCTCCACATCC 

GTAAATAAACTTCCTTCACTACAA 

CCACACCTGGCGAGTAGGCCAAGAA 

GGAAAATCTGACGAATAAAGACCCC 

GGGCTGAGCCCCGCCCAGCTCCCCT 

CCACAATAAACGCTGTTTCTCCTTG 

TTTCTCAGCCTACAAATTGTGTCTATA 

CATTTCTAAGCCTTGTTTGCAGA 

GAGCCCACCCCCAGCACCCCCATCT 

GTTAATAAATATCTCAACTCCAAAA 

TGGAGTGATTTCACAGTGTGTACTGT 

TTTGCCACATACTTCTAAAGAACA 

CCCTTTGGAAATGGTGAAGGAACCAG 

CCCAATAGAAGTACAGAGCCAGCT 

CTCCCTCAAGGCTGGGAGGAGATAA 

ACACCAACCCAGGAATTCTCAATAA 

AGGGACTGAAATTGTGGGGGGAAGG 

TAGGAGGCACATCAATAAAGAGGAA 

TGGG GCAAAAC CTTG CTAATTTTCTC 
AAAAG C ATTTATC ATTCTTGTTG C 



CCCCCAGTGTGCAAGGGCAGTGAAG 
ACTTGATTGTACAAAATACGTTTTG 

AGATGGCGAGAACCTAAGTTTCAGTT 
GATTTTACAATTGAAATGACTAAA 

TGTCAGACCTTCTTCCACAGCAAATG 
AGATGTATGCCCAAAGCGGTAGAA 

GTTGCAGGGCGAGGTCAAGAGAGTT 
CTGACCTGGATGGCCCATAGACCTG 

GACAGCAGGATTGGATGTTGTGTATT 
GTGGTTTATTTTATTTTCTTCATT 
AGTGCCTTCCCTGCCTGTGGGGGTC 
ATGCTGCCACTTTTAATGGGTCCTC 

TTTGGAGTTTTTCTGAAAAATGGAGC 
AGTAATGCAGCATCAACCTATTAA 

CAATGGACAAGTATTTCCTAATGGTA 
CCAGACCACTGGACAGGCTTGGGT 
GTGTTGGAGAGGGGCTGTGTCTGGG 
TGAGGGATGGCGGGGTACTGATTTT 
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3038 


Table 3A 


Hs.97199 


NM_012072 


11496985 


3039 


Table 3A 


Hs.173334 


NM_0 12081 


6912353 


3040 


Table 3A 


Hs.1710 


NMJM2089 


9961243 


3041 


Table 3A 


Hs.342849 


NM_012097 


6912243 


3042 


Table 3A 


Hs.33979 


NMJ>12123 


6912299 


3043 


Table 3A 


Hs.22857 


NMJM2124 


6912303 


3044 


Table 3A 


Hs.36794 


NMJD12142 


6912335 


3045 


Table 3A 


Hs.83363 


NM_012151 


12056462 


3046 


Table 3A 


Hs.24178 


NM_012155 


6912355 


3047 


Table 3A 


Hs.5912 


NMJ)12179 


7106310 


3048 


Table 3A 


Hs.79381 


NMJH2198 


6912387 


3049 


Table 3A 


Hs.14520 


NMJ)12199 


6912351 


3050 


Table 3A 


Hs.5734 


NM.012215 


11024697 


3051 


literature 


HS.271353 


NM_0 12222 


6912519 


3052 


Table 3A 


Hs.26719 


NMJ312231 


10092605 


3053 


literature 


Hs.44017 


NM_012237 


13775599 


3054 


Table 3A 


Hs.31176 


NMJJ12238 


13775598 


3055 


Table 3A 


HS.22891 


NM_012244 


6912669 


3056 


Table 3A 


Hs.79008 


NM_012245 


6912675 


3057 


Table 3A 


Hs.268555 


NM_012255 


6912743 


3058 


Table 3A 


Hs.10882 


NM_012257 


6912409 


3059 


Table 3A 


Hs.23170 


NM_012280 


7110660 


3060 


Table 3A 


Hs.173714 


NM_012286 


6912447 


3061 


Table 3A 


Hs. 18895 


NM_012290 


6912719 


3062 


Table 3A 


HS.30687 


NM_012296 


6912459 


3063 


Table 3A 


HS.120165 


NM_012318 


6912481 


3064 


Table 3A 


HS.234279 


NM_012325 


6912493 


3065 


Table 3A 


HS.172740 


NM_012326 


10800411 


3066 


Table 3A 


Hs. 18625 


NM_012332 


6912517 


3067 


Table 3A 


Hs.215766 


NMJJ12341 


6912531 


3068 


Table 3A 


Hs.74420 


NM_012381 


6912561 


3069 


Table 3A 


Hs.241531 


NM_012392 


6912581 



Table 8 

complement component C1q rece 
(C1QR), mRNA /cds=(1 48,21 06) 



ELONGATION FACTOR (ELL2), 
mRNA /cds=(0,1 922) 
ATP-binding cassette, sub-family B 
(MDR/TAP), member 10 (ABCB10), 
nuclear gene encoding mitochondrial 
protein, mRNA/cds=(43,2259) 
xv24a05jc1 cDNA, 3' end 
/clone=IMAGE:2814032 /clone_end=3' 

CGl-02 protein (CGI-02), mRNA 
/cds=(268,2124) 

chord domain-containing protein 1 
(CHP1), mRNA /cds=(84, 1 082) 
cyclin D-type binding-protein 1 
(CCNDBP1), mRNA /cds=(87,1 172) 
coagulation factor Vlll-associated 
(intronic transcript) (F8A), mRNA 
/cds=(57,1172) 

microtubule-associated protein like 
echinoderm EMAP (EMAP-2), 

F-box only protein 7 (FBX07), mRNA 
/cds=(205,1773) 

grancalcin, EF-hand calcium-binding 
protein (GCA), mRNA /cds=(1 19,772) 

eukaryotic translation initiation factor 
2C, 1 (EIF2C1), mRNA /cds=(2 13,2786) 

meningioma expressed antigen 5 
(hyaluronidase) (MGEA5), mRNA 
/cds=(395,3145) 

mutY (E. coli) homolog (MUTYH), 
mRNA/cds=(134,1774) 

PR domain containing 2, with ZNF 
domain (PRDM2), mRNA 
^={855,6014) 

sirtuin (silent mating type information 
regulation 2, S.cerevisiae, homolog) 2 
(SIRT2), transcript variant 1, mRNA 
/cds=(200,1369) 

sirtuin (silent mating type information 
regulation 2, S. cerevisiae, homolog) 1 
(SIRT1), mRNA /cds=(53,2296) 
solute carrier family 7 (cat/onic amino 
acid transporter, y+ system), member 8 
(SLC7A8), mRNA/cds=(730,2337) 
SKI-INTERACTING PROTEIN 
(SNW1), mRNA /cds=(27,1637) 
5'-3* exoribonuclease 2 (XRN2) t mRNA 
/cds=(68,2920) 

HMG-box containing protein 1 (HBP1), 
mRNA /cds=(23,1 567) 
homolog of yeast SPB1 (JM23), mRNA 
/cds=(300,1289) 

MORF-related geneX (KIAA0026), 
mRNA /cds=(305,1 171) 

tousled-like kinase 1 (TLK1), mRNA 
/cds={212,2575) 

GRB2-associated binding protein 2 
(GAB2), mRNA /cds=(1 60,2076) 
leucine zipper-EF-hand containing • 
transmembrane protein 1 (LETM1), 
mRNA/cds=(297,2516) 
microtubule-associated protein, RP/EB 
family, member 1 (MAPRE1), mRNA 
/Cds=(64,870) 

microtubuie-associated protein, RP/EB 
family, member 3 (MAPRE3), mRNA 
/ods=(1 53,998) 

Mitochondrial Acyl-CoA Thioesterase 
(MT-ACT48), mRNA/cds=(147.1367) 

GTP-binding protein (NGB), mRNA 
/cds=(23,1924) 

origin recognition complex, subunit 3 
(yeast homolog)-like (ORC3L), mRNA 
/cds=(26,2161) 

PEF protein with a long N-terminal 
hydrophobic domain (peflin) (PEF), 
mRNA/cds=(12,866) 
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GTGCTTTGAGGGTCAGCCTTTAGGAA 
GGTGCAGCTTTGTTGTCCTTTGAG 

GGCTCACATCAAAAGGCTAATAGGTG 
AATTTGACCAACAGCAAGCAGAGT 

CAGAAAGCAAACAACACAATTACAAG 
GTTGAATCTGAGGAAAATAATCCT 



1 TCTCTCTGTGTTCTCTGTATTGTACTA 
ACCAACCTCCCAAATCGCTGAGC 

1 CCTGGAATAAAACTCAACATGCAGAT 

TTGCCTACTCATAGGGACTTTGCC 
1 TGCCTCCCTGATGGAAAACTATATAA 

AATTGTAGACTTAAAAGGTTTGTG 
1 TTCATTGTAAAGATGTTGATGGTCTC 

AATAAAATGCTAACTTGCCAGTGA 
1 CGTCCGCACGGTACGTCTTCATGGG 

AGTCATTTTATTCCTTACAGCTTCC 

1 TGGTGTTTGGTTTGGGGTG I I I I I I A 

AG! I H I I CTTTTATATCATCCAG 
1 CTCCCTGCTCTTGGTTCTCCTCTAGA 

TTGAAGTTTGTTTTCTGATGCTGT 
1 TGAAGACATAGTTCACCTAAAATGGC 

ATCCTGCTCTGAATCTAGACTTTT 
1 CCCTTTGAGATTTGTGTTTGTGTCCT 

GCTTTGAGCTGTACCTTGTCCAGT 

1 TCCTGTAGAAAACGAACTGTAAAAGA 
CCATGCAAGAGGCAAAATAAAACT 

1 CCAGTGACACCTCTGAAAGCCCCCAT 
TCCCTGAGAATCCTGTTGTTAGTA 

1 CCTGGTCAGTGGTGGTCTTCAAGAC 
GACAGCTCTGTATCTGCCATGTGAA 

1 CCCACTTCCCATGCTGGATGGGCAG 
AAGACATTGCTTATTGGAGACAAAT 



1 TTACTGGCATATGTTTTGTAGACTGTT 
TAATGACTGGATATCTTCCTTCA 

1 AATGTAAGGTTGTTTTGGGGGATGGA 
GTTAGAACCTTAATGATAATTTCT 

1 TTTGGAGTGGGCAAAGTAACCTCTTG 

CTTGGTGCAACTATTTGTTTCAAA 
1 GCTTATAAACACATTTGAGGAATAGG 

AGGTCCGGGTTTTCCATAATGGGT 
1 TCTTATCATTGCATACATTTTCTGGAT 

GCTTGAGCCATCAGATATCAGCT 
1 TGCAGTGGGAATTCTTGAGTGAGGTC 

TTACCTCTTCTTTAAACCTCTTCA 
1 TGCATTATTGTGTAGCCACGGTTTTC 

TGGAAAAGTTGATATTTTAGGAAT 
1 ATTACATTGGAAGGGAGCTTTCAAGA 

TGGTAGGATATTGACTAACTGAGC 
1 CATGGTACAGGCTTGGAGCTTGCAG 

GTCCCTTTCTACTGTGGTGTTGGAG 
1 TGTGCAGGGACAGTTGGCTTCCAGA 

GGTTTCAGCTTTCAGTTATTTGAGA 

1 AATTCCATTTTATTG GG AAC CC ATTTT 
CCACCTGGTCTTTCTTGACAGGG 

1 AAATAAACTTGTGTGGTAAAAGTACA 
TGCCATGTGTCCCTCAACTGAAAA 

1 TTCAAGACAATTTTAATTGTGAACCTA 
CCATGTTGCCTCCCATCTTCTGA 

1 TTTGTAAGAGCTGGGAGCAAACACGT 
TTATGAGTGTGTCGGAATCCCGTG 

1 CCCAAACAGGCATGTATCAAAACACC 
TGTGGAGTACTTTAGACTCCAACA 

1 TGGGGCCAAAAGTCCAGTGAAATTGT 
AAGCTTCAATAAAAGGATGAAACT 
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3070 


Table 3A 


Hs.21807 


NM_012406 


3071 


Table 3A 


Hs.79033 


NM_012413 


3072 


literature 


Hs.128501 


NM_012415 


3073 


Table 3A 


Hs.333212 


NM_012417 


3074 


Table 3A 


Hs.151242 


NM_012423 


3075 


Table 3A 


Hs.334826 


NM_012433 


3076 


literature 


Hs.1 59737 


NMJ)12444 


3077 


literature 


Hs.244613 


NM_012448 


3078 


Table 3A 


Hs.109571 


NM_012456 


3079 


Table 3A 


Hs.7797 


NM_012461 


3080 


Table 3A 


Hs. 105806 


NMJ312483 


3081 


Table 3A 


Hs. 199263 


NM_013233 


3082 


Table 3A 


Hs.283781 


NM__013234 


3083 


Table 3A 


Hs.13493 


NMJ)13236 


3084 


Table 3A 


HS.279529 


NMJ313237 


3085 


Table 3A 


Hs.1 26355 


NM_0 13252 


3086 


Table 3A 


Hs.1 69330 


NM_013259 


3087 


Table 3A 


HS.136748 


NM_013269 


3088 


Table 3A 


Hs.14805 


NMJJ13272 


3089 


literature 


Hs.1 29903 


NM_013274 


3090 


Table 3A 


HS.54642 


NM_013283 


3091 


literature 


Hs.252646 


NMJ>13284 


3092 


Table 3A 


Hs.75528 


NMJJ13285 


3093 


Table 3A 


Hs.1 06260 


NMJD13322 


3094 


Table 3A 


HS.289080 


NM_013326 


3095 


literature 


Hs.283018 


NM_013347 


3096 


Table 3A 


Hs.272409 


NMJ)13351 


3097 


Table 3A 


Hs.58636 


NMJ)13352 


3098 


literature 


Hs.169138 


NM_01 3368 


3099 


Table 3A 


Hs.136713 


NMJJ13378 


3100 


Tab!e 3A 


Hs.279784 


NMJ113388 


3101 


Table 3A 


Hs.171825 


NMJH3390 


3102 


Table 3A 


Hs.272736 


NM..013392 


3103 


Table 3A 


Hs.7838 


NMJH3446 



Table 8 

9055315 PR domain containing 4 (PRDM4), 

mRNA/cds=(122,2527) 
9257235 glutaminyl-peptide cyclotransferase 

(glutaminyl cyclase) (QPCT), mRNA 

/cds=(1 1,1096) 
6912621 RAD54, S. cerevisiae, homolog of, B 

(RAD54B), mRNA /cds=(80,2812) 
691 2623 retinal degeneration B beta (RDGBB), 

mRNA /cds=(0,998) 
14591 905 serine (or cysteine) proteinase inhibitor, 

clade G (C1 inhibitor), member 1 

(SERPING1), mRNA /cds=(60,1 562) 

691 2653 splicing factor 3b, subunit 1 , 1 55kD 

(SF3B1), mRNA/cds=(0,3914) 
691 2679 SP01 1 , meiotic protein covalently 

bound io DSB (S. cerevisiae)-like 

(SP011), mRNA /cds=(1 08, 1298) 
691 2687 signal transducer and activator of 

transcription 5B (STAT5B), mRNA 

/cds=(146,2509) 
691 2707 translocase of inner mitochondrial 

membrane 10 (yeast) homolog 

(TIMM10), mRNA /cds=(1 29,401) 
6912715 TERF1 (TRFl)-interacting nuclear 

factor 2 (TINF2), mRNA 

/cds=(262,1326) 
7108345 granulysin (GNLY), transcript variant 

519, mRNA/cds=(28Q,669) 
701 9542 Ste-20 related kinase (SPAK), mRNA 

Axis=(1 73,181 6) 
1 0801 344 muscle specific gene (M9), mRNA 

;cds=(171,827) 
71 06298 (ike mouse brain protein E46 (E46L), 

mRNA/cds=(198,1625) 
701 9508 pxl 9-Iike protein (PX1 9), mRNA 

/cds=(176,835) 
1 0281 668 C-type (calcium dependent, 

carbohydrate-recognition domain) lectin, 

superfamily member 5 (CLECSF5), 

mRNA /cds=(1 97,763) 
1 0047091 neuronal protein (NP25), mRNA 

/cds={49,897) 
701 9446 lectin-like NK cell receptor (LLT1), 

mRNA /cds=(1 3,588) 
7706713 solute earner family 21 (organic anion 

transporter), member 11 (SLC21A11), 

mRNA /cds=(1 93,2325) 
701 9490 polymerase (DNA-directed), lambda 

(POLL), mRNA /cds=(371 ,2098) 
1 1 034824 methionine adenosyltransferase II, beta 

(MAT2B), mRNA /cds=(0,1 004) 
701 9492 wm25f06 j(1 cDNA, 3' end 

/clone=IMAGE:2436995 /clone_end=3'- 

701 9418 nucleolar GTPase (HUMAUANTIG), 

mRNA/cds=(79,2274) 
701 9536 sorting nexin 1 0 (SNX1 0), mRNA 

/cds=(1 28,733) 
701 9454 colon cancer-associated protein Mid 

(MIC1), mRNA /cds=(76 r 1 905) 
9558730 replication protein A complex 34 kd 

subunit homolog Rpa4 (HSU24186), 

mRNA /cds=(404,1 189) 
7019548 T-DOX21 (TBX21), mRNA 

/Cds=(211,1818) 
7019520 squamous cell carcinoma antigen 

recognized by T cell (SART-2), mRNA 

/cds=(l49,3025) 
7019514 RPA-binding trans-activator (RBT1), 

mRNA /cds=(291 ,881) 
701 9566 pre-B lymphocyte gene 3 (VPREB3), 

mRNA/cds=(42,413) 
701 9502 prolactin regulatory element binding 

(PREB), mRNA /cds=(1 31 , 1 384) 
701 9554 basic helix-loop-helix domain 

containing, class B, 2 (BHLHB2), 

mRNA /cds=(1 96,1434) 
701 9332 nuclear receptor binding protein 

(NRBP), mRNA/cds=(112,1719) 
7305272 makorin, ring finger protein, 1 

(MKRN1), mRNA/cdS=(1 22,1570) 



TGGGCTGGAGTAGAGGACTCTGGTG 
G GAAG GTTTTGCTG CTAATGTATTT 
AGCTAAACAGTACTTAAATAGCGGTT 
GGAACTAGGTAGCCTTTCGAATTT 

TGTC ATTCA I I I I I CAGAATATAACCA 

CTCAAGCTACTGGCACATAGTGA 

TCTGATAGAGAAAAAGACTGCTTTGT 

CACTCAAACATGTTCCTTCGACCT 

GGCATCGCCCATGCTCCTCACCTGTA 

TTTTGTAATCAGAAATAAATTGCT 



TTTGATGTTAAACAGTAAATGCCAGT 
AGTGACCAAGAACACAGTGATTAT 
CCTTTGCCTTTATACTTTAGGGGTCTT 
ACTCCATTAATTCATTTGTTACA 

TGCACGTTATGGTGTTTCTCCCTCTC 
ACTGTCTGAGAGTTTAGTTGTAGC 

CTGTAGAGAGTCTTCAAGATCCCGGA 
GTGGTAGCGCTGTCTCCTGGTGAA 

TAGTAGGAATGAAGTGGAAGTCCAG 
GCTTGGATTGCCTAACTACACTGCT 

GATCCAGAATCCACTCTCCAGTCTCC 

CTCCCCTGACTCCCTCTGCTGTCC 

ATTCCATTCTATTGTTTACACAACGAT 

TACTC GAAG ATGACTG C AAAG GT 

AGCC AAGAAGAGAG C ATTAAAC C CAA 

GAACATTGTGGAGAAGATTGACTT 

TATATTGTACTTACTGTGACAGCAGA 

TAATAAACCAGTCTCTTGGAGGGC 

CTTATTCTCCCATTGGGCAGCTGAGG 

ACCGAGGCACAGAGGTGCGGTGAC 

TCACTGTATACCACTGGAGTTTTCTG 

GTTATCTCTCGTATAGCAAAATCT 



GCTGCCACCTCCTGTTCATTTAGAAC 

TATGCAAAGACTCCGCTTCCGTTT 

ACAGCAAAGCCCCAACTAATCTTTAG 

AAGCATATTGGAACTGATAACTCC 

GCCAGCTTGGAGGATGGACATTTCTG 

GATACACATACACATACAAAACAG 

GTCAACATCATCCGGCACCCTCTGG 

GGTAGGAGAACAGCCATTCCACATG 

TCATATGTGTGGTTATACTCATAATAA 

TGGGCCTTGTAAGCCTTTTCACC 

CTGCTTGACTCACCGGCTTCCTATTT 

GATGCACCCAGGCCCCCTTGTGGC 

GGGACAGAAACACAAACGCAAAAAAT 

TCAGACAAAAGCAGTAATGTTTAA 

GCGATCCTCATCCCTTCAGCAATATG 

TATTTGAGTTCACACTATTTCTGT 

TTTTGAACAGCGAAACCAGCGTTTGC 

GAGGGAGCCCCAATTTCACACCAG 

TTCCAAAAGAAAAACTAGTTGCAGTC 

AGGGAGCCAGCGAAAAGACAAAAA 

ACTGAGAGTGGTGTCTGGATATATTC 
CTTTTGTCTTCATCACTTTCTGAA 
GCATGCATTCATTGGTTGTTCAATAA 
GTGAGATGATTACAGATAATACTG 

CTGATTTCATAACCAGGCCGGACCAC 
GTGCAATAGGGTGGAAACCAAACT 
GAAGACGACGCGGATTACTACTGCTC 
TGTTGGCTACGGCTTTAGTCCCTA 
TGAACCTCAGCCCATTAGGCAGGAAA 
AGTTGATATTTAATAAACAAGGAA 
CCAAGGCACTTGG I i I i I CTGTTTTAT 
ATACTAATAATCAG GGCCTAAGT 

GGGGGCCATTCGATTCGCCTCAGTT 
GCTGCTGTAATAAAAGTCTACTTTT 
ACTTTAAGAAAAAACAAATAATTGTTG 
C AG AG GTCTCTGTATTTTG C A G C 
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Hs.277401 


NM_013449 


3106 


Table 3A 


Hs.234680 


NMJ513451 


3107 


literature 


Hs. 100299 


NMJJ13975 


3108 


Table 3A 


Hs.8262 


NM..013995 


3109 


Table 3A 


Hs.127649 


NM_Q14007 


3110 


Table 3A 


Hs.301175 


NM_014029 


3111 


Table 3A 


Hs.11125 


NMJ314041 


3112 


Table 3A 


Hs. 182238 


NMJM4052 


3113 


Table 3A 


Hs.76640 


NM_014059 


3114 


Table 3A 


Hs.279040 


NMJ) 14065 


3115 


Table 3A 


Hs.5327 


NM_014106 


3116 


Table 3A 


Hs.78961 


NMJH4110 


3117 


Table 3A 


Hs.26102 


NMJH4112 


3118 


Table 3A 


Hs.179898 


NMJ)14153 


3119 


Table 3A 


Hs.279474 


NMJ>14160 


3120 


Table 3A 


Hs.5232 


NMJ314165 


3121 


Table 3A 


Hs.181112 


NMJD14166 


3122 


Table 3A 


Hs.279761 


NM_014169 


3123 


Table 3A 


Hs.13645 


NM_014174 


3124 


Table 3A 


Hs.30026 


NMJ314188 


3125 


Table 3A 


Hs.121025 


NM_O14205 


3126 


Table 3A 


Hs.58685 


NMJ314207 


3127 


Table 3A 


Hs.70499 


NMJ)14210 


3128 


Table 3A 


Hs. 173902 


NM_Q 14225 


3129 


Table 3A 


Hs.273307 


NM_Q14230 


3130 


Table 3A 


Hs.332724 


NMJM4232 


3131 


Table 3A 


Hs. 14084 


NMJ114245 


3132 


Table 3A 


Hs.279919 


NMJ)14248 


3133 


Table 3A 


Hs.74711 


NMJD14230 


3134 


Table 3A 


Hs.227823 


NM_014287 


3135 


Table 3A 


Hs.54609 


NM_014291 


3136 


Table 3A 


Hs.10729 


NM_0143D6 


3137 


literature 


Hs.5212 


NMJJ14311 


3138 


Table 3A 


Hs.278994 


NMJH4313 



Table 8 

730491 8 bromodomain adjacent to zinc finger 

domain, 1A(BAZ1A), mRNA 

/cds={1 15,51 39) 
7304920 bromodomain adjacent to zinc finger 

domain, 2A (BAZ2A), mRNA 

/Cds=(739,6375) 
7305052 fer-1 (C.etegans)-Iike 3 (myoferlin) 

(FER1L3), mRNA/cds=(96.6281) 
771 0125 ligase III, DN A, ATP-dependent (LIG3), 

transcript variant alpha, mRNA 

/Cds=(323,3091) 
7669502 lyscsomal-associated membrane 

protein 2 (LAMP2), transcript variant 

LAMP2B, mRNA/cds=(137,1369) 
7662099 KIAA0414 protein (KIAA0414), mRNA 

/cds=(1 132,2535) 
7661739 HSPC022 protein (HSPC022), mRNA 

/CdS=(1 8,623) 
7661745 HSPC033 protein (HSPC033), mRNA 

/Cds=(1 68,443) 
7661715 GW128 protein (GW128) 

7662650 RGC32 protein (RGC32), mRNA 

/cds=(1 46,499) 
7661837 HT001 protein (HT001), mRNA 

/cds=(241,1203) 
7662624 PR01914 protein (PR01914), mRNA 

/cds=(1 222,1 425) 
1 3699255 protein phosphatase 1 , regulatory 

(inhibitor) subunit 8 (PPP1R8), mRNA 

/cds=(935,1318) 
7657658 trichorhinophalangeal syndrome I gene 

(TRPS1), mRNA/cds=(638,4483) 

7661761 HSPC055 protein (HSPC055), mRNA 

/cds=(1400,1903) 
8850222 HSPC070 protein (HSPC070), mRNA 

/Cds=(331,l581) 
7661785 HSPC125 protein (HSPC125), mRNA 

/cds=(79,606) 
7661787 HSPC126 protein (HSPC126), mRNA 

/cds=<25,837) 
7661 793 HSPC1 34 protein (HSPC1 34), mRNA 

/cds=(45,716) 
7661803 HSPC144 protein (HSPC144), mRNA 

/Cds=(446,1123) 
7661 831 cDNA FU13048 fis, done 

NT2RP3001399, weakly similar to 

SSU72 PROTEIN /cds=(27,488) 
7656935 chromosome 1 1 open reading frame 5 

(C11orf5), mRNA/cds=(45,1256) 
7656964 CDS antigen (p56-62) (CDS), mRNA 

/Cds=(72,1559) 
7657074 ecotropic viral integration site 2A 

(EV12A), mRNA /cds=(21 9,917) 
7657474 protein phosphatase 2 (formerly 2A), 

regulatory subunit A (PR 65), alpha 

isoform (PPP2R1A), mRNA 

/cds=(l38,1907) 
7657616 signal recognition particle 68kD 

(SRP68), mRNA /cds=(0,1 859) 

7657674 AV705126 cDNA, 5' end 

/clone=ADBCFB08 /clone_end=5' 

7657521 ring finger protein 7 (RNF7), mRNA 
/cds=(53,394) 

7657507 ring-box 1 (RBX1), mRNA /cds=(6,332) 

765761 0 splicing factor similar to dnaJ (SPF31), 

mRNA/cds=(7,801) 
10947030 pM5 protein (PMS), mRNA 

/Cds=(0,3668) 
76571 1 7 glycine C-acetyltransferase (2-amino-3- 

ketobutyrate coenzyme A ligase) 

(GCAT), mRNA /cds=(3,1262) 
7657014 hypothetical protein (HSPC1 1 7), 

mRNA /cds=(75, 1592) 
7657596 cDNA FLJ1 0927 fis, done 

OVARC1 000466 /cds=UN KNOWN 
7657594 Rhesus blood group, CcEe antigens 

(RHCE), mRNA ycds=(0, 1253) 



PCT/US01/47856 



1 CTGTACCAGTGCTGGCTGCAGGTATT 
AAGTCCAAGTTTATTAACTAGATA 

1 GCCACCTCTGTGTTCCTGTCATAGCA 
AATATGGGACCATCACCAGCTTAC 

1 TCCTGAGGTGATATACTTCATATTTGT 
AATCAACTGAAAGAGCTGTGCAT 

1 TGCTGGGTTTGCCATCTTTTTGTTTTC 
TTTGAAAAGCAGCTTAGTTACCC 

1 CCACTAGTTGATGTATGGTATCTTTA 
GATATTTGCCTGTCTGTTTGCTCA 

1 AATGGCCTACAACCAAGCTATTTGTC 

CCCTACTTTGAGTCTTAACTGTGG 
1 ATCCTGAGCTGCACTTACCTGTGAGA 

GTCTTCAAACTTTTAAACCTTGCC 
1 TGCTCTGAGATGGGGAACAGAACAC 

ACAAGTATGAAGTTTCTTTCAGGTG 
1 AAGCACACCCGTGGTTGTGAAAATAG 

TATAGCAAAAAAGAAAAATCCCCG 
1 TGTTTACCTGCTTGCAGCATATTAGA 

ACAGACGATCCATGCTAATATTGT 
1 AATCCTTACTTAAAATTCTTCCGTTAC 

CACCCTTGAAACAATTAGCTTTT 
1 ATAACAGTTCTATTTGGAATGATACC 

CACAACTCTACAAGCATCTTATCC 
1 AGAGATTTGTACATTTGTGTAATAGG 

CCTTTTCATGCTTTATGTGTAGCT 

1 TCTTGGTGTATTTCTTATGCAAACAAT. 
CTTCAGG CAGCAAAGATGTCTGT 

1 AACCTGTACTGTTGGTATTGTGTTAG 

TGTATGGACCAATACTGCCTGTAA 
1 AATTGAGGGACCATCAGATAACTGTA 

TTTTGTCAGGTGCAATAAAAACAA 
1 CTATGTGTACTCCTCATCCCTCCTGC 

TGTATATTTTCTCA I I I I I IGCGT 
1 TTAAAAGTAACAAAAACTG C CATTTGA 

CAGTAAAGGCTCTTGGCTTCTGT 
1 GCTCCCTTCTCTTTGATAGCAGTTAT 

AATGCCCTTGTTCCCAATAAAACT 
1 CTGAGATACTGCTGCTGGAATGGGC 

GAGACATTGCTGCAAAGAAGTCAAG 
1 CTGCGGCGTGTTAGGAATGACCTGG 

AATTGTCAATAAACAGATGCTGCTG 

1 AGCTCCCTAGCTGAACGGGTTACCCT 

GGTCATTAATAAAGCTGTGACTGG 
1 CTCATCTAAAGACACCTTCCTTTCCA 

CTGGCTGTCAAGCCACAGGGCACC 
1 GGCAGAATCCACACCAGCTTATCAAC 

CAACACAGCTAATTTTAGAATAGG 
1 GACAGGACAGTGACCTTGGGAGGAA 

GGGGCTACTCCGCCATCCTTAAAAG 



• 1 GGACAAGTTGGAACAGAAGACCAAG 
AGTGGCCTCACTGGATACATCAAGG 

1 CCCCAATTCTGTGGCG CATCCAGATT 

GTGAAAATGTACAATAAATGTGTA 
1 TTCAGAGAACTTTTTGCATGCTTATG 

GTTGATCAGTTAAAAAAGAATGTT 
1 TGCTGTTTCTGTAGCCATATTGTATTC 

TGTGTCAAATAAAGTCCAGTTGG 
1 ACGCCACCCAAACCTTTCACTTTCCA 

AAGAGCTAGCCGTCCTCCACCCAG 
1 GCATCTGAGATCCTGTTGGAAACCAC 

AGCAACCTGTATTCATTATTAGGA 
1 GGACGTGACCTGTGCTGAGGGCTGT 

GAGAATGTGAAACAACAGTGTGAAA 

1 GCCATCAGATTGATCTTCTTCACACC 
AAGCTCTGTTTACATTCCGAGAGG 

1 CCTTTCCTCACAGGGACCAAGACAAA 
GCATGGGACATGAAATTAAGAGTG 

1 AAGCATGATTCCCACAAGGACTAAGT 
ATCAGTGATTTGTAATTTTCCTGT 
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Hs.48433 


NMJJ14345 
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Table 3A 


Hs. 17839 


NMJJ14350 
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Table 3A 


Hs.283737 


NMJ314366 


3146 


Table 3A 


Hs.97101 


NMJJ14373 


3147 


literature 


Hs.279843 


NMJ314381 


3148 


Table 3A 


Hs.1 82470 


NM_014394 


3149 


Table 3A 


Hs. 128342 


NMJM4406 


3150 


Table 3A 


Hs.27258 


NM_014412 


3151 


Table 3A 


Hs.301956 


NMJJ14415 


3152 


Table 3A 


Hs.14125 


NMJH4454 


3153 


Table 3A 


Hs.323248 


NM_014456 


3154 


T a Wp ^A 


no. i i i 


NM 014463 


3155 
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Hs.1 27011 


NM_014464 
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Tahfp "*A 
i duty on 
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3157 


literature 


Hs.154149 


NM_014481 
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NM_014499 
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Table 3A 


Hs.1 87660 


NMJJ14504 
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Hs.239720 


NMJ314515 
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Table 3A 


Hs.17667 


NM.014521 


3164 


Table 3A 


Hs.275243 


NMJJ14624 


3165 


Table 3A 


Hs.173288 


NMJH4633 


3166 


Table 3A 


Hs.170307 


NMJJ14636 


3167 


Table 3A 


Hs.323580 


NMJ314644 


3168 


Table 3A 


Hs.1 6631 8 


NMJJ14646 
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Table 3A . 


Hs.323712 


NM_014664 


3170 


Table 3A 


Hs.1 32853 


NMJQ14666 


3171 


Table 3A 


Hs.1 55291 


NM_014670 



Table 8 

7657300 host cell factor homolog (LCP), mRNA 

/cds=(316,1536) 
7706606 integral inner nuclear membrane 

protein (MAN1), mRNA/cds=(6,2741) 
9790902 protein phosphatase 1, regulatory 

(inhibitor) subunit 15A (PPP1R15A), 

mRNA/cds=(240,2264) 
7656980 claudin 1 5 (CLDN 1 5), mRNA 

/cds=(254,940) 
76571 83 endocrine regulator (HRIHFB2436), 

mRNA /cds=(621 ,6920) 
7657123 TNF-induced protein (GG2-1), mRNA 

/cds=(1 97,769) 
7657047 AD-017 protein (LOC55830), mRNA 

/cds=(1 18,1 233) 
76571 35 putative G protein-coupled receptor 

(GPCR150), mRNA /cds=(321 ,1 337) 
7657336 mutL (E. coli) homolog 3 (MLH3), 

mRNA /cds=(H 4,4403) 
7657479 PTD010 protein (PTD 010), mRNA 

/cds=(129,1088) 
7657252 potassium large conductance calcium- 
activated channel, subfamily M, beta 

member 3-like (KCNMB3L), mRNA 

/cds=(243,1916) 
7656951 calcyclin binding protein (CACYBP). 

mRNA /cds=(1 17,803) 
7657702 zinc finger protein (ZNF-U69274), 

mRNA/cds=(161,3322) 
7657436 p53 regulated PA26 nuclear protein 

(PA26), mRNA /cds=(1 1 , 1 666) 
7657448 cDNA: FU22071 fis, done HEP1 1691 

/cds=UNKNOWN 
7657314 Lsm3 protein (ISM3), mRNA 

/Cds=(29,337) 
7657644 tubulointerstitial nephritis antigen (TIN- 
AG), mRNA /cds=(1 , 1 431 ) 
7656976 calcitonin gene-related peptide- 

receptor component protein (CGRP- 

RCP), mRNA /cds=(61 ,507) 
7656891 Homo sapiens, apurinic/apyrimidinic 

endonuclease(APEX nudeasej-fike 2 

protein, clone MGC:1418 

IMAGE:3139156, mRNA, complete cds 

/cds=(38,1594) 
1 3384595 nucleolar cysteine-rich protein 

(HSA6591), mRNA/cds=(173,1135) 
1 0092632 putative purinergic receptor (P2Y1 0), 

mRNA/cds=(0,1019) 
7657495 putative Rab5 GDP/GTP exchange 

factor homologue (RABEX5), mRNA 

^={77,1552) 
7657276 killer cell immunoglobulin-like receptor, 

three domains, short cytoplasmic tail, 1 

(KIR3DS1), mRNA/cds=(1 1,1174) 

7657384 CCR4-NOT transcription complex, 
subunit 2 (CNOT2), mRNA 
/cds=(115,1737) 

7657561 SH3-domain binding protein 4 
(SH3BP4), 

9845517 S1 00 calcium-binding protein A6 

(calcyclin) (S1 00A6), mRNA 

/cds=(102,374) 
7661949 KIAA0155 gene product (KIM0155), 

mRNA/cds=(86,36Q7) 
7662069 Ral guanine nucleotide exchange 

factor RalGPSlA (RalGPSlA), mRNA 

/cds=(267,1940) 
11036643 CDNAFLJ10757 fis, clone 

NT2RP3004578, highly similar to 

mRNA for KIM0477 protein ' 

/cds=UNKNOWN 
7662021 lipin 2 (LPIN2), mRNA /cds=(23 9,2929) 

7662203 KIAA0615 gene product (KIAA0615), 

mRNA/cds=(237,2927) 
7661967 K1AA0171 gene product (KIAA0171), 

mRNA/cds=(l0l,i978) 
7661 849 KIAA0005 gene product (KIAA0005), 

mRNA /Cds=(80,1 339) 



ACCTGTTGGTTTTAATGTGCATGTGA 

ATGGCCTAGAGAACCTATTTTTGT 

CCGACCAAGATCCCTCCCTGCAAGA 

CAGATGGGAATGTGTATAATAACTA 

GGGAGGCGTGGCTGAGACCAACTGG 

TTTGCCTATAATTTATTAACTATTT 

GGACGGTGTCCCCGCACGTTTGTATT 

GTGTATAAATACATTCATTAATAA 

ATCCTTTCCTCAACCTCCTCCTTTCC 

CAATTAATTTCAACCATAGTACGA 

GCCAGCTATGTCCTCTAGGAAATGAC 

AGACCCAACCACCAGCAATAAACA 

CTGTAAAAAGACAATTCATCTCATTGT 

GAGTGGAAGTAGTTATCTGGAAT 

GCATTTCAGAATGTGTCTTTTGAAGG 

GCTATACCAGTTATTAAATAGTGT 

CCAGGGTTTCTGCACTGGTCCCCTCT 

TTTCCCTTCAGTCTTCTTCACTTC 

ACACTGCTACACCATTACTTTCTTGA 

GACATTTGTAAGTCCTTTGATACA 

TGAATAACTAGTGATACCCTCAATAA . 

AACAGGGATTGCCAAGAAGGGAAC 



ACCTTTAACATGTAAAGATGCTCACC 

TTGTTCAGAAGAGAATAAACCAGT 

TATGTCATAAACATGTAAATAAAAGAT 

GTTGAATCTTGTTGAAAGCGCGG 

TTGTATTCTGGAAGCGTGAATTGCTT 

TTGAAGTCTGTCAGTATTACTGGT 

TTTGTAAGCGAAGGAGATGGAGGTC 

GTCTTAAACCAGAGAGCTACTGAAT 

ACTCACAACTTCTTAAGCTAAATGGT 

ATTTTCATTTTTCTCAAGCTCTCC 

AGTTTAGCAATATGACATTCTTGGTG 

ACAGTGGAATCTTTGTCTCTTCAC 

GCCACTGACCTTGGCTCACCTTAGAG 

GAATTTCCTCGAGAACAACAGAGA 

ACTTCTGTCTTTGCTGGAAAGTGTAT 
TTGTGCATAAATAAAGTCTGTGTA 



TTCTCTTTCTTCACAATGTATGTCCTC 

AGTGGTACCTATTATTGATGCCT 

CTGTGACCCGCTCCCGCCTCATGAG 

CAAGGAGAGTGGTTCATCAATGATT 

TGTAGGGTAAATGTGACTGGAATACA 

CCTTTGGAACGGAATTCTTTATCA 

AGAACTTCCAAATGCTGAGCCCAGAT 
CCAAAGTTGTCTTCTGTCCACGAG 



TGACAAATTAGAAGAACGGCCTCACC 
TGCCATCCACCTTCAACTACAACC 

TGGATATTTTAACCTGTTAAGTGTGT 
GTGTGTTTTCTGTACCCAACCAGA 
TAAATAGGGAAGATGGAGACACCTCT 
GGGGGTCCTCTCTGAGTCAAATCC 

TGTGTTAGGTTGAATAAGGTGTGGAA 
AATGCTTTTCTGTTAGTAGAATGC 
GCAGTAACCACTGAACGTCAATCAGC 
CCTCCATGGGGTTCTTTCGATTTT 

GTTTGAAGTTGTGACTCTCCTGCTAC 
CAATTAAATAAAGCTTACTTTGCC 



TGCAAGATGAATGGCTAATATTTTGG 

TGCAGTGTTTGATGTTCAAAACAA 

CTGCCTGTTCAGAACTGTTTAATAGC 

AGTTACTCTTGAGTGTATTTACCT 

ATTCTAGAGTTTGGAATGCAAAATTAA 

TTGTTTTACCCTCAAGCTGGGAA 

TGGGGTGMTTTGTTAAAATGAGTAA 

CTTTGATAAAGTTTTTCATGCACA 
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Hs. 154332 
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no. i j i / o i 


MtJi 014679 
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Hs. 186840 


NM_014686 
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Table 3A 


Hs. 11 1894 


NM_014713 
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Table 3A 


Hs.181418 


NM 014730 
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Table 3A 


Hs.81892 


NMJ)14736 


3178 


Table 3A 


Hs.80905 


NM_014737 


3179 


Table 3A 


Hs.1 08920 


NMJ314739 


3180 


Table 3A 


Hs.79768 


NM_014740 


3181 


Table 3A 


Hs.77724 


NM_014749 
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Table 3A 


Hs.77665 


NMJJ14752 


3183 


Table 3A 


Hs.77329 


NMJJ14754 


3184 


Table 3A 


Hs.76986 


NMJJ14757 


3185 


Table 3A 


Hs.75824 


NMJH4761 
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Table 3A 


Hs.75574 


NM_014763 
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Table 3A 


Hs.75416 


NMJJ14764 
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Table 3A 


Hs.74583 


NMJJ14767 


3189 


Table 3A 


Hs.52526 


NMJJ14779 


3190 


Table 3A 


Hs.28020 


NMJJ14805 
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Table 3A 


Hs.23488 


NMJ314814 


3192 


Table 3A 


Hs.279849 


NMJJ14819 


3193 


Table 3A 


Hs.17969 


NMJJ14827 


3194 


Table 3A 


Hs.1 94035 


NMJJ14828 


3195 


Table 3A 


Hs.173802 


NMJJ14832 


3196 


Table 3A 


HS.15Q87 


NM_014637 


3197 


Table 3A 


Hs.7764 


NMJJ14851 


3198 


Table 3A 


Hs.6684 


NM.014856 


3199 


Table 3A 


Hs.6336 


NM^014859 


3200 


Table 3A 


Hs.5737 


NMJM4864 


3201 


Table 3A 


Hs.5094 


NMJJ14868 


3202 


Table 3A 


Hs.273397 


NMJH4871 


3203 


Table 3A 


Hs.3085 


NMJJ14B77 


3204 


Table 3A 


no. I oc.o 


NM 014882 


3205 


Table 3A 


Hs.8170 


NMJH4886 


3206 


Table 3A 


Hs.23518 


NMJJ14887 


3207 


Table 3A 


Hs.239189 


nmj>14905 


3208 


Table 3A 


Hs.131915 


nmj>14913 


3209 


Table 3A 


Hs.1 10488 


NMJM491B 



Table 8 

7662001 KIAA0212 gene product (KIAA0212), 

mRNA/cds={58,2031) 
7661 899 KIAA0092 gene product (KIAA0092), 

mRNA/cds={53,1477) 
7662075 KIAA0355 gene product (KIAA0355), 

mRNA/cds=(B38,4050) 
13518239 lysosomal-associated protein 

transmembrane 4 alpha (LAPTM4A), 

mRNA/cds=(148,849) 
766 1 947 KIAA01 52 gene product {KIAA01 52), 

mRNA /cds=(1 28,1 008) 
7661 905 K! AA01 01 gene product (K1AA01 01 ), 

mRNA /cds=(61 ,396) 
7661 963 Ras association (RalGDS/AF-6) 

domain family 2 (RASSF2), mRNA 

/cds=(196,1176) 
7661 957 HT01 8 mRNA, complete cds 

/cds=(451,1179) 
7661919 KIAA01 1 1 gene product (KIAA01 11), 

mRNA/cds=(214,1449) 
76621 89 KIAA0586 gene product (KIAA0586), 

mRNA/cds=(274,4875) 
7661 907 KIAA01 02 gene product (K1AA01 02), 

mRNA/cds=(307,678) 
7662646 phosphatidyiserine synthase 1 

(PTDSS1), mRNA /cds=(1 02,1 523) 
13376996 mastermind (drosophiia)-like 1 

(MAML1), mRNA/cds=(263,3313) 
7661971 K1AA0174 gene product (KIAA0174), 

mRNA/cds=(63,1157) 
7661 91 1 mitochondrial ribosomal protein L1 9 

(MRPL19), mRNA /cds=(34,876) 
7661 885 DAZ associated protein 2 (DAZAP2), 

mRNA/cds=(69,575) 
7662035 KIAA0275 gene product (KIAA0275), 

mRNA/CdS=(316,1590) 
7662235 KIAA0669 gene product (KIAA0669), 

mRNA /CdS=(101 6,3358) 
7662293 KIAA0766 gene product (KIAA0766). 

mRNA/cdS=(116,1939) 
7651913 K1AA0107 gene product (KIAA0107), 

mRNA/cds=(25,1194) 
7662123 KIAA0438 gene product (K1AA0438), 

mRNA /cds=(1 17,2243) 
7662231 KIAA0663 gene product (KIAA0663), 

mRNA /cds=(21 3,2645) 
7662273 KIAA0737 gene product (KIAA0737), 

mRNA /cds=(32, 1897) 
76621 97 KIAA0603 gene product (KIAA0603), 

mRNA/cdS=(347,4246) 
7662023 KIAA0250 gene product (KIAA0250), 

76621 39 KIAA0469 gene product (KIAA0469), 

mRNA /cds=(1 84,1 803) 
76621 51 KIAA0476 gene product (KIAA0476), 

mRNA/cds=(568,4728) 
7662241 KIAA0672 gene product (KIAA0672), 

mRNA/cdS=(300,2756) 
7662149 KIAA0475 gene product (KIAA0475), 

mRNA /cds=(336, 1565) 
7662652 ring finger protein 10 (RNF10), mRNA 

■ /Cds=(698,2983) 
7662257 K1AA071 0 gene product (KIAA071 0), 

mRNA/cds={203,3550) 
7661883 hellcase KIAA0054 (KIAA0054), mRNA 

/cds=(1 45,5973) 
7651 881 KIAA0053 gene product (KIAA0053), 

mRNA/cds=(193,2109) 
7662676 hypothetical protein (YR-29), mRNA 

/Cds=(82,864) 
7656970 hypothetical protein from BCRA2 

region (CG005), mRNA 

/Cds=(l65,l916) 
7662327 glutaminase (GLS), mRNA 

/cds={1 9,2028) 
7662345 KIAA0863 protein (KIAA0863), mRNA 

/cds=(185,3580) 
7662433 KIAA0990 protein (K1AA0990), mRNA 

/Cds=(494,2902) 



1 AAAAGTATAGAGTTGGAAACTCTGGG 

AAAACTTACGGAAATACACAAATG 
1 ATGTGTCAACCACCATTTCAGCTATT 

AAAAACTCCTGTTATCTCGTTGTT 
1 TACAATGCTTCCAAACTGGAACTCTA 

CATTTTGTATCTTTTAAAGCTCCT 
1 GTGACTTGACTGTGGAAGATGATGGT 

TGCATGTTTCTAGTTTGTATATGT 

1 CCTTCCATGTCCCACCCCACTCCCAC 
CAAAAAGTACAAAATCAGGATGTT 

1 TGGTGTTTGATTATTGGAATGGTGCC 
ATATTGTCACTCCTTCTACTTGCT 

1 ACAGGGCCTCAGCAAGGGAGCCATA 
CATTTTTGTAACATTTTGATATGTT 

1 GGCTAAACGATTCTTACTCAGTGTGA 

TGTATAATGATGCAACAGGGACCC 
1 TAATGGGGTTTATATGGACTTTCTTCT 

CATAAATGGCCTGCCGTCTCCCT 
1 ATACCTTCTGAACGGGAAGAGACAGC 

CAGCACAGTGTTTATGCCACTGGT 
1 TTCCACTAGTATATCCCTGTTGATTTG 

TTTGTGCCTTTTATTAACTGCCA 
1 TCATCTGTGCCATGCTCTAGAACCTT 

GACCTTGATAGTTCACCACGTCTG 
1 ACTGCCCTTAACTCTGGTATACACCA 

AAAAGAAATCTTTACTTTCCTTGT 
1 AGGCAGCCTTTCTTTAATGTTTTCAGT 

TGGTTTGTATTTTGTAGCTCAGT 
1 CCAGAATGGTCTTTAATGAGCATGGA 

ACCTGAGCAAAGGGAATAGGTGGG 
1 TCTCTCTCTACACTGTGGTGCACTTA 

ACTrGTGGAATTTTTATACTAAAA 
1 ACTCAGCCTAAGGAAACAAGTACACT 

CCACACATGCATAAAGGAAATCAA 
1 TGTCAAATAAAAGAGAACGAACAGGT 

AGTTTGGTGGAGCTGAGCTAGTGT 
1 TTTGCATCATGTAGTCATTGAGTGAG 

GGGGAGATATAAGCCAAGGATTTT 
1 GCTTACTTCACAATGTGCCCAGGTCA 

GCTGTATAAAATAAATACTGCATT 
1 TGTAATGGTTGGTTTATTGTTCTATAA 

CCCCAGCCCATCATTTTCTGTGT 
1 AGTCAATGTTTCGTGTTCCGCATTATT 

TGAACCATTTGCCCTTACAGAAA 
1 AGGGAGCAGTGCTTTTGGGTCCTAG 

AACCTGTTGAGTTTCTAATGAATAT 
1 AATGACTTGTTATAGCTCAGTGTGCC 

CTTGAATCCATACAGTTTCTTAAA 
1 TGTTTTGTTTTCTGGGTTTTG I I I I i i 

GTTTTTGTCTGTGCAAGACCTGC 
1 GGCTTCCATGTCCAGAATCCTGCTTA 

AGGTTTTAGGGTACCTTCAGTACT 
1 CCTGACCTGTGCAATAAGGATTGTTC 

CCTGCGAAGTTTTGTTGGATGTAA 
1 GAGTCTGGGGTAAGGGTGGGGGTTG • 

AAAGTTGTTATCTTTAAATACATGT 
1 TTGATCTGCCAAGGATTTCCTCTCAG 

AGCTGTTGCACAGACAGAGATTGT 
1 GGGGGTTTCCACAATGTGAGGGGGA 

ACCAAGAAAATTTTAAATACAGTGT 
1 TGCCTGTCCCAAGTTTTGTTCCATTTT 

TTAAAAATTTGTTGTAAACTGCA 
1 TATTGTTACATATGTTTGCATCAAGCT 

AGCAGCCAAGAGGTTAATTGTGC 
1 AAACCAGAACAAGCAACAAACTGTAT 

TTATGCAAGCAAAATTGATGAGAA 
1 TGATGTTTCTGAATACTACCAAACAG 

CCATACATGTCTGCAATGAAGAGA 
1 TATCATCCTCCTTCTCAACCCATCTC 

CCTAACCCCACATGCTTGCCAGTT 

1 TTCTGAAATTGGGAAACATTTATTTTA 
AATGCAATCAGGTAGTGTTGCTT 

1 GACTGAATTTGACATCTGGTATGCTG 
GTATGTAGCTCATACATCAAGAGT 

1 TTGTACTTTTCAGAAC CATTTTGTCTC 
ATTATTCCTGTTTTAGCTGAAGA 
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Hs. 21 1576 


NM_005546 
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HS.70266 


NMJ314933 
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Hs.42959 


NM_014939 
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Table 3A 


Hs.24083 


NMJ314950 
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Table 3A 


Hs.323346 


NMJ)14953 
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Table 3A 


Hs.10031 


NMJ) 14959 
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Table 3A 


Hs. 227 133 


NM_0 14977 
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Table 3A 


Hs.184627 


NMJ)14999 
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Table 3A 


Hs.184245 


NM_015001 
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Table 3A 


Hs.151411 


NM_015057 
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Table 3A 


Hs. 132942 


NM_015071 
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Table 3A 


Hs.306117 


NMJD15125 


3223 


Table 3A 


Hs.79337 


NMJ) 151 48 
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Table 3A 


Hs.11000 


NM_015344 
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Table 3A 


Hs.287586 


NM.015384 
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Table 3A 


Hs.1 05460 


NMJJ15393 
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Table 3A 


Hs.99843 


NMJ)15400 
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Table 3A 


Hs.75884 


NMJI15416 


3229 


Table 3A 


Hs.64595 


NM_015423 
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Table 3A 


Hs.48320 


NM_015435 
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Table 3A 


Hs.12305 


NM_015509 
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Tab!e 3A 


Hs.6880 


NMJ315530 
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Table 3A 


HS.1 87991 


NM_015626 
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Table 3A 


Hs.1 56764 


NM.015646 
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Table 3A 


Hs.44563 


NMJQ15697 


3236 


Table 3A 


Hs.5324 


NMJM5702 


3237 


Table 3A 


Hs.1 10707 


NM_015726 
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Table 3A 


Hs.278573 


NMJJ15874 
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Table 3A ' 


Hs.1 04640 


NM_015898 



Table 8 

1 471 9827 death effector filament-forming Ced-4- 

like apoptosls protein (DEFCAP), 

transcript variant B, mRNA 

/cds=(522 l 4811) 
5031 81 0 IL2«inducib!e T-ce)l kinase (ITK), 

mRNA /cds=(2021 ,3883) 
7662369 yeast Sec31 p homolog (KIAA0905), 

mRNA/cds=(53,3715) 
7662447 KIAA1012 protein (KIAA1012), mRNA 

/Cds=(57,4364) 
7662437 KIAA0997 protein (KIAA0997), mRNA 

/cds=<262,2196) 
7662443 K1AA1 008 protein (KIAA1 008), mRNA 

/cds=(93,2879) 
7662403 KIAA0955 protein (KIAA0955), mRNA 

/cds=(313,1608) 
7662237 KIAA0670 protein/acinus (K1AA0670), 

mRNA /cds=(327,4352) 
7661921 K1AA0118 protein (KIAA0118), mRNA 

/Cds=(255,932) 
14790189 SMART/HDAC1 associated repressor 

protein (SHARP), mRNA 

/cds={204,11198) 
7662379 KIAA091 6 protein (K1AA091 6), mRNA 

/cds=(146,14071) 
7662207 GTPase regulator associated with the 

focal adhesion kinase pp125(FAK); 

KIAA0621 protein (KIAA0621), mRNA 

/Cds=(423,2867) 
1 1 056033 capicua protein (CIC) mRNA, complete 

cds /cds=(40,4866) 
8923825 KIAA01 35 protein (KIAA01 35), mRNA 

/cds=(18D3,3791) 
7662509 MY047 protein (MYQ47), mRNA 

/cds=(84,479) 
7661841 cDNA FLJ13648 fis ( clone 

PLACE1011340, weakly similar to IDN3- 

B mRNA /cds^UNKNOWN 
7661 631 DKFZP564O0823 protein 

(DKFZP564O0823), mRNA 

/cds=(1 70,904) 
7661691 DKFZP586N0721 protein 

(DKFZP586N0721), mRNA 

/cds=(726,1151) 
7661659 DKFZP586A011 protein 

(DKFZP586A011),mRNA 

/cds=(330,632) 
7661649 aminoadipate-semialdehyde 

dehydrogenase-phosphopantetheinyl 

transferase (AASDHPPT), mRNA 

/Cds=(166,1095) 
13491 169 mRNA for ring-IBR-ring domain 

containing protein Dorfin, complete cds 

/cds=(317,2833) 
7661639 DKFZP565B183 protein 

(DKFZP566B183), mRNA 

/cds={351,749) 
7661 569 DKFZP434D1 56 protein 

(DKFZP434D156), mRNA 

/cds=(230,1384) 
7661 595 DKFZP564A1 22 protein 

(DKFZP564A122), mRNA 

/cds=(2570,2908) 
7661677 RAP1 B, member of RAS oncogene 

family (RAP1B), mRNA /cds=(1 48,702) 

7661 549 Homo sapiens, Similar to RIKEN cDNA 
2310002F18 gene, done MGC:10413 
IMAGE:3954787, mRNA, complete cds 
/cds=(16,1131) 

7661547 hypothetical protein (CL25022), mRNA 
/cds=(157,1047) 

7657147 H326 (H326) t mRNA /cds=(1 76,1 969) 

7710144 methyt-CpG binding domain protein 2 
(MBD2), transcript variant testis- 
specific, mRNA /cds=(229,1 137) 

770621 5 H-2K binding factor-2 (LOC51 580), 
mRNA/cds=(238 r 1500) 

7705374 H I V-1 inducer of short transcripts 
binding protein (FBI1), mRNA 
/cds=(Q,1754) 



1 CTGGCTGTGTCACAGGGTGAGCCCC 
AAAATTGGGGTTCAGCGTGGGAGGC 



AATGGTCCCCTGTGTTTGTAGAGAAC 

TCCCTTATACAGAGTTTTGGTTCT 

TTCTTTCATGTCCTCCCTACTTCCTCA 

GTGTCAATCAGATTAAAGTGTGT 

TTTGAACTTTGGTCATAGAGTCTTCAT 

ATTTCAGTATTTGGTGGTCCCTA 

ACCCTAGAGTTACTCTCTTTTGG GAA 

CATAAGGAGGTATACAGAACTGCA 

TTGATGTGTCACAAAACATTACTCATT 

TGATTTCCCCCACCCCCGCCAAC 

TCAG GGCGTTTGAATGTGAATTAGGA 

CCAG CGCAATGAATGCTCAAGTTG 

AGTTCCCAGTCTCTTCTGTCCTGCAG 

CCCTTGCCTCTTTCCCACAGGTTC 

GTAGAATCAGGCACTGCTCGCAGAA 

GGAACACAGATTGTAGAGATTAACA 

TTTTCTCAGCGCAGTTTTGTTTTGTGT 

GTCCATTGGATTACAAACTTTAT 

TGCCTCATTATCTTGCAGCTGTAAAC 
ATATTGGAATGTACATGTCAATAA 
GCCATAGCCTGAATCTTTTAGGGGTA 
TTAAGGTCAGCCTCTCACTCTTCC 



AGCCGCCTTCCAGGCCCGCTATGCA 

GACATCTTTCCCTCCAAGGTTTGTC 

AGCAGCTTTCTTCAAGTCGCTCTTTA 

GCCCTTTGTGGTTAATCTCTCAGT 

TGCACTGATACAACATTACCATTCTTC 

TATGGAAAGAAAACTTTTGATGA 

ATAGAGGAGGAGGCACTTCAGGGGT 

GAGGCGGAGGAGGAGTCAACGTATT 

ATACCCACACAGCAACTGGTCCACTG 
CTTTACTGTCTGTTGGATAATGGC 

AGATTTGTGTCCTCTCATTCCCTCTCT 
TCCTCTTGTAAGTGCCCTTCTAA 

GCACTG I I I I \ AAACCCAAGTAAAGA 
CTGCTTGAAACCTGTTGATGGAAA 

AGATTTCCCCTCAGTTTCCATTGACTT 
AGATCAGGTTACAGAGAAAGGCA 



AGATCGAGATCTTCAGTCCTCTGCTT 
CATCTGTGAGCTTGCCTTCAGTCA 

AGTGACTAAATACTGGGAACCTATTT 
TCTCAATCTTCCTCCATGTTGTGT 

TGGCACTCTGTGGCTCCTTGTAGTAT 
TATAGCTATACTGGGAAAGCATAG 

TTGGTGAGTTGCCAAAGAAGCAATAC 
AGCATATCTGCTTTTGCCTTCTGT 

AATTGACCAACCTAATGTTACAACTA 
CTTTGAGGTGGCCAAATGTAAACT 

CTACTACGCTGCCCTGGGTGCTGTA 
GGAGCCCATCTGACTCACCAGAAAT 



AAGGCCTCAGTTTTAATTATTTTCTTC 

CCAAAATAAATCACACATTTGGT 

GGTGGGGTGATAGGGTGGGCTAAAA 

ACCATGCACTCTGGAATTTGTTGTA 

AGAGGCAGCTTCTAGACAGAGTTGCT 

TAATGAAAGGGTTTGTAATACTTT 

GCTCAGTTCCATATTTCATCCGTGAA 
AAACTTGCAATACGAGCAGTTTCA 
CAACGGCCAGGAGAAGCACTTTAAG 
GACGAGGACGAGGACGAGGACGTGG 
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HS.171774 
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Hs.119908 


NMJH5934 
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Hs.84038 
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Hs.7194 


NMJJ16Q07 
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3253 


Table 3A 
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Hs.286131 
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Hs.271614 


NMJJ16049 


3255 


Table 3A 


Hs.283670 


NMJJ16056 
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Hs.181271 


NMJH6057 
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Table 3A 


Hs.27693 


NMJM6059 
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Table 3A 


Hs.184542 


NMJJ16061 
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Table 3A 


Hs.32826 


NM_016063 
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Table 3A 


Hs.5887 


NMJ116090 
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Table 3A 


Hs.1 19503 


NM_016091 
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Table 3A 


Hs/7953 


NMJ316099 
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Table 3A 


Hs.27023 


NM_016106 
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db mining * 


HS.306603 


NM_016115 
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Table 3A 


Hs. 142295 


NMJJ16123 


3267 


Table 3A 


Hs.279921 


NMJ)16127 
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Table 3A 


Hs.1 02950 


NM_016128 
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Table 3A 


Hs.272398 


NM_016135 
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Table 3A 


Hs. 108969 


NMJM6145 
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Table 3A 


Hs.279901 


NMJ)16146 
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Table 3A 


Hs.303706 


NM_016154 
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Table 3A 


Hs.279518 


NM_016160 
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Table 3A 


Hs.75251 


NM_016166 
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Table 3A 


HS.241578 


NM_016200 


3276 


literature 


Hs.135756 


NM_016218 



Table 8 

7706235 transcriptional intermediary factor 1 

gamma (TIF1 GAMMA), transcript 

variant alpha, mRNA/cds=(84,3467) 
7706241 zinc finger protein mRNA, complete 

Cds/cds={1 073,31 33) 
7705428 hypothetical protein (HSPC014), 

mRNA/cds={82,507) 
7705430 hypothetical protein (HSPC016), 

mRNA/cds=(38,232) 
7706253 nucleolar protein NOP5/NOP58 

(NOP5/NOP58), mRNA /cds=(0,1 589) 
• 7706257 CGI-06 protein (LOC51604), mRNA 

/cds~(6,1730) 
7705599 pelota (Drosophila) homolog (PEIO), 

mRNA/cds={259,1416) 
7705715 eNOS interacting protein (LOC51070), 

mRNA /cds=(44 ,949) 
7706289 mRNA; cDNA DKFZp761 P061 21 (from 

clone DKFZp761P06121) 

/cds=UNKNOWN 
7705764 CGI-48 protein (LOC51096), mRNA 

fcds=(107,1672) 
7706297 CGI-74 protein 

7705782 CGI-72 protein (LOC51 105), mRNA 

/cds=(69,1400) 
7706321 CGI-99 protein (LOC51637), mRNA 

/cds=(161,895) 
7705603 CGI-101 protein (LOC51009), mRNA 

/cds={6,635) 
7705615 CGt-112 protein (LOC51016), mRNA 

/cds=(1 58,784) 

7706334 CGI-119 protein (LOC51643), mRNA 

/cds=(0,776) 
7706336 CGI-120 protein (LOC51644), mRNA 

/Cds=(37,570) 
7706338 peptidyiprolyl isomerase (cydophilin)- 

like 1 (PPIL1), mRNA/cds=(227,727) 
7706340 CGM27 protein (LOC51646), mRNA 

/cds={125,490) 
7705623 CGM 30 protein (LOC51 020), mRNA 

/cds=(63,575) 
9994184 RNA binding motif protein 7 (RBM7), 

mRNA /cds=(21 ,821) 
7705432 HSPC025 (HSPC025), mRNA 

/cds=(33,1727) 
7705820 HSPC041 protein (LOC51 1 25), mRNA 

/cds={141,455) 
7706370 vesicle transport-related protein 

(RA410). mRNA /cds=(7,1 929) 
7705830 CONAFU1 1517 fis, clone 

HEMBA1002337 /cds=UNKNOWN 
7705840 putative protein kinase NY-REN-64 

antigen (LOC51 135), mRNA 

/cds=(49,1431) 
7706384 HSPC035 protein (LOC51669), mRNA 

/cds={16,1035) 
1 1 559928 coat protein gamma-cop (LOC51 1 37), 

mRNA/cdS=(15,2639) 
7706730 transcription factor ets (TEL2), mRNA 

/cds=(75,1100) 

7706664 PTD008 protein (PTD008), mRNA 
/Cds=(233,553) 

7706665 PTD009 protein (PTD009), mRNA 
/Cds=(257,916) 

7706672 cDNA: FLJ21 1 92 fis, clone COL001 07, 
highly similar to AF1 65522 ras-related 
GTP-binding protein 4b (RAB4B) 
mRNA /cds=UNKNOWN 

4502146 amyloid beta (A4) precursor-like protein 
2 (APLP2), mRNA/cds=(72,2363) 

7706636 DEAD/H (Asj>Glu-Ala-Asp/His) box 

binding protein 1 (DDXBP1), mRNA 

/cds=(96,2051) 
7705424 U6 snRNA-associated Sm-like protein 

LSm8 (LOC51691), mRNA 

/cds=(82,372) 
7705343 polymerase (DNA-directed) kappa 

(POLK), mRNA /cds={1 72,2784) 

431 



1 ATACAGCCCCGGCAGAAAACGCCTA 
AAGTCAGATGAGAGACCAGTACATA 

1 ACCAGAAACTTCAAATGTGTCACAAA 

AGATGAGCAGAACTATCCCGAGGT 
1 AAAGCGAAGTCATGGGAGAGCCACA 

CTTGATGGTGGAATATAAACTTGGT 
1 TCCCTGCCATAACATCTTTTGCCACG 

TATAG CTGG AATTAAGTGTTGTCT 
1 CTGGTGACTCCACACTTCCAACCTGC 

TCTAAAAAACGCAAAATAGAACAG 
1 TGTGTAGTGGATGGAGTTTACTGTTT 

GTGGAATAAAAACGGCTGTTTCCG 
1 ACAGGGATTTCTTATGTCTTTGGCTA 

CACTAGATATTTTGTGATTGGCAA 
1 AGGCCTGAGTGTGTGCGGGAGACCA 

AATAAACCGGCTTGGGTGCGCAAAA 
1 AAGAAAGAAGAGAGAGAACTTGATGC 

CAAGTCCACGAAAAAACAATTTTT 

1 GATCCAGCTGTGCTTAAGAGCCAGTA 

ATGTCTTAATAAACATGTGGCAGC 
1 AAGCACTTGTTTTATTTTGTGTGTGGA 

GTATAAAGGCTACACCCTTATTG 
1 CCTTTTTCTACAGAATCATCAGGCAT 

GGGTAAGGTGGCTAACGCTGAGAT 
1 TGGGTATGTTCTAGAGATTTACCACC 

ATTG CTTATTG C I 1 1 1 1 1 CTTTAA 
1 TCTTCTTGATAGATGAGGCCATGGTG 

TAAATGGAAGTTTCAGAGAGGACA 
1 GTGGGTTGGTCCCACTAATGGAAATG 

GAAATGCCTGAGCCAGGCCAGCGG 

1 AATCTATTCCTGCACCTGTTACGGTT 

TCTGGAAGCAGTTAATAAAAAGTA 
1 GCATGGAGTCAGGAGAAAACCACCTT 

CATAAACTGCTCTGTGCAAAGAGG 
1 ACAAATGC CC CTGTTTATCAATAG G T 

GACTACTTACTACACATGGAACCA 
1 TGATTATATGCAGATTCCTAGTAGCA 

TGCCTTACCTACAGCACTATGTGC 
1 GGTCATTGAGCCTCAGGTAGGGAATA 

TATCAACCCGATTTCTTCCTCTCT 
1 7TTCAAAGTGCCCAGACTGTGTACAA 

AGACACATGTAATGGAGATTGTAC 
1 AGGACCGAAGTGTTTCAAGTGGATCT 

CAGTAAAGGATCTTTGGAGCCAGA 
1 AGTTTCAGTGTCAGAGATATTGTAGG 

TGCTAATACTGGATTTCGTCTCAG 
1 AGTTAGAAGAGCAATATGTTTCCTTC 

TCTGTAACAGTGTCCTAACAGTGA 
1 AGCTGCCACTTCCCAGAAGCCTACAT 

AATTATTTG CTCTATGAAGACGTT 
1 G CC ACTAATAAC ATTGGG CTAATATC 

TGCTGTGCTTCTCTGACAGGTAGT 

1 AGCATGCAGTTCTCTGTGAAATCTCA 

AATATTGTTGTAATAGTCTGTTTC 
1 TGAATCTATCCCCCAAGAAACCATCT 

TATCCCTGTAATAAATCAGCATGT 
1 GTGCTTCCAGGCGGCACTGACAGCC 

TCAGTAACAATAAAAACAATGGTAG 
1 GTCCATGTTTCTAGGGGTATTCATTT 

GCTTTCTCGTTGAAACCTGTTGTT 
1 TAGGTCCATAAATGTTGTAATAAATAT 

TCCTTTGATCTTGGTGTTTGCGT 
1 GCTAGTACCTGTTATTTATTACCTGG 

AGGCCTGTCCAGCACCCACCCTAC 



1 CCCACTATGCACAGATTAAACTTCAC 
CTACAAACTCCTTAATATGATCTG 

1 TGTGCTCTGTTTTACCTTACTCTGTTT 
AGAAAAGTATACAAGCGTGTTTT 

1 TGAGTGTGTCTCTGGATTTTGACCCC 
TTATTGATTCATTGTAATATGTAA 

1 ACATTTGTAAGGGCTCTCAAAGATTC 
ACAC ATG C CTATATTATC ATAAG A 



WO 02/057414 



3277 


Table 3A 
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Hs.5741 
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Hs. 127561 
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Hs.250646 


kill Hi 

NM_JJ 16252 
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Hs. 107740 


NWM)16270 
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Hs.6148 


NM_01 6275 
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Hs.279586 


NM_016283 
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Hs.6406 


NM_016289 
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Hs. 182366 


NM_016292 
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Hs. 14770 


NM_016293 
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Hs.284164 


NM_0 16301 


3289 


Table 3A 


Hs. 102897 


NMJ3 16302 
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Hs.284162 


NM_016304 


3291 
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Hs. 334811 


NMJ)16312 
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literature 


Hs. 11 0347 


NMJ316316 
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Hs.83761 


NM_0 16325 
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Hs.16085 


NM_016334 
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Hs.279918 


NMJ)16391 
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Hs.239720 


NM_016398 
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Hs.334788 


NM_0 16406 
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Hs.98289 


NM_016440 


3299 


Table 3A 


Hs,3059 


NMJ) 16451 
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Hs.172918 


NMJD 16466 
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Table 3A 


Hs. 171 565 


NM__016468 
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Hs.75798 


NMJ)16470 
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Hs.55847 


NMJJ16497 


3304 
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Hs.278429 


NM_016520 


3305 
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Hs.183125 


NMJH6523 
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Hs.75425 


NMJJ16525 
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Hs.239208 


NM_016533 
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Hs.10071 


NM_016551 


3309 
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Hs.179152 


NM_01 6562 
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Hs. 18552 


NM_0 16565 


3311 


Table 3A 


Hs.267182 


NMJM6569 
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Hs.14896 


NMJ>16598 
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Hs.24125 


NMJ)16604 


3314 


Table 3A 


Hs.46847 


NMJM6614 



Table 8 

7706705 SH3 and PX domain-containing protein 

SH3PX1 (SH3PX1), mRNA 

/Cds=(43,1830) 
7705321 membrane protein CH1 (CH1), mRNA 

/cds={124,4341) 
7705898 flavohemoprotein b5+b5R 

(LOC51167), mRNA/cds=(6,1459) 
7705900 myosin XVA (MY015A), mRNA 

/cds=(338,1D930) 
1 0442821 baculoviral IAP repeat-containing 6 

(BIRC6), mRNA/cds=<0,14489) 
7706468 Kruppel-like factor (LOC51713), mRNA 

/cds=(84,1151) 
7706470 selenoprotein T (LOC51714), mRNA 

/cds=(1 38,629) 
770621 1 adrenal gland protein AD-004 

(LOC51578), mRNA /Cds=(34 1,859) 
7706480 M025 protein (LOC51719), mRNA 

/Cds=(53 > 1078) 
7706484 heat shock protein 75 (TRAP1 ), mRNA 

/cds=(4,2118) 
7706486 bridging integrator 2 <BIN2), mRNA 

/cds=(38,1735) 
9994188 protein x 0004 (LOC51184), mRNA 

/cds=(31,885) 
1 0047097 CGI-47 protein (LOC51 095), mRNA 

/cds=(131,1348) 
1 00471 01 60S ribosomal protein L30 isolog 

(LOC51187), mRNA/cds=(143,634) 
7706500 Npw38-binding protein NpwBP 

(LOC51729), mRNA/cds=(143,2068) 
7706680 REV1 (yeast homolog)- like (REV1 L), 

mRNA /cds=(2l 2,3967) 
7706506 zinc finger protein 274 (ZNF274), 

mRNA /cds={401,2266) 
7706703 putative G-protein coupled receptor 

(SH120), mRNA/cds=(103,l470) 
7705450 hypothetical protein (HSPC1 1 1 ), 

mRNA/cds=(62,598) 
7705464 CCR4-NOT transcription complex, 

subunit 2 (CNOT2), mRNA 

/cds=(H5,1737) 
7705480 hypothetical protein FLJ14639 

(FU14639), mRNA /cds=(273,689) 
7705992 VRK3 for vaccinia related kinase 3 

(LOC51231). mRNA /cds=(1 18,1542) 
7705368 coatomer protein complex, subunit beta 

(COPB), mRNAtads=(l7B,3039) 
77060Q6 hypothetical protein.(LOC51239), 

mRNA/cds={0,527) 
7706010 hypothetical protein (LOC51241), v 

mRNA/cds=(0,320) 
7705508 hypothetical protein (HSPC207), 

mRNA/cds=(0,620) 
7706044 hypothetical protein (LOC51258), 

mRNA/cds=(0,386) 
7706556 hepatocellular carcinoma-associated 

antigen 59 (LOC51759), mRNA 

/cds=(27,896) 
7705573 killer cell lectin-like receptor subfamily 

F, member 1 (KLRF1), mRNA 

/cds=(64,759) 
8394498 ubiquitin associated protein (UBAP), 

mRNA/cds=(172,1680) 
7706622 ninjurin 2 (NINJ2), mRNA 

/cds=(56,484) 
7706574 seven transmembrane protein TM7SF3 

(TM7SF3), mRNA /cds=(37,1 749) 

7706092 toll-like receptor 7 (LOC51284), mRNA 

/cds=(1 35,3284) 
7706098 E2IG2 protein (LOC51 287), mRNA 

/cds=(131,421) 
7706728 T-box 3 (ulnar mammary syndrome) 

(TBX3), mRNA/cdS=(116,1906) 
7706132 DHHC1 protein (LOC51304), mRNA 

/cds=(214,1197) 
7706598 putative zinc finger protein 

(LOC51780), mRNA/cds=(744,4997) 
7705261 TRAF and TNF receptor-associated 

protein (AD022), mRNA 7cds=(1 6,11 04) 
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TCCGCATCCATTATTTAAACCAGTGG 
AAATTGTCTCTATTTTTGGAAAGT 

ACGGAGCTGTAGTGCCATTAGAAACT 

GTGAATTTCCAAATAAATCTGAAC 

AGCCTTCAGTTTCTTAAATGAAATCAA 

ATGTTCCTTCAGTACAG GTAACT 

CCAGACCCCCATCACTTGATGGGCC 

ACACAAGTTTGAGAGTGGTACAAGG 

TCAGGTTAAACCCAGCAGCAGCAAAG 

AACTCCCCAGTGACTTCCAGTTAT 

GGTGGGCATTTTTGGGCTACCTGGTT 

CGI I I 1 1 ATAAGATTTTGCTGGGT 

AGTGCAATAATACTGTATAGCTTTCC 

CCCACCTCCCACAAAATCACCCAG 

AATCATGTTGCAGAACCAGCAGGTGG 

ATAGTATATAGGTTTATGCCTGGG 

GGTGCAGCGTGTCAGACACAACATTC 

ATGTTACTCTTACATTGGAATCTG 

GGACTGACACCACAGATGACAGCCC 

CACCTCCTTGAGCTTTATTTACCTA 

ACGACCCATTTTGCAAGACTTAAAGC 

CGGAAGAACACATTTTCAGATTGT 

AGGAATTACTGTAACAAAATATGTAT 

GTCCGAAGGGAAAAAGCTGCAAGG 

TCCTGTGGAATCTGATATGTCTGGTA 

GCATGTCATTGATGGGACATGAAG 

ATGGCACTAGGCAGCATTTGTATAGT 

AACTAATGG CAAAAATTCATGG CT 

ATTTGATTAAAATTATTTCCCACTGAC 

CTAAACTTTCAGTGATTTGTGGG 

AAAGCAAGTGTTTTGTACATTTCTTTT 

CAAAAAGTGCCAAATTTGTCAGT 

AATCTGCACTGATATTACATCCACAG 

TACCACAGTATTTATGTGTATGAA 

ATGGTAGCTGAGCCAAACACGTAGG 

ATTTCCGTTTTAAGGTTCACATGGA 

AAGCCAGAACCTGCTGTTTTCAGGGT 

GGGTGATGTAAATATAGTGTGTAC 

TGACAAATTAGAAGAACGGCCTCACC 

TGCCATCCACCTTCAACTACAACC 

TCTTTCTGGTTTCTGGAGATAACCCA 

TCAATAAAAGCTGCTTCCTCTGGT 

GGGACCCCTCCTACCCTTGACTCCTC 

TGTGCTTTGGTAATAAATTGTTTT 

GTTCTGAATGCTGTCCTCAAAGTATA 

TAATGTTTCATGTACCAAGACCCT 

GACATCTGCTCCCTCCTCCTGCAACA 

CAGCCCAGCCCTGAAGGCCATCCG 

TGGGAAGATCCTGACCTCCTCCAAG 

GAAGAAATCCAGAAAGCCTTAAGAC 

AGCCAGTGATCTCTCTGACTTTCAAT 

CAGTTTCCAAGCTTAACCAGGGCA 

AAACGCATCCGCTATCTCTACAAACA 

CTTTAACCGACATGGGAAGTTTCG 

TCCTCCAGCTGACAGAAAAATCCAGG 

ATGAGATCAGAAGGATACTGGTGT 

TTCCAGGCTTTTGCTACTCTTCACTC 
AGCTACMTAAACATCCTGAATGT 

ACACCTAGTCATAGAAATCAGTCTCT 

CTGGTTTGTTTTGTATTATGTTGT 

CACTGCTTCCTTCTGCTCCAGGCCTC 

AATTTTCCCTTCTTGTAAAATGGA 

ACTTTCGGAGGGAGTTTATTATTGAG . 

TCTTTATCTGTGACAGTATTTGGA 

ATAGAGAGGTAATTAAATTGCTGGAG 

CCAACTATTTCACAACTTCTGTAA 

GTTCCACCAGTATTTACCAGGAAAAC 

AAAGAATGTGTTAAGGGATGCTCC 

TGCTATTTCCTATTTTCACCAAAATTG 

GGGAAGGAGTGCCACTTTCCAGC 

TG CTGCCACTTTTCAATTCTGTCAGT 

GCTTCCACATGGAAACAAAATGCA 

TCACTTTCTGTATTTTAATTTTGTTGA 

AGGGCTGATTGGGATTTCCATGT 

GCATGAAGAGACATAGCCTTTTAGTT 

TTGCTAATTGTGAAATGGAAATGC 
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Hs.107139 NM 016619 



Hs.1 06826 NM 016621 



HS.92918 
Hs.70333 



NM_016623 
NM 016628 



7706157 hypothetical protein (LOC51316), 
mRNA/cds=(1 01,448) 

7706159 cDNA FLJ13196 fis, clone 

NT2RP3004428, weakly similar to 
CHROMO DOMAIN HELICASE-DNA- 
BINDING PROTEIN 4 /cds=(385,2289) 

7705303 hypothetical protein (BM-009), mRNA 

/cds=(385,1047) 
7706169 mRNA for KIAA1844 protein, partial 

cds/cds=(0,1105) 



Hs.71475 NMJ316630 13699804 

Hs.278027 NMJ516733 8051617 

Hs.342801 NM_016734 9951919 

Hs.324470 NM 016824 9943847 



Hs.77273 NMJ)1693S 

Hs.1 59565 NMJ316952 

Hs.9082 NMJJ17426 

Hs.83551 NMJJ17459 

Hs.85100 NM 017491 



Hs.139262 

Hs.1 19018 

Hs.306195 

Hs.32922 

Hs.246875 

Hs.7942 

Hs.26369 

Hs.8928 

Hs.7862 

Hs.1 26721 

Hs.306668 

Hs.105461 

Hs.6631 

Hs.283685 

Hs. 14220 

Hs.1 32071 



NM_017523 
NM_017544 
NMJD17601 
NM_017632 
NMJ517644 
NM_017657 
NM_017746 
NM_017748 
NMJM7761 
NMJ)17762 
NMJ317774 
NMJ517780 
NMJD17792 
NMJ317801 
NM.017827 
NMJH7830 



Hs.5811 NM_017835 

Hs.5080 NM_017840 

Hs.39850 NMJ) 17859 

Hs.44344 NMJ317857 

Hs.107213 NMJ)17892 

Hs.55781 NM 017897 



9055373 
8393083 
8393857 
9665258 

9257256 

8923794 
8923943 
8922168 
8923039 
8923060 
8923087 
8923268 
8923270 
8923294 
8923296 
8923317 
8923329 
8923351 
8923369 
8923420 
8923426 



acid cluster protein 33 (ACP33), mRNA 
/CdS=(176,1102) 
LIM domain kinase 2 (LIMK2), 
transcript variant 2b, mRNA 
/Cds=(315,2168) 

paired box gene 5 (B-cell lineage 
specific activator protein) (PAX5), 
mRNA /cds=(448, 1623) 
adducin 3 (gamma) (ADD3), transcript 
variant 1, mRNA /cds=(3l ,2151) 

ras homolog gene family, member A 
(ARHA), mRNA 7cds=(1 51 ,732) 
surface glycoprotein, ig superfamily 
member (CDO), mRNA /cds={0,3722) 
nucleoporin p54 (NUP54), mRNA 
^={25,1542) 

microfibrillar-associated protein 2 
(MFAP2), transcript variant 1, mRNA 
/cds=(1 14,665) 

WD repeat domain 1 (WDR1), 

transcript variant 1, mRNA 

/cds={202,2022) 

XIAP associated factor-1 

(HSXIAPAF1), mRNA /cds=(0,953) 

transcription factor NRF (NRF), mRNA 

/cds=(653,1819) 

over-expressed breast tumor protein 
(OBTP), mRNA/cds=(0,224) 
hypothetical protein FU20036 
(FU20036), mRNA ycds=(1 62,1 904) 
hypothetical protein FLJ20D59 
(FU20059), mRNA /cds=(25, 1290) 
hypothetical protein FLJ20080 
(FU20080), mRNA/cds=(315,3044) 
hypothetical protein FU20287 
(FU20287), mRNA /cds=(131,2920) 
hypotheticaf protein FU20291 
(FU20291), mRNA /cds=(1 17,1394) 
hypothetical protein FU20312 
(FLJ20312), mRNA /cds=(1 33,552) 
hypothetical protein FLJ20313 
(FLJ20313), mRNA/cds=(344,1699) 
cDNA FLJ14089 fis. clone 
MAMMA1 000257 /cds=UNKNOWN 
hypothetical protein FLJ20357 
(FU20357), mRNA/cds=(35,2083) 
hypothetical protein FU20373 
(FLJ20373), mRNA /cds=(268,849) 
hypothetical protein FLJ20396 
(FLJ20396), mRNA /cds=(1 07,658) 
hypothetical protein FU20450 
(FU20450), mRNA /cds=(27,1583) 
ovarian carcinoma immunoreactive 
antigen (OCIA), mRNA /cds=(1 67,904) 



8923436 chromosome 21 open reading frame 59 
(C210RF59), mRNA /cds=(360,776) 

8923447 mitochondrial ribosomal protein L16 
(MRPL1 6), mRNA /cds=(1 1 1 ,866) 

8923486 • hypothetical protein FLJ20517 

(FLJ20517), mRNA /cds=(44,1690) 

8923502 hypothetical protein FLJ20534- 

(FU20534), mRNA /cds=(20,1060) 

8923548 hypothetical protein FU20585 

(FU20585), mRNA /cds=(99,746) 

8923558 hypothetical protein FLJ20604 

(FLJ20604). mRNA Vcds=(99,1 478) 

433 



TGTTGTCCCTGAACTTAGCTAAATGG 
TGCAACTTAGTTTCTCCTTGCTTT 
TCATAGTGTCAGTGAGGTCCCGTGAG 
TCTTTGTGAGTCCTTGTGTCATCG 



GTGCGTAGAATATTACGTATGCATGT 
TCATGTCTAAAGAATGGCTGTTGA 
CGTGGTTGTGGGAGGGGAAAGAGGA 
AACAGAGCTAGTCAGATGTGAATTG 

GGACATTGGTTATTTTATGCTTTCTTG 
GATATAACCATGATCAGAGTGCC 
GCAAGTGTAGGAGTGGTGGGCCTGA . 
ACTGGGCCATTGATCAGACTAAATA 

AATCAGAAGAGCCTGGAAAAAGACCT 
AGCCCAACTTCCCTTGTGGGAAAC 

TCAACAAAGGGGATTTTGTACACATA 
ACATGGGTTATTTAGTTTAACTCT 

CTTTTGTGCAGCGACTATGTTGGTGT 

TAGGGGTGGTGTGGAGATTGTTAA 

ATTTATGCCTTAAATGTTTTCTTCCCC 

ATTCCTTCCTCCCCCTCGGTAGG 

TTTGTATTTGTGAACTCATCTGTGGG 

AGGAGTAAAGAAAATCCAAAAGCA 

CCCCCGTGG GCATGGACCACCTTTAT 

TTTATACAAAATTAAAAACAAGTT 

ACTGTAAACTAATCTGTCATTG I I I I I 
ACCTTCCTTTTC Hill CAGTGC 

TACTTGCTGTGGTGGTCTTGTGAAAG 

GTGATGGGTTTTATTCGTTGGGCT 

AAAGAATTAGTGTATGCTTCCTGAAT 

AAAAAGGAGCCAAAGTTGATCAGA 

AGGGGGTGATTTTTGCTCTTGTCCTG 

AGAAATAACAGTGCTGTTTTAAAA 

AGCTTAAGGTTTTAAAAATGTTGCCC 

GTAATGTTGAACGTGTCTGTTAGA 

GGATGCACGTACAGAATACATTCAGC 

CGTCAGGTAATAACATGAAGCAGT 

GGACAGTTTCTATTGCTTTTCC i kill 

TCCATCCCTTCCCTACCATCAAA 

AGACTTACATTACTGCTTTAACGTGTA 

TATCACTGGGCATCCCCAAGGGC 

GTCAGGTTAGGTCAAAGCCAGGGAG 

TGACAGAATCTGGGAAATCAAACAA 

CCTCTTGATGCCTAAGCAGGTAAGCA 

GATGCCTAAGCTGTATTTCTCCAA 

TGGATCTGTCAAACTAACACTTATGC 

CTTTAGTCTCATTGTATGAGGTGT 

ACCTG CCATCATTGGTCTTTACTAAG 

TGAAGTGACTTCTTTCTTTAACAA 

GCTGCCAACTGTAGTAATGATGCTTT 

TAATAAAAGTGACCCATGATATGC 

ACTGTTGTCCCCCCACCCTTTTTTCC 

TTAAATAAAGTAAAAATGACACCC 

TGTGAATACTGTGTAGCAGGATCTTG 

AGAGTCCTTGTTCTTACATAGGCA 

AAGAG GCTTCCATCCCTCCTTCCTTC 

TTTCCTCCTACAGTGCTGAGCAAA 

GTTGAATTGGGGTGGATGGGGGGAG 

CAAGCATAATTTTTAAGTGTGAAGC 

TCACCAGCTGATGACACTTCCAAAGA 
GATTAGCTCACCTTTCTCCTAGGC 

CCCACTGAAGTCTTTGGGTAGCTCTT 
AAGCCATAACTAAGGAGCAGCATT 
AGTGACGAGGAGGAAGTGGCCTACA 
CGGGTTAGCTGCCCAGTGAGCGATC 

AACAGAAGTCAAGAGAACATAGACCA 

ACTTGCTGCATGAGTAAGGTGGCT 

TTTTCCCTGCTATTGAGGAAGTATTTT 

GCCTTCCCTACTCACTGAGAAGT 

CGGAACCAGAATTTGATCTCAACTAT 

GTTCCACTAAAGGCACAGGAATGG 
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NM_018331 


3372 


Table 3A 


Hs.8033 
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Hs.1 84465 


NM_018370 
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Hs.26194 
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Hs.266514 


NM_0 18394 
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Hs.183656 


NMJM8399 
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NMJJ18450 
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Table 8 

8923562 hypothetical protein FU20607 

(FLJ20607), mRNA/cds=(48,698) 
8923570 hypothetical protein FU2061 8 

(FLJ2Q618), mRNA /cds=(31 8,725) 
8923599 hypothetical protein FU20644 

(FU20644), mRNA/cds=(276,1637) 
8923601 hypothetical protein FLJ20647 

(FLJ20647), mRNA /cds=(90,836) 
8923614 hypothetical protein FU20671 

(FLJ20671), mRNA /cds=(72,494) 
8923662 hypothetical protein FU20736 

(FLJ20736), mRNA /cds=(1 30,1 851 ) 
7662439 KIAA1001 protein (KIAA1001), mRNA 

/cds=(458,2035) 
8922464 hypothetical protein FLJ 10496 

■ (FLJ10496), mRNA /cds={1 3,429) 
8922341 hypothetical protein FLJ 1 0307 

(FLJ10307), mRNA /cds=(28 ( 462) ' 
8922433 hypothetical protein FLJ1 0462 

(FLJ10462), mRNA /Cds={147, 1694) 
8922449 hypothetical protein FU 10482 

(FLJ10482), mRNA/cds=(149,1369) 
8922572 hypothetical protein FLJ 10652 

(FLJ10652), mRNA /cds={50,1 141) 
8922582 chromosome 19 open reading frame 5 

(C19orf5), mRNA/cds=(175,2193) 
8922653 hypotheUcal protein FLJ 1 0769 

(FLJ10769), mRNA /cds=(1 4,11 86) 
8922683 hypothetical protein FLJ10608 

(FLJ10808), mRNA/cds=(l80,1559) 
8922730 hypothetical protein FLJ 1 0875 

(FLJ10875), mRNA /cds=(1 00,2037) 
8922734 hypothetical protein FU 10879 

(FU10879), mRNA /cds=(1 0,2490) 
8922763 hypothetical protein FLJ10914 

, (FLJ10914), mRNA /cds=(71,685) 
8922793 mitochondrial ribosom3l protein S4 

(MRPS4), mRNA/cds=(47,601) 
8922813 hypothetical protein FLJ11000 

(FLJ1 1000), mRNA /cds=(223,780) 
8922872 hypothetical protein FU11 110 

(FLJ11110), mRNA/cds={44,1033) 
8922883 hypothetical protein FLJ1 1 125 

(FLJ1 1 125), mRNA /cds=(203,712) 
8922910 hypothetical protein FLJ11 164 

(FLJ11164), mRNA /cds=(56,1 384) 
8922957 hypothetical protein FU1 1 259 

(FLJ11259), mRNA/cds=(87,485) 
8922959 hypothetical protein FLJ 11 264 

(FU11264), mRNA /cds=(362,1189) 
8922984 hypothetical protein FLJ1 1 296 

(FU11296), mRNA/cds={303,1226) 
8923000 hypothetical protein FU 1 1 342 

(FLJ11342), mRNA/cds=(10,930) 
9055235 VNN3 protein (HSA238982), mRNA 

/cds=(45,1550) 
8922086 BRG1-Associated Factor 250a 

(BAF250a) mRNA, complete cds 

/cds=(378J235) 
8922092 uncharacterized bone marrow protein 

BM036 (BM036), mRNA /cds=(95,796) 

8923807 uncharacterized hypothalamus protein 

HT010(HT010), mRNA 

/cds=(226,1419) 
8923715 brain expressed, X-linked 1 (BEX1), 

mRNA/cds=(17l,548) 
892371 1 uncharacterized hypothalamus protein 

HARP11 (HARP11), mRNA 

/cds=(80,1333) 
8923867 mRNA for KIAA1249 protein, partial 

cds /cds=(0,2850) 
8922080 hypothetical protein ASH1 (ASH1), 

mRNA /cds=(309,92l8) 
8923700 G protein-coupled receptor 48 

(GPR48), mRNA/cds-(444,3299) 
13236498 COBW-like protein (LOC55871), 

mRNA /cds=(64, 1251) 
8923876 PDZ-blnding kinase; T-cell originated 

protein kinase (TOPK), mRNA 

/cds=(154,1122) 
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CGCACCTTGTGTCTTGTAGGGTATGG 

TATGTGGGACTTCGCTGTTTTTAT 

AGCAGTTATATTGCCCCTTGGTTTTTA 

TTCAGTTTAACTACTGTTTCCAA 

AGCAAAATCCTCAGAAATGGTCTAAA 

TAAAACACTTGATATGCCTAGAGA 

TGATTTTGCAACTTAG GATGTTTTTGA 

GTCCCATGGTTCATTTTGATTGT 

TTACCTGGATTCCATTGGCTGGTTTT 

ACCACTCCTATCAGATTGTAGTGT 

CTCTTTGCCCTCTATCCTGAGTAACT 

AATGGACATCTTCTCATGCAAGGT 

GCCACAGAATGGTCACCCAGCTTATT 

TAGGTGTAGACAAGTATGACACAG 

GCCACAGAGGCTCCAATACCTGGGA 

ATGTTCACAAAGTCATCAACTGGAA 

AGAATGTGTGTGCCTGTGGGTCTCTA 

CAAGTGACAGATGTGTTGTTTTCA 

TCCAAATTGTTTCCTAACATTCTATTT 

TATGCCTTTGCGTATTAAACGTG 

GCCTCTACTGTGGCCTCAACCCTGG 

CAATTATAGCTACTCCCATCCCTTA 

AACTGAACACAATTTTGGGACAACGT 

TTAAACATTACTTTTCATACTTGA 

CTCAGCCCAGCCCGCCTGTCCCTAG 

ATTCAGCCACATCAGAAATAAACTG 

ACTGTGCCATGGACATTTrTCCTCTG 

GGGAATTAACATCTAAATTCTGGT 

ACAACGCTCTTAGAGAATCCGTGAAT 

GTGAACAGACAAATGTGGCTAACC 

TAGGAGAATAAGAGTCTGGAGACTG 

GGAGCCTTCACTTCGGCCTCCGATT 

TGCTGAGTGGTTACACTTTGCAAGCT 

GTGGTGAAGATCACACTGTGAAGA 

CCCAGTGCTGATGGAGATGCCACTTT 

CGTGTGACTGCGAACATTAAAGCA 

TGTTCAGGATCTCCTCCCTTGTTTAA 

ATGTCAATAAATGCCCCAACTGCT 

TTATTCATATATTCCTGTCCAAAGCCA 

CACTGAAAACAGAGGCAGAGACA 

AGGTCATCCACACACTTCTGCCCCCA 

CTGCATTGAA I III) JGCTTATGT 

TTTTCGTTCTCCTCCTACCCCAGATC 

TCTACAAGGACATTGCCCCTAAGC 

GTGTTTGTAATTCTTCTTTGTCCTTTT 

ACCTACAGAAATGGTCACATGGT 

AGGATGTTTGTAGTGCTATAATATAG 

AATGGGATTTACTCTGCTTTACCA 

AGCTAATTATCTCTTTGAGTCCTTGCT 

TCTGTTTGCTCACAGTAAGCTCA 

TCCTACTTATTTAAGCTATTTGAGCTC 

CGGGTCTCTTCTACCTGCATTCT 

AGTGATTGCCACCTAAATCAGAAGAC 

GTTCTAAAGTCAGTAAGAAAGTGT 

CACGCTTAGGGCAGGGATCTGGGAA 

ATTCCAGTGATCTCCTTTAGGAGAG 

TTTCTAATCGAGGTGTGAAAAAGTTC 

TAGGTTCAGTTGAAGTTCTGATGA 

TCATTCTG I I I I I GATGAACATTTGGA 
AACTGTCGGGC I I I I TATTAAAG 

CAATGCCCTGTGTTAAATTGTTTAAAA 
GTTTCCCTTTTCTTTTTTGCCAA 

ACCTATTGCATGGAAAGATGCTCATT 
ATAGTGAAGTTAATAAAGCACCTT 
AGAGGACTATAGTGGAAGTGAAAGCA 
TTCTGTGTTTACTCTTTGCATTAA 

TGAATTGCACTGTGAAAAGCACTCTT 

CCCTCTCAGTTTTCGTTCATCCTG 

CCATGGGGTCAGAAGGGCACGGTAG 

TTCTTGCAATTATTTTTGTTTTACC 

AATGTGGGAAGGATTTATTTACAGTG 

TGTTGTAATTTTGTAAGGCCAACT 

AGCTACTGTGACAGAAACAGAAAAGC 

AGTGGACAACACGTTTCCAAGAAG 

TGCTCATGCTGACTTAAAACACTAGC 

AGTAAAACGCTGTAAACTGTAACA 
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Hs.241576 


NM_oi8630 


3397 


Table 3A 


Hs.283022 


NMJ518643 


3398 


Table 3A 


Hs.14317 
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Hs.1 95292 
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Hs.78825 
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NMJM8838 
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Hs.1 83842 
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Hs.44234 


NM_018965 
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Hs. 274428 
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Hs.61053 


NM_018986 
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Hs.80618 


NM_018996 
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Hs.83954 


NM_019006 
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NM_0 19044 
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Hs.1 10746 


NM_019052 
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Hs.274248 


NMJM9059 
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Hs.1 24835 
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NM_019111 
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Table 8 

8924082 hypothetical protein PR01843 

(PR01843), mRNA/cds=(964,1254) 
8924144 hypothetical protein PR02266 

(PR02266), mRNA/cds=(258,626) 
7770258 PR02975mRNA, complete cds 

/cds=UNKNOWN 
10092612 zinc finger protein 331; zinc finger 

protein 463(ZNF361), mRNA 

/cds=(376,1767) 
8924027 mitochondria solute carrier protein 

(MSCP) mRNA, complete cds, 

alternatively spliced /cds=(44,51 1) 
8924027 mitochondria solute carrier protein 

(MSCP) mRNA, complete cds, 

alternatively spliced /cds=(44,51 1) 
13699864 hypothetical protein PR01853 

(PR01853), mRNA/cds=(472 t 771) 
8924137 PR02219 mRNA, complete cds 

/cds=(823,1056) 
89241 81 hypothetical protein PR02577 

(PR02577), mRNA /cds=(491 ,664) 
8924261 triggering receptor expressed on 

myeloid cells 1 (TREM1), mRNA 

/cds={47,751) 
8923941 nucleolar protein family A, member 3 

(H/ACA small nucleolar RNPs) 

(NOLA3), mRNA /cds=(97,291) 
8924241 putative tumor antigen (SAGE), mRNA 

/Cds=(167,2881) 
8923908 erbb2-interacting protein ERBIN 

(ERBB2IP), mRNA/cds=(323,4438) 
10047081 matrin 3 (MATR3), mRNA 

/cds=(254,2800) 
10092656 13kDa differentiation-associated 

protein (LOC55967), mRNA 

/cds=(53,490) 
11024713 ubiquitin B (UBB), mRNA 

/cds=(94,783) 
9507202 triggering receptor expressed on 

myeloid cells 2 (TREM2), mRNA 

/Cds=(94,786) 
9507032 TRF2-interacting telomeric RAP1 

protein (RAP1), mRNA /cds=(1 38,1 034) 

9506676 hypothetical protein (FLJ20356), 

mRNA /Cds=(91 f 3285) 
9506648 hypothetical protein (FLJ2001 5), 

mRNA /Cds=(31 ,522) 
9506852 protein associated with PRK1 (AWP1) f 

mRNA/cds=(244,804) 
9506632 hypothetical protein (FLJ10996), 

mRNA /cds=(1 35,857) 
9506772 HCR (a-helix coiled-coil rod 

homologue) (HCR), mRNA 

/cds=(79,2427) 
9506858 hypothetical protein FLJ20758 

(FU20758), mRNA /cds=(464,1306) 
9506562 hypothetical protein (FLJ20225), 

mRNA/cds=(177,860) 
1 1 464998 KIAA0430 gene product (KIAA0430), 

mRNA/cds=(0,3599) 
9506780 major histocompatibility complex, class 

II, DR alpha (HLA-DRA), mRNA 

/cds=(26,790) 
9506400 Rho guanine nucleotide exchange 

factor (GEF) 3 (ARHGEF3), mRNA 

/cds=(127,1707) 
14141155 heterogeneous nuclear 

ribonucleoprotein H2 (H') (HNRPH2), 

mRNA /cds=(78, 1427) 
9624976 class-l MHC-restricted T cell 

associated molecule (CRTAM), mRNA 

/cds=(0,1181) 
9624976 class-l MHC-restricted T cell 

associated molecule (CRTAM), mRNA 

/cds=(0,H81) 
9790172 protein phosphatase 4 regulatory 

subunit2(PPP4R2), mRNA 

/cds=(417,1778) 
991 0435 Mus muscuius cDNA sequence 

AB041581 (AB041581), mRNA. 



TCCAATGCAGTCCCATTCTTTATGGC 

CTATAGTCTCACTCCCAACTACCC 

GGTGTCTGACTTAATGACTCCTGCTG 

AAGTTGAATTGTGAGATGTTATCC 

CATTTGTCTGGAAATGCTGCCGGGAG 

CCTATTGTGTAAATGTAGGTATTT 

GCGGGAAGGCATGTAACCACCTAAA 

CCATCTCCGAGAACATCAGAGGATC 

CAGGTCAACCCCCACCGGACCTACA 
ACCCGCAGTCCCACATCATCTCAGG 

CAGGTCAACCCCCACCGGACCTACA 
ACCCGCAGTCCCACATCATCTCAGG 

TTTAGGGTTGTGACTGGCTTTGGTGC 

AAATGTGTGCTCAAGCTAATAAGT 

ACTTGTGTTTTGTTTGGGGGCTGGGA 

AATGTATTTTTACATTGTAGCCAA 

AACATTGTG CTCTAAC AGTATGACTA 

TTCTTTCCCCCACTCTTAAACAGT 

CCAAGGGAGGAGGGAGGAGGTAAAA 

GGCAGGGAGTTAATAACATGAATTA 

TACTCTTTGGCATCCAGTCTCTCGTG 
GCGATTGATTATGCTTGTGTGAGG 

CCTTCCAGAAGCTACGAAAAAGGGA 

GCTGTTTAAATTTAATAAATCTCTG 

AAGTGCCATAGAAGACCAATAACTGT 

TTAGTTGAGGCTAGTCTGGAACCT 

TGGATTCAAGTTACTGAAGTGAATAC 

C AATAAAAAGAAAACCCTAG G CC A 

AGGAGTGGATCCCACCTTCAACACCT 

TACAAGTAAAGACAATGAAGAACA 

CAGTAATAGCTGAACCTGTTCAAAAT 
GTTAATAAAGGTTTCGTTGCATGG 
AGGGAGTGGGGAGGTGGTAAGAACA 
CCTGACAACTTCTGAATATTGGACA 

AAAATTAGTGGATTGACTCCACTTTG 
TTGTGTTGTTTTCATTGTTGAAAA 

AATGGAGGCACGAACGCAGGGGCCA 

AATAGCAATAAATGGGTTTTGTTTT 

TGTTTTGATTGTTTTGCAAGGAAGAA 

AGACAATGGAATAACATACCTTCA 

TCATTGCTGTCTACAGGTTTCTTTCA 

GATTATGTTCATGGGTTTGTGTGT 

GAAAACAGACCTTGTGCTGAGGACAC 

GTCAATAAAAATTATACCTTCCCC 

G GGATACC AGCTGAGTCTGAATTCTG 

CTCTAAATAAAGACGACTACAGAG 

TGGCTCGGATAAGAGATGGGACATC 

ATTCAGTCACTAGTTGGATGGCACA 

AACTTGATGAAAGTATTGCAGTATTG 

ATGCCATTGTAGAATAGAACTGGA 

TTTGTGTGTTGGGACCAAACAGTTGT 

CAATAAACTTTACAAGCGAGCATC 

CATGGGGCTCTCTTGTGTACTTATTG 

TTTAAGGTTTCCTCAAACTGTGAT 

AGGTGGTCAATGAATG7TTTGATGAA 
ATGAATGTTTTTGTATAATGGCCT 

ACGGGACAATTTTAAGATGTAATACC 
AATACTTTAGAAGTTTGGTCGTGT 

ACAGCAAACTTTGGCATTTATGTGGA 
GCATTTCTCATTGTTGGAATCTGA 

ACAGCAAACTTTGGCATTTATGTGGA 
GCATTTCTCATTGTTGGAATCTGA 

ACTTTTATGTAAAAAAGTG CACCTTTA 
GTTTTACAAGTAAAGCAGGTTGT 

TCTTAATAATAATG AAGAC GACTTAC C 
CTGTGGAATTGAACACACTGGTG 
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NMJJ20135 


9910349 


3424 


Table 3A 


Hs.1 10796 
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9910541 
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literature 


Hs.9822 


NM_020195 


9910259 
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Hs.283611 


NMJJ20217 
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Hs.79457 


NM_017860 
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Hs.4859 


NM_020307 


9945319 
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Hs.283728 


NM_020357 


9966826 
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Hs.322901 


NM_020368 


9966798 
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Hs.111988 


NM_020382 


9966854 
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Hs.12450 


NM 020403 


14589940 
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Hs.286233 


NM_020414 


14251213 
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Hs.287369 


NM.020525 


10092624 
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Hs.81328 


NMJ320529 


10092618 


3440 
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Hs.78868 


NMJD20548 


10140852 


3441 


literature 


Hs.247302 


NMJJ20648 


10190663 


3442 


literature 


Hs.149342 


NMJJ20661 


10190699 
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Hs.295231 


NMJJ20666 


10190705 
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Hs.1 05052 


NM_020979 


10280625 
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Hs. 104624 


NMJJ20980 


11038652 
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Hs.211563 


NMJJ20993 


10337612 
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Hs.6574 


NMJ)21008 


10337616 
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Hs. 178391 


NM_021029 


10445222 
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literature 


Hs.51011 


NM_021064 
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Hs.63302 
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10835108 
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Hs.324406 


NMJ)21104 


10863874 
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(DKFZP434L1021), mRNA 
/cds={53,1198) 

endomembrane protein emp70 
precursor isolog (LOC56889), mRNA 
/cds=<1 9,1779) 

putative helicase RUVBL (LOC56897), 
mRNA/cds=(238,1575) 

GTP-binding protein SAR1 (SAR1) 
mRNA, complete cds/cds=(1 24,720) 

Homo sapiens, Similar to RIKEN cDNA 
1 20001 4H1 4 gene, clone 
IMAGE:31 39657, mRNA, partial cds 
/cds=(0,523) 

postreplication repair protein hRAD18p 
(RAD18), mRNA/cds=(77,1564) 

DC13 protein (DC13), mRNA 
/cds=(175,4l4) 

GL004 protein (GL004), mRNA 
/cds=(72,728) 

HCNP protein; XPA-binding protein 2 
(HCNP), 

hypothetical protein DKFZp547l014 

(DKFZp547l014),mRNA 

/cds=(1774,2166) 

hypothetical protein FLJ20519 
(FLJ2051 9), mRNA /cds=(74,604) 

cyclin L ania-6a (LOC5701B), mRNA 
/cds=(54,1634) 

PEST-containing nuclear protein 
(pcnp), mRNA/cds=(18,554) 

disrupter of silencing 10 {SAS1 0), 
mRNA/cds={161.1600) 

PR/SET domain containing protein 07 
(SET07), mRNA /cds=(1 50,1331) 

protocadherin 9 (PCDH9), mRNA 
/cds=<1 18,3729) 

sperm autoantigenic protein 17 
(SPA17), mRNA/cds=(1210,1665) 

interteukin 22 (IL22), mRNA 
/cds^l.610) 

nuclear factor of kappa light 
polypeptide gene enhancer in B-cells 
inhibitor, alpha (NFKBIA), mRNA 
/cds=(94,1047) 

diazepam binding inhibitor (GABA 
receptor modulator, acyl-Coenzyme A 
binding protein) (DBI) r mRNA 
/cds=(0,314) 

twisted gastrulation CTSG), mRNA 
/cds=(1 3,684) 

activation-induced cytidine deaminase 
(AICDA), mRNA/cds=(76,672) 



/cds=(153,1514) 
adaptor protein with pleckstrin 
homology and src homology 2 domains 
(APS), mRNA /cds=(1 27,2025) 

aquaporin 9 (AQP9), mRNA 
/cds=(286,1173) 

B-cell CLL/iymphoma 7A (BCL7A), 
mRNA/cds*<953,1648) 

suppressin (nuclear deformed 
epidermal autoregulatory factor- 1 
(DEAF-l)-related) (SPN), mRNA 
/cds=(356,20H) 

ribosomal protein L44 (RPL44), mRNA 
/cds=(37,357) 

muscleblind (Drosophi!a)-iike (MBNL), 
mRNA/cds=(1414,2526) 

H2A histone family, member P 
(H2AFP), mRNA /cds=(30,422) 

NADH dehydrogenase (ubiquinone) 
flavoproiein 2 (24kD) (NDUFV2), mRNA 
/cds=(1 8,767) 

myotubularin related protein 3 (MTMR3) 



/cds=(83,160) 
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GCTGCTGTGTGTATTTATGAATATTAA 
TGAATAAAAACTGCTTGGATGGT 

ACCGTGTAAAGTGGGGATGGGGTAA 
AAGTGGTTAACGTACTGTTGGATCA 

TAAATTTATTTATTTATGAAAAAACCT 

CGTGCCGAATTCTTGGCCTCGAG 

GGGTTTCCGCTGGCTCTCCCAGTATA 

TTGACTGATGTTTGGACGGTGAAA 

GTACAGTTACTCATGTCATTGTAATG 

ATTTCACTCCTAACTGTGACATTT 



ACTGAGTTGTCAGAAATTATGTCAAA 
ATGAAAACTGTTTGTTTCATGACA 

ACCTGACTTCACCATGTTTATTCCCTT 
TGCCTACAACCAGTTAATATCTG 
TCATGCGTGAACAATTTAAAAAACGA 
CAGAATAAGGTACAAATGTAGTGT 
CCCATCCCCCCTCCCCACCCCCATC 
CCCAATACAGCTAC GTTTGTACATC 
CCAACAAAATTGG G ATCATC C AAACT 
GAGTCCATCTGGCTAATTCTAAAT 

TGACTGGAACTGAGAGTAAATTGGGA 

ATGTATGACCAATCTTAGACCCTG 

TGTTTAAATGATGGTGAATACTTTCTT 

AACACTGGTTTGTCTGCATGTGT 

ACCTAAGGTCAAGCTGGGAGAGAGA 

AATGACTGAGATGAATGTCTTTACT 

GCTTAGGGAAATTTCACAGTTCATTG 

TG GAGTGTTAAACTTAG AAC ATGT 

TGTTACAGGTTTCCAAGGTGGACTTG 

AACAGATGGCCTTATATTACCAAA 

TGTTACTGCTTTGCCAGTTCTACGTT 

ATTTACAATTATTCAGCTCTTGCA 

TTTCTGTATTGCAGTGTTTATAGGCTT 

CTTGTGTGTTAAACTTGATTTCA 

AACTAACCCCCTTTCCCTGCTAGAAA 

TAACAATTAGATGCCCCAAAGCGA 

GTTTGTGTTACCCTCCTGTAAATGGT 

GTAC ATAATGTATTGTTG GTAATT 



GCTCACCATACGGCTCTAACAGATTA 
GGGGCTAAAACGATTACTGACTTT 



CGGCTGATGGGACAGGAATTGAAGA 
AGAGAATTGACTCGTATGAACAGGA 
TGGTGCTACGAAGCCATTTCTCTTGA 
TTTTTAGTAAACTTTTATGACAGC 

TGAGAAACTGTTTGACCTGGTTCGAA 
GAATGTTAGAATATGATCCAACTC 
GGTGGGACACGCCAAGCTCTTCAGT 
GAAGACACGATGTTATTAAAAGCCT 



TGCTTTGAAGCTACCTGGATATTTCC 

TATTTGAAATAAAATTGTTCGGTC 

ATCGCCAAGAACCTGGTTAGAGGCAT 

AAAGACCI 1 1 I I I CACCGTTACCT 

TGCTGCGACGCACATACATACGTGTT 

GTGTCTGTCAATAAAGTGTAAATA 



TGGGAGGAGATAAGAAGAGAAAGGG 

CCAAGTGATCCAGTTCTAAGTGTCA 

TGCAGTAGTTGACTTTGCTGTATGGA 

AAAATAAAGTGAAATTGCCCTAAT 

GCTAAATAAGGAATACTCATGCCAAG 

ATCATCGAATTGTGCCTCCTCCCT 

ACCCAAGGGACCTGGATTTGGTGTAC 

AAGCAGGCCTTTAATTTATATTGA 

GG AGTCAG TCAGTGCTCCTATATTTT 
TCATTTTTTGTCAAAGCAAGAAGT 
TTTGTGGCCGAGTGTAACAACCATAT 
AATAAATCACCTCTTCCGCTGTTT 
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Hs.198282 NM_Q21105 10863876 

Hs.75968 NMJJ21109 11056060 

Hs.154890 NMJ521122 12669906 

Hs.96 NMJ321127 10863922 

Hs.71618 NM_021128 14589956 

Hs.184011 NM_021129 11056043 

Hs.267690 NM_021130 10863926 

Hs.84981 NNL021141 12408650 

Hs. 12743 NMJJ21151 10863952 

Hs.7137 NM_021188 10853994 

Hs.8185 NMJ321199 10864010 

Hs.12152 NMJD21203 14917112 

Hs.25726 NMJ)21211 10864022 

Hs.29417 NMJ)21212 10864024 

Hs.274363 NMJJ21257 10864064 

Hs.19520 NMJ)21603 11125763 

Hs. 104305 NMJ121621 14719827 

Hs.17757 NM_021622 11055985 

Hs.106747 NM_021626 11055991 

Hs.3826 NMJ)21633 11056005 

Hs.155418 NMJ321643 11056053 

Hs.279S81 NMJ321644 14141158 

Hs.174030 NM_021777 11496993 

Hs.288906 NM_021818 11141888 

Hs.10724 NM_021821 11141894 

Hs. 154938 NMJJ21825 11141900 

Hs.302003 NM_021922 11345453 

HS.7174 NM 021931 11345467 



phospholipid scramblase 1 (PLSCR1), 
mRNA/cds=(256,12l2) 
thymosin, beta 4, X chromosome 
(TMSB4X), mRNA /cds=(77,21 1) 
fatty-acid-Coenzyme A ligase, long- 
chain 2 (FACL2), mRNA/cds=(13,2109) 

phorboM 2-myristate-1 3-acetate- 
induced protein 1 (PMAIP1), mRNA 
7cds=(1 73,337) 

polymerase (RNA) II (DNA directed) 
polypeptide L (7.6kD) (POLR2L), mRNA 
/Cds=(21,224) 

pyrophosphatase (inorganic) (PP), 
nuclear gene encoding mitochondrial 
protein, mRNA /cds=(77, 946) 

mRNA for K1AA1228 protein, partial 
cds/cds={0,2176) 

X-ray repair complementing defective 
repair in Chinese hamster cells 5 
(double-strand-break rejoining; Ku 
autoantigen, 80kD) (XRCC5), mRNA 
/cds=(33,2231) 

carnitine O-octanoyltransferase 
(CROT), mRNA/cds=(136,1974) 
clones 23667 and 23775 zinc finger 
protein (LOC57862), mRNA 
/cds=(182,1618) 

CG1-44 protein; sulfide dehydrogenase 
like (yeast) (CGI-44), mRNA 
/cds=(76,1428) 

APMCF1 protein (APMCF1), mRNA 
/cds=(l6,831) 

transposon-derived Busterl 
transposase-like protein (LOC58486), 
mRNA/cds=(468,2549) 

HCF-binding transcription Factor 
Zhangfei (ZF), mRNA /cds=(457,l275) 

neuroglobin (NGB), mRNA 
/cds=(0,455) 

FXYD domain-containing ion transport 
regulator 2 (FXYD2), transcript variant 
b, mRNA/cds=(67,261) 

death effector filament-forming Ced-4- 
like apoptosis protein (DEFCAP), 
transcript variant B, mRNA 
/cds=(522,4811) 

pleckstrin homology domain- 
containing, family A (phosphoinositide 
binding specific) member 1 (PLEKHA1), 
mRNA/cds=(66,1280) 

serine carboxypeptidase 1 precursor 
protein (HSCP1), mRNA 
/cds=(32,1390) 

cDNA FU14750fis, clone 
NT2RP3002948, weakly similar to 
RING CANAL PROTEIN 
/cds=(200,1906) 

GS3955 protein (GS3955), mRNA 
/Cds=(1 225,2256) 

heterogeneous nuclear 
ribonucleoprotein H3 (2H9) (HNRPH3), 
transcript variant 2H9, mRNA 
/cds=(1 18,1 158) 

a disintegrin and metalloproteinase 
domain 28 (ADAM28), transcript variant 
1,mRNA/cds=(47,2374) 

WW Domain-Containing Gene 
(WW45), mRNA/cds=(215,1366) 

MDS023 protein (MDS023), mRNA 
/cds=(335,1018) 

hypothetical protein MDS025 
(MDS025), mRNA/cds=(5,769) 

Fanconi anemia, complementation 
group E (FANCE), mRNA 
/cds=(185,1795) 

hypothetical protein FU22759 
(FU22759), mRNA/cds=(2,2113) 



TTCTACATGAAATGTTTAGCTCTTACA 

CTCTATCCTTCCTAGAAAATGGT 

GGACGACAGTGAAATCTAGAGTAAAA 

CCAAGCTGGCCCAAGTGTCCTGCA 

TGTTTTGGGGTCTGTGAGAGTACATG 

TATTATATACAAGCACAACAGGG C 

AGGAACAGTTAGTTCTCATCTAGAAT 
GAAAGTTCCATATATGCATTGGTG 

TGTGTGTGTATCCCATACCCCACTCT 
GGAAGGAACCATCCAGTAAAGGTC 

GTGCAAGGGGAGCACATATTGGATG 
TATATGTTACCATATGTTAGGAAAT 

TTTCCTTGTTCCCTCCCATGCCTAGC 
TGGATTGCAGAGTTAAGTTTATGA 
ACCCAGTCACCTCTGTCTTCAGCACC 
CTCATAAGTCGTCACTAATACACA 



TGAATCACATTGTCAGAA I I I I I ICCT 
CCTCGCTGTTCAATTTTGTAGTT 
AGATGCCTTGTTGCTTTGAAGAAGGG 
AGTGATGTCAATTCTCTTGTTACA 

CCATGTGGGCTACTCATGATGGGCTT 
GATTCTTTGGGAATAATAAAATGA 

AAAAGTTCTCTGTAGATTTCTGAAGT 
GCATATTCATTGATGCCAAGAAAA 
GGAGGAGTTTGCATGTCTCATGATAA 
CCAAATGTMGATGAAAATAAAAG 

TTGGTGACTTAGTGATTTTGTCATTTT 

TTACATCAACTTCATGGTCTTGT 

CGCCCGGCAGCCCCCATCCATCTGT 

GTCTGTCTGTTGGCCTGTATCTGTT 

GGCATCGCCAACGCCTGCCTCGTGC 

CACCTCATGCTTATAATAAAGCCGG 



CTGGCTGTGTCACAGGGTGAGCCCC 
AAAATTGGGGTTCAGCGTGGGAGGC 



GCCGTCCTCAGTTACCTTTCATGAGG 
CTTCTAGCCAAAGATGATAAAGGG 



AGGATAAAATCATTGTCTCTGGAGGC 
AATTTGGAAATTATTTCTGCTTCT 

CGGGTGATTACAGGCACCAGTGCAG 
TGATGATTGTACTTATTTGACACAT 



GCCTCTGGTGCTTTGTCCTGTATTTG 
GTTTAATGTTTTTGTCCTAATCTC 
TTGATGTGAATTCAGTTATTGAACTTG 
TTACTTGTTTTTGCCAGAAATGT 



AAGCTTCGAACTCAAAATCATGGAAA 
GGTTTTAAGATTTGAGGTTGGTTT 

CCCAGTTAGATATCAGTGAGTTTGAA 

TAACTGAAGAAATGTTGACAATGT 

AAGTACACCTGTCAGCTGTTTCTTAC 

CACTTCGATGGTTGTGATTAATTT 

TGTTTG CTTGAACAGTTGTGTAAATC 

ATACAGGATTTTGTGGGTATTGGT 

TGACCTTCTGTGTTTTTGTTTCTGACT 

TGAATAATTTATCAATGGTGTTG 

CCAGGGCTGCTTTGCTGTGATGATGA 
TTGCATTTCAACACATGCCAGATG 
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Table 8 

1 1386185 membrane-spanning 4-domains, 

subfamily A, member 2 (Fc fragment of 

IgE, high affinity I, receptor for; beta 

polypeptide) (MS4A2), mRNA 

/cds=(90,983) 
1 141 5027 T-cell leukemla/lymphoma 1 A (TCL1A), 

mRNA/cds=(45,389) 
1 1496238 v-rel avian reticuloendotheliosis viral 

oncogene homolog A (nuclear factor of 

kappa light polypeptide gene enhancer 

In B-cells 3 (p65)) (RELA), mRNA 

/cds=(38,1651) 
13676856 hypothetical protein FU 14642 

(FU14642), mRNA/cds=(23,583) 
1 1 527399 DNA sequence from PAC 75N1 3 on 

chromosome Xq21.1. Contains ZNF6 

like gene, ESTs, STSs and CpG islands 

/cds={567,2882) 
1 1 527401 methylmalonate-semlaldehyde 

dehydrogenase (ALDH6A1), mRNA 

/cds=(42,1649) 
11 545764 CXC cftemofcine ligand 16 (CXCLf 6). 

mRNA/cds=(423,1244) 
1 1 545834 cutaneous T-cell rymphoma-associated 

tumor antigen se20-4 (SE20-4), mRNA 

/Cds=(1 29,2210) 
1 1 545870 SAM domain, SH3 domain and nuclear 

localisation signals, 1 (SAMSN1), 

mRNA /Cds=(82,1 203) 
11545897 PP1201 protein (PP1201), mRNA 

/cds=(75,1010) 

11545897 PP1201 protein (PP1201), mRNA 
/Cds=(75,1010) 

1 3937360 topoisomerase-related function protein 
4-2 (TRF4-2), mRNA /cds=(336,869) 

1 1 967984 hypothetical protein FLJ12820 

(FU12820), mRNA/cds=(156,1451) 
11968022 zinc finger protein 106 (ZFP106), 

mRNA/cds=(335,5986) 
1 1 968038 hypothetical protein FLJ22405 

(FU22405), mRNA /cds=(81, 1334) 
1 1 968042 PC3-96 protein (PC3-96), mRNA 

/Cds=(1 19,586) 
1 1 968052 hypothetical protein FLJ21 952 

(FLJ21952), mRNA /cds=(424,1665) 
11968056 hypothetical protein FLJ13433 

(FU13433), mRNA/cds=(35,1225) 
14165467 mRNA; cDNA DKFZp586A0618 (from 

cloneDKFZp586A0618) 

/cds=UNKNOWN 
13384603 C-type (calcium dependent, 

carbohydrate-recognition domain) lectin, 

superfamily member 12 (CLECSF12), 

mRNA /cds=(71, 676) 
12232376 Fanconi anemia, complementation 

group F (FANCF), mRNA 

/cds=(13,1137) 
12232380 Hpall tiny fragments locus 9C 

(HTF9C), mRNA /cds= (235, 1662) 
12232392 hypothetical protein FLJ14153 

(FLJ14153), mRNA/cds=(30,1427) 
12232396 E3 ubiquitin ligase SMURF2 

(SMURF2), mRNA/cds=(8,2254) 
12232440 mRNA for KIAA1646 protein, partial 

cds/cds=(0,1446) 
1 3027789 matrix metalloproteinase 1 9 (MMP 1 9), 

transcript variant rasi-3, mRNA 

/cds={1642,1899) 
1 3699866 microtubule-associated proteins 1 A/1 B 

light chain 3 (MAPI A/1 BLC3), mRNA 

/cds=(84,461) 
12597628 hypothetical protein FLJ12972 

(FU 12972), mRNA /cds=(1 68, 1076) 
1 2597634 B-cell lymphoma/leukaemia 1 1 B 

(BCL11B), mRNA/cds=(267,2738) 
1 2597638 hypothetical protein FLJ21 21 3 

(FU21213), mRNA /cds=(74 r 1 042) 



PCT/US0J 747856 



1 GAGTTACCACACCCCATG AG GGAAG 
CTCTAAATAGCCAACACCCATCTGT 



TTCTATCCTTGACTTAGATTCTGGTG 
GAGAGAAGTGAGAATAGGCAGCCC 
TCTTGCTCTTTCTACTCTGAACTAATA 
AAGCTGTTGCCAAGCTGGACGGC 



TGCAAACAAATGCATAAATGCAAATG 
TAAAGTAAAGCTGAAATTGATCTC 
ATGCTACTTGGGAGAAAACTCTCACT 
AACTGTCTCACCGGGTTTCAAAGC 



TGCAATGGAATATAAATATCACAAAG 
TTGTTTAACTAGACTGCGTGTTGT 

TTTCACCTCCTCAGTCCCTTGCCTAC 
CCCAGTGAGAGTCTGATCTTGTTT 
CGCCTCTCCCCGTGGACCCTGTTAAT 
CCCAATAAAATTCTGAGCAAGTTC 

AGGATTCGCTGTTGAAACAAGTTGTC 
CAAGCAATGTTATATTCATTTTTA 

GGAAGGGGGACAAGGGTCAGTCTGT 
CGGGTGGGGGCAGAAATCAAATCAG 

GGAAGGGGGACAAGGGTCAGTCTGT 
CGGGTGGGGGCAGAAATCAAATCAG 

TTTTTCCCAGCTCGCCACAGAATGGA 
TCATGAAGACTGACAACTGCAAAA 

AGGAGTGGCCTAAGAAATGCGTGTTT 

CAGTGACTAGATTATAAATATTCT 

AGCTGTGAACTTCGTAACTTTGTAAA 

GCAAGATATAAAGCAAATACAAGA 

AGGAGGGATCACCTGCACTGAGAAT 

GAGGCAGTTTGACACAGATCACAAA 

TGTTCCACTACCAGCCTTACTTGTTTA 

ATAAAAATCAGTGCAAAGAGAAA 

ACCTCAGATTTTGTTACCTGTCTTTTA 

AAAATGCAGATTTTGTCAAA TCA 

TTAACGGCTTCACTGGACAGTTTTCC 

TTAGAAGGTAGTTTTGTGTGACTG 

ACCGTGGGTGTGTCCAAGAAGAAATA 

AGTCTGTAGGCCTTGTCTGTTAAT 

CCAATGGATATTTCTGTATTACTAGG • 
GAGGCATTTACAGTCCTCTAATGT 



TAGCTTTAGAAAATAACAGTTTGTGAA 
CTTACTTCCCTATATTTGCAGCT 

CTTTGTGGACTAGCCAAGGCTGTGAG 

GGCCAGAATAAACAACTGCTCAAC 

GCCGAGCAATGACCCTTTTCAATTTC 

TTATTTCTGTGTTACTGAGGACCC 

GAAACATGTGGATTTGCTGTGGAATG 

ACAAGCTTCAAGGATTTACCCAGG 

TTTGATCTGAAATGTTTGAGAAGACA 

CGAATAAAGTTACTTGGGCAGAAA 

TCCCATCAAAAAGGTATCAAATGCCT 

TGGAAGCTCCCTGATCCTACAAAA 

ATCTGACATTATTGTAACTACCGTGT 
GATCAGTAAGATTCCTGTAAGAAA 

ACCTTGTACCATGGAAAACATGAAAA 

GAGTCTTAGAAGTAAAGAACAACA 

AGCATGTGTCTGCCATTTCATTTGTA 

CGCTTGTTCAAAACCAAGTTTGTT 

TGAGCTGTATTACCATAAGTAGAATTT 

TAAGTAAACTGGTGAATTTGGGC 
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3512 Table 3A Hs.194688 NM_023005 

3513 Table 3A Hs.168232 NM_023079 

3514 db mining Hs.37026 NM_024013 

3515 Table 3A Hs.302981 NMJ324033 

3516 Table 3A Hs. 11 5960 NMJJ24036 

3517 Table 3A Hs.7392 NMJ)24045 

3518 Table 3A Hs.103834 NMJ)24056 

3519 Table 3A Hs.1 15659 NMJ524Q61 

3520 Table 3A Hs.267400 NM_024095 

3521 Table 3A Hs.321130 NMJJ24101 

3522 Table 3A Hs.109701 NMJJ24292 

3523 Table 3A Hs.78768 NM_024293 

3524 Table 3A Hs.323193 NM_024334 

3525 Table 3A Hs.15961 NMJJ24348 

3526 Table 3A Hs.8121 NM_024408 

3527 db mining Hs.12315 NM_024557 

3528 Table 3A Hs.337561 NMJE4567 

3529 db mining Hs.236449 NMJK4898 

3530 literature Hs.72241 NMJ)30662 

3531 Table 3A Hs. 196270 NMJ)30780 

3532 Table 3A Hs.211458 NM_030788 

3533 cytokine arrays Hs.46468 NMJB1409 

3534 Table 3A Hs.301183 NMJJ31419 



3535 Table 3A Hs.245798 NMJ)31435 



3536 db mining Hs.238730 NMJJ31437 

3537 Table 3A Hs.103378 NMJJ31453 

3538 Table 3A Hs.281397 NMJJ31480 

3539 RG Hs.334591 NMJJ32223 
housekeeping 

genes 

3540 Table 3A NA R11456 

3541 RG Hs.170222 R14692 
housekeeping 

genes 

3542 Table 3A Hs.100896 R18757 

3543 RG Hs.82927 AK025706 
housekeeping 

genes 

3544 RG Hs.240013 R44202 
housekeeping 

genes 



Table 8 

14670389 bromodomain adjacent to zinc finger 

domain, 1B (BA21B). transcript variant 

1, mRNA/cdS=(352,4803) 
12751494 hypothetical protein FLJ13855 

(FLJ 13855), mRNA /cds=(31 4,1 054) 
13128949 interferon, alpha 1 (IFNA1), mRNA 

/cds=(67,636) 
8922813 hypothetical protein FU11000 

(RJ11000), mRNA/cds=(223,780) 
1 31 28987 hypothetical protein MGC31 03 

(MGC3103), mRNA /cds=(1 0,984) 
13129005 nucleolar protein GU2 (GU2), mRNA 

/cds=(1 07,2320) 
1 31 29025 hypothetical protein MGC5576 

(MGC5576), mRNA /cds={51 ,803) 
13129035 hypothetical protein MGC5521 

(MGC5521), mRNA /cds={1 63.708) 
1 31 29097 hypothetical protein MGC5540 

(MGC5540), mRNA/cds=f77 t 943) 
13129107 hypothetical protein MGC2771 

(MGC2771), mRNA /cds=(1 84,1986) 
1 3236509 ubiquitin-like 5 (UBL5), mRNA 

/cds=(65,286) 
13236521 malignant cell expression-enhanced 

gene/tumor progression-enhanc 

(LENG4), mRNA/cds=(1101,1700) 
1 3236586 hypothetical protein MGC3222 

(MGC3222), mRNA /cds=(1 49, 1351) 
1 325951 3 dynactin 3 (p22) (DCTN3), transcript 

variant 2, mRNA /cds=(1 6,546) 
1 3249343 Notch (Drosophila) homolog 2 

(NOTCH2), mRNA/cds=(12,7427) 
13375722 hypothetical protein FLJ1 1608 

<FU 1 1 608), mRNA /cds=(561 , 1 1 84) 
1 3375737 hypothetical protein FLJ21 616 

(FU2161 6), mRNA /cds=(1 1 9,1 093) 
1 3376352 hypothetical protein FU22757 

(FLJ22757), mRNA /cds=(92,2473) 
13489053 mitogen-activated protein kinase 

kinase 2 (MAP2K2), mRNA 

/Cds=(263,1465) 
1 3540550 folate transporter/carrier (LOC81 034), 

mRNA /cds=(1 28,1 075) 
1 3540564 DC-specific transmembrane protein 

(LOC81501), mRNA /cds=(51,1463) 
14043039 chemokine (C-C motif) receptor 6 

(CCR6), transcript variant 2, mRNA 

/cds=(551,1675) 
1 3899228 molecule possessing ankyrin repeats 

induced by iipopolysaccharide (MAIL), 

homolog of mouse (MAIL), mRNA 

/cds=(48,2204) 
13899258 hypothetical protein DKFZp564l0422 

(DKFZP564I0422), mRNA 

/cds=(5l0,1196) 
1 3899264 hypothetical protein MGC1 0823 

(MGC10823), mRNA /cds=(63, 1 235) 
13899290 hypothetical protein MGC11034 

(MGC11034), mRNA/cds=(245,640) 
1 3899339 hypothetical protein AD034 (AD034), 

mRNA/cds=(195,1880) 
14149927 hypothetical protein FLJ22427 

(FLJ22427), mRNA/cds=(40,2631) 

7641 91 spleen 1 NFLS cDNA clone 

IMAGE:1 29880 5» similar to 
768965 Na+/H+ exchanger NHE-1 isoform 

[human, heart, mRNA, 4516 nt] 

/cds=(577 t 3024) 
772367 ygl7e04.M cDNA, 5' end • 

/c)one=(MAGE:32522 /clone_end=5' 
10438309 cDNA: FLJ22053 fis, clone HEP09502, 

highly similar to HUMAMPD2 AMP 

deaminase (AMPD2) mRNA 

/cds=UNKNOWN 
822065 mRNA; cDNA DKFZp547A1 66 (from 

clone DKFZp547A1 66) 

/cds=UNKNOWN 



1 GCCCCATTAAAGGGTGAACTTGTAAT 
AAATTGGAATTTCAAATAAACCTC 

1 TGCCCTAATCTTGAGTTGAGGAAATA 

TATGCACAGGAGTCAAAGAGATGT 
1 AACGTCATGTGCACCTTTACACTGTG 

GTTAGTGTAATAAAACATGTTCCT 
1 TTATTCATATATTCCTGTCCAAAG CCA 

CACTGAAAACAGAGGCAGAGACA 
1 GCAGCCACCCACTGGGAGTCTTGTTT 

TTATTTATAATAAAATTGTTGGGG 
1 ATCCACCAAAAATTAGGTCATCATAG 

TTGAGGTATGTGTCTGCTATTTGC 
1 CCATTGGCTGGAACATGGATTGGGG 

ATTTGATAGAAAAATAAACCCTGCT 
1 GTTCCTTACTCTGTCCTTGATGGAGG 

GGAGAAGGGAGGGCAAAGAAGTTA 
1 TGGTTTTCCTTTGGGGACGTGGTTAA 

CGGTCCAGAAGAATCCCTTCTAGA 
1 ACCCCTTTCACTCTTGGCTTTCTTATG 

TTGCTTTCATGAATGGAATGGAA 
1 CCCATCCTCATCCCCCACACTGGGAT 

AGATGCTTGTTTGTAAAAACTCAC 
1 TCAGGCCGCCTAGCTGCCCCTTTGC 

CAGGTTAATAAAGCACTGACTTGTT 

1 AAGGATTTTAAATAACTGCCGACTTC 

AAAAGTGTTCTTAAAACGAAAGAT 
1 CACCCACCCTCCCCCCAATCAGTGTT 

CTTATTTCAGTGACAATAAACCAT 
1 ATAGCTGGTGACAAACAGATGGTTGC 

TCAGGGACAAGGTGCCTTCCAATG 
1 CATGGATATCATGTATCCTTCCTGGT 

GCTCACACACCTGTCACCTTGTAA 
1 GCTGTGTGACTTAGTAGATAAAATAC 

TGCCTTCTGCCTTTGGGACCATGA 
1 ACTTCCATCTCAGCTAATGCACCCAC 

CAGCTCAAACACACCAATAAAGCT 
1 GCTGCTGTGTGTGGTCTCAGAGGCT 

CTGCTTCCTTAGGTTACAAAACAAA 

1 ATTTATCGTAAACATCCACGAGTGCT 
GTTGCACTACCATCTATTTGTTGT 

1 CCCCACAATGGTCTCTTTTCTCCCTG 
CTCCCTTATTAAAGAACTCTTTCT 

1 CAGTGGTTCCCATTGATTCTCCCCAT 
ATCTTTTTGCTCTCAGGCTCTGGC 

1 CTTGTATCTCTAAATATGGTGTGATAT 
GAACCAGTCCATTCACATTGGAA 



1 ACATAGATTTTCTGCCAACAAATCCT 
CTCTGCTGTTCACATTATCCTTTG 

1 CAGAGGTGGGAGTAACTGCTGGTAG 

TGCCTTCTTTGGTTGTGTTGCTCAG 
1 TTAGAACCAAAGTTATTCTTAATAAAA 

ATCACCACATGCTTGGACCATGC 
1 GCTCTTACACTTCGTCTTTAATGTTCT 

TTTTGGAGTTAGGACCTCTCAGT 
1 ACCTTGACATGGGTTGTCTAATAAAA 

CTCGGACCCTTCTTGTGAAATCAA 

1 ATCCCAGTGCACAGTGAGTTGTATAT 
CACAAATAGGAGGCCACTTCAGGA 

1 GAAGCTGCTAGGGGAAGGACTGGCC 
TGGCTCCAGAATGTTGTTGCCTTTT 

1 GGGAAGGAAAAGGGGTGTGGCAGCT 
GGGAGCGTTTATTTATGTTCTTTCT 

1 GAGTGGTGTTCCCAGTGTGGCTCCC 
AGAGCTTTGACCAGATTGTGATCCC 



1 CTTTGCATTTAGGGACACAGCCCGGA 
GCCGCAGAAGGTCAGCAGGGAGCA 
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Table 8 



3545 RG Hs.12163 NMJJ03908 

housekeeping 
genes 



3546 RG Hs.26320 R56088 

housekeeping 
genes 



3547 Table 3A 

3548 Table 3A 

3549 Table 3A 

3550 Table 3A 

3551 Table 3A 

3552 Table 3A 

3553 Table 3A 

3554 Table 3A 

3555 Table 3A 

3556 Table 3A 

3557 Table 3A 

3558 Table 3A 

3559 Table 3A 

3550 Table 3A 

3561 Table 3A 

3562 Table 3A 

3563 Table 3A 

3564 Table 3A 

3565 Table 3A 



3568 Table 3A 

3559 Table 3A 

3570 Table 3A 

3571 Table 3A 

3572 Table 3A 



Hs.208603 R64054 

Hs. 181 400 R67739 

Hs. 161 043 R84314 

NA R85137 

Hs.134025 R88126 

Hs.85289 S53911 

Hs.246381 S57235 

Hs.75256 S59049 

Hs.279518 S60099 

Hs.300697 S62140 

Hs.249247 S63912 



Hs.1 55924 
Hs.89545 

Hs.179526 
Hs.1 55396 



•S68271 
S71381 

S73591 
S74017 



Hs.274401 S75463 

Hs.73090 S76638 

Hs.252136 S80990 

Hs.301497 T77017 



3566 Table 3A Hs.158193 T78173 

3567 Table 3A NA T80378 



NA T80654 

Hs.1 89744 T85880 

Hs.327 U00672 

Hs.1 84592 U00946 

Hs.278857 U01923 



4503504 DNA sequence from done RP1 -64K7 
on chromosome 20q1 1 .21 -1 1 .23. 
Contains the EIF2B2 gene for 
eukaryotic translation initiation factor 2 
subunlt 2 (beta, 38kD), a putative novel 
gene, the gene for heterogenous 
nuclear ribonucleoprotein RALY or 
autoantigen P542, an RPS2 (RPS4) 
(40S ribosoma! protein S2) 
pseudogene, ESTs, STS, GSSs and 
two CpG islands /cds=(1 38, 1 1 39) 
826194 mRNA forTRABID protein (TRABID 
gene)/cds=(406,2532) 

835933 7f01d11.x1 cDNA, 3' end 

/clone=lMAGE:3293397 /clone_end=3' 

840377 602650370T1 cDNA, 3' end 

/clone=IMAGE:4761353 fclone_end=3' 

942720 60241 5728F1 cDNA, 5' end 

/cione=IMAGE:4523958 /clone_end=5' 

943543 brain N2b4HB55Y cDNA done 

IMAGE:180492 5' 
946939 Ul-H-Bl2-agp.a-07-0-Ul.s1 cDNA, 3' 

end /c!one=IMAGE:2724781 

/done_end=3' 
264768 CD34"antigen (CD34), mRNA 

/cds=(90,1076) 
298664 CD68 antigen (CD68), mRNA 

/cds=(15,1079) 
299704 regulator of G-protein signalling 1 

(RGS1), mRNA /cds=(1 4,604) 
3001 68 amyloid beta (A4) precursor-like protein 

2 (APLP2), mRNA/cds=(72,2363) 

386156 mRNA for immunoglobulin lambda 

heavy chain /cds=(65,1498) 
399757 heterogeneous nuclear 

ribonucleoprotein A3 (HNRPA3), mRNA 

/cds=(30,839) 
545204 cAMP responsive element modulator 

(CREM), mRNA/cds=(0,998) 
551546 proteasome (prosome, macropain) 

subunit, beta type, 4 (PSMB4), mRNA 

/cds=(23,817) 
688295 upregulated by 1,25-dihydroxyvitamin D- 

3 (VDUP1), mRNA/cds={221,1396) 
693841 nuclear factor (erythroid-derived 2)-Iike 

2 (NFE2L2), mRNA /cds=(39,1 808) 

833998 mRNA; cDNA DKFZp434P086 (from 
clone DKFZD434P086); partial cds 
/cds=(798,1574) 

243420 p50-NF-kappa B homolog [human, 
peripheral blood T cells, mRNA, 3113 
nt]/cds=(250,2952) 
1 91 1 529 ficolin (collagen/fibrinogen domain- 
containing) 1 (FCN1), mRNA 
/cds=(92,1072) 

694220 arginine-tRNA-protein transferase 1 -1 p 
(ATE1) mRNA, alternatively spliced 
product, partial cds/cds=(0,1544) 

696682 yd79c05.r1 cDNA, 5' end 

/done=lMAGE:1 14440 /clone_end=5' 
698887 1 NIB cDNA clone IMAGE:24693 5' 



703539 spleen INFLScDNA clone . 

!MAGE:108950 5' 
714232 qz25e1 1 ,x1 cDNA, 3' end . 

fclone=IMAGE:2027948 /clone_end=3' 

482802 interfeukin 1 0 receptor, alpha (IL1 0RA), 

mRNA/cds=(6l,1797) 
405048 protein kinase, lysine defident 1 

(PRKWNK1), mRNA/cds=(0,7148) 
460085 heterogeneous nudear 

ribonucleoprotein H2 (H') (HNRPH2), 

mRNAycds=(78,1427) 

440 



CATTGCCTACTTTAACACCTGTCAGA 
GAAACGTGATATGGGGTAAGGAGG 



GCAATCTGGGAGGAGCACATTGTTGA 
TGGAGTCCAAGTGAGCACATTTCA 

CTCTCCTGGACTGTTGCAGTTGGGTG 
TGGCTGATTTGAAATTGTGCTTCA 

TAACAAGAATTGCATTGAGGAAACAA 
GGCTCCACAGGGCCAATCTTCTGG 

AAGAAGTTACATCTTCAATGTCCAGG 
GATGATCGTTTGAAGAGAACCTCT 

AAAACATTG CC AG ACC ATTTAGTC CT 
CTTGGAAGGGCCTCTCCGGTGGGG 
AGGGATAATAAGGTTAGCTGTTAACC 
AAGCAACTGAGCTTTTAACCAAAG 

CAAGACACTGTGGACTTGGTCACCAG 

CTCCTCCCTTGTTCTCTAAGTTCC 

TCTTTGACGGGGTTTTCCTTGCTCCT 

GCCAGGATTAAAAGTCCATGAGTT 

CTTAAAGTATATGTTTTCAAATTGCCA 

TTGCTACTATTGCTTGTCGGTGT 

CTCCTGTCACCGGCCTTGTGACATTC 

ACTCAGAGAAGACCACACCAAGGA 

GTCGGACTATGTAATTGTAACTATAC 
CTCTGGTTCCCATTAAAAGTGACC 
GCTAGTGTTTGAATATGCTCTCTTGTT 
GCTCTAATTCTGTGCCTCCGTGC 

AGAGGAACTTGAAACCTTGAAAGACA 
TTTGTTCTCCCAAAACTGATTACT 
ACTGGGATATTGCCCACATGATCAGT 
GGCTTTGAATGAAATACAGATGCA 

CCAGAAAGTGTGGGCTGAAGATGGT 
TGGTTTCATGTGGGGGTATTATGTA 
TTTCTTAGGACACCATTTGGGCTAGT 
TTCTGTGTAAGTGTAAATACTACA 

GAAGGGTTGGCCTGCCTGGCTGGGG 
AGGTCAGTAAACTTTGAATAGTAAG 

TTAACACCCCACACCCACCCCTCAGT 
TGGGACAAATAAAGGATTCTCATG 

CAAGCCGCCACATGCCCACAACCTC 
ACCAGAGGGAGAATTATGTTTCTAA 

GTGTATTGATCCAAGTAGTCAAAGTG 
TCTTAAAGGGCACCTATTTGTCCT 



AGTGCTTTCCAAATGTGATTGTTCTG 
GGTGATGGGACATATGGGCAGTTG 
CGGG GGAATAGGAGGAAAAACATGG 
CATGGAACAAACCAACATAAAAGGT 

ACTAATTCTGCTCTTTGGAC AAGT GC 
CTGACATCTGCTTCATTGGGTTTT 
AG GAATAAAGTTAAGTATTTC C C ACTT 
GGAAATTGTACCACTCCTGGGGT 

CCTCTGCCAAAGTACTCTTAGGTGCC 

AGTCTGGTAACTGAACTCCCTCTG 

GTCTGGTAAGCCGATGCTAATGGCA 

GAAGCAATAGAAGTCCAAGGCACTA 

ACGGGACAATTTTAAGATGTAATACC 

AATACTTTAGAAGTTTGGTCGTGT 
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Table 8 

433343 heterogeneous nuclear 

ribonucleoprotein D (AU-rich element 

RNA-binding protein 1, 37kD) 

(HNRPD), transcript variant 1, mRNA 

/cds=(285,1352) 
40401 2 pre-B-cell colony-enhancing factor 

(PBEF), mRNA /cds=(27,1 502) 
433346 rolipram-sensitive'3\5'-cyclic AMP 

phosphodiesterase mRNA, complete 

Cds/cds=(108,1922) 
476094 proline-rich protein with nuclear 

targeting signal (B4-2), mRNA 

/cds=(113,1096) 
476104 CBF1 interacting corepressor (CIR), 

mRNA fcds=(0,1 352) 

501 030 cytochrome P450, subfamily 1 (dioxin- 
inducible), polypeptide 1 (glaucoma 3, 
primary Infantile) (CYP1B1), mRNA 
/cds=(372,2003) 

433307 capping protein alpha mRNA, partial 
cds/cds=(16,870) 

496975 prostaglandin-endoperoxide synthase 2 
(prostaglandin G/H synthase and 
cyclooxygenase) (PTGS2), mRNA 
Jcds=(134,1948) 

4601 51 far upstream element (FUSE) binding 
protein 1 (FUBP1), mRNA 
/cds=(26,1960) 

452561 MB-1 gene, complete cds 

463549 interferon gamma receptor 2 (interferon 
gamma transducer 1) (IFNGR2), mRNA 
/cds=(648,1661) 

4691 70 heat shock 1 0kD protein 1 (chaperonin 
10) (HSPE1), mRNA /cds=(4 1,349) 

984508 Tis11d gene, complete cds 

/cds={291,1739) 
475587 ribosomal protein S6 kinase, 90kD, 

polypeptide 3 (RPS6KA3), mRNA 

/cds=(0,2222) 
551473 glutamme synthetase pseudogene 

498909 small inducible cytokine subfamily E, 

member 1 (endothelial monocyte- 

activating) (SCYE1), mRNA 

/cds=(49,987) 
505685 iymphoid-restricted membrane protein 

(LRMP), mRNA/cds=(574,2241) 

762886 GTP-binding protein overexpressed in 

skeletal muscle (GEM), mRNA 

/cds=(213,1103) 
511804 interleukin 8 receptor, alpha (IL8RA), 

mRNA /cds=(1 00,1 152) 
924281 mitogen induced nuclear orphan 

receptor (MINOR) mRNA, complete cds 

/Cds=(209,1972) 
531 892 albumin (ALB), mRNA /cds=(39,1 868) 

531 894 GA-binding protein transcription factor, ■ 

beta subunit 1 (53kD) (GABPB1), 

transcript variant beta, mRNA 

/Cds=(169,1356) 
557701 major histocompatibility complex, class 

II, DM beta (HLA-DMB), mRNA 

/cds=(233,1024) 
558843 BCL2/adenovirus E1B 1 9kD-interacting 

protein 2 (BN1P2), mRNA 

/cds=(211,1155) 
991 1 1 29 dual specificity phosphatase 5 

(DUSP5). mRNA/cds=(2lO,1364) 
1 1 00927 glioma pathogenesis-related protein 

(RTVP1), mRNA/cds=(126,928) 
805094 nuclear autoantigen (GS2NA), mRNA 

/cd$=(204,2345) 
642794 TATA box binding protein (TBP)- 

associated factor, RNA polymerase U, 

F, 55kD (TAF2F), mRNA 

/cds=(740,1789) 
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1 CTCTCAGTTCCCAAG ATGG CCCCACA 
TTCCCATTGTTTTCCCCAAGAGAA 



1 GGTTGTTGTATTGTACCAGTGAAATG 
CCAAATTTGAAAGGCCTGTACTGC 

1 TTGTTTGCCATCTGTTGATCAGGAAC 
TACTTCAGCTACTTGCATTTGATT 

1 AATCTACATTTTCTTACCAGGAGCAG 
CATTGAGGTTTTTGAGCATAGTAC 

1 ACAGAGAGCACCCAGGAGGTACACA 
TACTAAAGTGACACAAAGAGAATGA 

1 TGTGTGCATAATAGCTACAGTGCATA 
GTTGTAGACAAAGTACATTCTGGG 



AGCATGTTGTTTAATTTC I I I I I'AAAA 
ATCACTGTTGGGCTTTGAAAGCA 
GCTGACAAAACCTGGGAATTTGGGTT 
GTGTATGCGAATGTTTCAGTGCCT 



TCACTTTCCAAATGCCTGTTTTGTGCT 
TTACAATAAATGATATGAAACCT 

TTTATGCGTATTTAAGCCTTGGAAAC 
ACAGGGACTATCTTGTGGATTGGG 
GTCTTGACTTTGGCAAATGAGCCGGA 
GCCCCTTGGGCAGGTCACACAACC 

ACATCCAGTGTCTCCAAAATTGTTTC 
CTTGTACTGATATAAACACTTCCA 

GGTACAGTTGGAGCACTATATGTACT 
CTCTGGACTACTTTGGACAGAAGT 
AAAATCACCTCAACAGCCCTGTGAAG 
TGACCTCAGTGAGATATTTGGATC 

TTAAAGTGCACCTTCCAAAATGTCTC 
CCATAAGTAGGTAAGACCAACCTG 
AATGATGAGTGTGTGGCTACATACAA . 
AGGAGTTCCCTTTGAGGTGAAAGG 



GGGAAAGTATAGCATGAAACCAGAG 
GTTCTCAGAATGACCGTAAGATAGC 

TGGTTGACCCTTGTATGTCACAGCTC 
TGCTCTATTTATTATTATTTTGCA 

TTGTCCACAAGTAAAAGGAAATCCTC 
CTCCAGGGAGTCTCAGCTTCACCC 
CATTGCTCTTTAGTGTGTGTTAACCT 
GTGGTTTGAAAGAAATGCTCTTGT 

GTCTG GCTTAACTATTTTTGAAAATAT 
AACTGTTTCCCCTCTCTGCTGCT 
AAAAGCAATTACCCTTAAAACTGTACT 
CTGGCCTACTTTTCTATTTTGCA 



GGCTCTCAGTGTGCCATAGAGGACA 
GCAACTGGTGATTGTTTCAGAGAAA 

AAACTG7TTCTTTGGTGTCCTTTACAT 
TGAAATAAATTGTGTTTGTGCCT 

ACCCGTGTGAATGTGAAGAAAAGCAG 

TATGTTACTGGTTGTTGTTGTTGT 

AGAGAGGGAACATCAAATGCTGGCA 

CTATATACATACGATCAGCCTGATT 

GTCTTCCGAGAAACTTTT CTGA TCAG 

TTTGCGAGTTTTGATGAGTTTTGT 

GCTGCTGTTGCTGCTTTGTGATGACG 

TGAGATCAATAAGAAGAACCTAGT 



441 



WO 02/057414 



3501 


Table 3A 


Hs.2488 


U20158 


806765 


3602 


Table 3A 


Hs.78913 


U20350 


665580 


oouo 


I dUic Or\ 


We i<vd9^n 

fib. 1 JMiiOU 


U22897 


984286 


3604 


Table 3A 


Hs.2437 


U23028 


806853 


3605 


Table 3A 


Hs.93304 


U24577 


1314245 


oouo 


Tohla OA 

I auie oa 


He 97RR95 


U24578 


1125049 


3607 


Table 3A 


Hs.3144 


U26710 


862406 


ooUo 


TfiKIn OA 

1 3DIB oA 


u c 1794 






ocnn 

oouy 


I aDie ja 


He 75QR1 
ns./oyo 1 


1 lonflRfl 
uouooo 


940181 


OD lU 


Tahlo O.A 

i auie oa 


Lie 04c 


U31120 




3611 


Table 3A 


Hs.64310 


U32324 


975336 


3612 


Table 3A 


Hs.41724 


U32659 


1155222 


3613 


Table 3A 


Hs. 108327 


U32986 


1136227 


3614 


Table 3A 


Hs.32970 


U33017 


984958 




Tahlft OA 

i aoie ja 


nb. £w« 




1049218 


3616 


Table 3A 


HS.1 69476 


U34995 


1497857 


oci? 

ODl / 


T«»Ma OA 

I a Die oA 


He 9ftQ-tJY7 


\JOf OH/ 




IBID 


To Kin "2 A 

i a Die 3A 


He 1 S4n<V7 


1 I^R^9fi 




3619 


Table 3A 


Hs.151518 


U38847 


1184691 


•aeon 


TaDle 3A 


Uc 7RQ1R 


1 ld.1T.71 


1 170QnA 


3621 


Table 3A 


Hs.169531 


U41387 


1230563 


3622 


Table 3A 


Hs.57304 


U41654 


2058395 


3623 


Table 3A 


Hs.1 67503 


U43185 


1151169 


3624 


Table 3A 


Hs.54460 


U46573 


1280140 




i aoie «?A 


He 97QRQ1 


U46751 


T077R91 

Jul / OA I 


OOZO 


T^KIc* OA 

i aoie oa 


He 15RR37 


U 47 077 


1*.R7<VHfi 
\OUf\J\J ID 


3627 


Table 3A 


Hs.306359 


U50078 


4220427 


3628 


Table 3A 


HS.173824 


U51166 


1378106 


3629 


Table 3A 


Hs.78993 


U51903 


1262925 


3630 


Table 3A 


Hs.74170 


U52054 


1377850 



Table 8 

lymphocyte cytosotic protein 2 (SH2 
domain-containing leukocyte protein of 
76kD>(LCP2), mRNA /cds=(207,1808) 

G protein-coupled receptor V28 mRNA, 
complete cds /cds=(87,1 1 54) 

nuclear domain 10 protein (NDP52), 
mRNA/cds=<54,1394) 

eukaryotic initiation factor 2B-epsiion 
mRNA, partial cds /cds=(0,1925) 

phospholipase A2, group VII (platelet- 
activating factor acetylhydrolase, 
plasma) (PLA2G7), mRNA 
/cds=(161,1486) 

RP1 and complement C4B precursor 
(C4B) genes, 

Cas-Br-M (murine) ectropic retroviral 
transforming sequence b (CBLB), 
mRNA/cds=(322,2634) 

interleukin 2 receptor, alpha (IL2RA), 
mRNA /cds=(1 59,977) 

ubiquitin specific protease 14 (tRNA- 
guanine transglycosylase) (USP14), 
mRNA/cds=(91,1575) 
interleukin-13 (IL-13) precursor gene, 
complete cds 

interleukin 11 receptor, alpha (IL11RA), 
mRNA/cds=(5,1273) 

interleukin 17 (cytotoxic T-lymphocyte- 
associated serine esterase 8) (1L17), 
mRNA/cds=(53,520) 

damage-specific DNA binding protein 1 
(127kD) (DDB1), mRNA 
/Cds=(1 09,3531) 

signaling lymphocytic activation 
molecule (SLAM), mRNA 
/cds=(133,1140) 

aldehyde dehydrogenase 9 (gamma- 
aminobutyraldehyde dehydrogenase, 
E3 isozyme) (ALDH9)„mRNA 
/cds=(377,1858) 

Homo sapiens, glyceraidehyde-3- 
phosphate dehydrogenase, clone 
MGC:10926 1MAGE:3628129, mRNA, 
complete cds /cds=(2306,3313) 

baculoviral IAP repeat-containing 2 
(BIRC2), mRNA /cds=(1 159,301 5) 

matrix metalloproteinase 19 (MMP19), 
transcript variant rasi-3, mRNA 
/cds=(1 642,1 899) 

TAR (HIV) RNA-binding protein 1 
(TARBP1). mRNA/cds=(0 t 4865) 

splicing factor 3b, subunit2 t 145kD 
(SF3B2), mRNA/cds=(48,2666) 

DEAD/H (Asp-Glu-Ala-Asp/Hts) box 
polypeptide 21 (DDX21), mRNA 
/Cds=(265,2412) 

Ras-related GTP-binding protein 
(RAGA), mRNA /cds=(31, 972) 

signal transducer and activator of 
transcription 5A (STAT5A), mRNA 
/Cds=(640,3024) 

small inducible cytokine subfamily A 
(Cys-Cys), member 11 (eotaxin) 
(SCYA11>, mRNA/cds=(53,346) 
truncated calcium binding protein 
(LOC51149), mRNA /cds=(21 9,695) 
DNA-dependent protein kinase 
catalytic subunit (DNA-PKcs) mRNA, 
complete cds /cds=(57,12443) 
clone 25038 mRNA sequence 
/cds=UNKNOWN 
thymine-DNA glycosylase (TDG), 
mRNA /cds=(399, 1 631 ) 
IQ motif containing GTPase activating 
protein 2 (IQGAP2), mRNA 
/cds=(222,4949) 
602708243F1 cDNA, 5' end 
/c!one=IMAGE;4844914/done_end=5' 
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1 AGGACTGAACTGAACCCCTCCCCATG 
AACACAAGGGTTTTATCCTTTCCT 



GATGTGGTAACTGTTAAATTGCTGTG 

TATCTGATAGCTCTTTGGCAGTCT 

GATCAAAAGGGCTATGGGAAGGGCA 

GACCCCGCCAATGATTTCTCTTCAC 

GAACAGCTTTGTGCTCCGGCTTTCCC 

TCAGGGAACAGCAGAGAGCAGTTG 

TCCAGGGACCAACATTAACACAACCA 

ATCAACACATCATGTTACAGAACT 



TATTAAAGGCTTTTGGCAGCAAAGTG 
TCAGTGTTGGCAGCGAAGTGTCAG 
TTCACAAGATGCTTTGAAGGTTCTGA 
TTTTCAACTGATCAAACTAATGCA 

ACTAATTTGATGTTTACAGGTGGACA 
CACAAGGTGCAAATCAATGCGTAC 
ACTGTACAATTTCTGAAGATGGTTATT 
AAC ACTGTGCTGTTAAG CATC CA 

CTGTGTCTGGCACCACCCACACATCC 

ATGTCTCCCTCACAACCCAGGAGG 

CATGTATGTAGGTGCCTGGGAGTGT 

GTGTGGTCCTTGCTCTGGCCCTTTC 

ATTC AATTC CAGAGTAGTTTC AAGTTT 

CACATCGTAACCATTTTCGCCCG 



TCTTCGGAAAGAAGAAGGTGGGAGG 
ATGTGAATTGTTAGTTTCTGAGTTT 

ATCAAGCCTCTGTGCCTCAGTTTCTC 
TCTCAGGATAAAGAGTGAATAGAG 

GCGATAGAGGAAATCTACTCCCTATC 
TTGGGTCCTTGAACTACAGCCTGC 



CTAGGGAGCCGCACCTTGTCATGTAC 
CATCAATAAAGTACCCTGTGCTCA 



TTTCTCCCCCTAGTTTGTGAGAAACA 
TCTCAATAAAGTGCTTTCCAAAAA 
TCCCATCAAAAAGGTATCAAATGCCT 
TGGAAGCTCCCTGATCCTACAAAA 

TGCCAAAAGTTTGCCATGTGCCTTAA 

ACATATTACTATATATTTTCCCCT 

CAGTTCCCAAGGACTTGTCATTTCAT 

GTTCTTATTTTAGACCTGTTTTGT 

TTACCAAGAAGGACTTAAGGGAGTAA 

GGGGCGCAGATTAGCATTGCTCAA 

GATATG CACATCAAAGCCTTTACCAG 
TATCTTCCTGTATTCCGTATCAGA 
CTCTGAGGCGTGAGGACTCGCAGTC 
AGGGGCAGCTGACCATGGAAGATTG 

CCTCTCTTCCTCCCTGGAATCTTGTA 
AAGGTCCTGGCAAAGATGATCAGT 

GCCTCCTGGTCTCTTCACCACTGTAG 
TTCTCTCATTTCCAAACCATCAGC 
TTTTCCTTCTAACACTTGTATTTGGAG 
GCTCTTCTGTGATTTTGAGAAGT 

TGAATTGCCTGTTCAGGGTTCCTTAT 

GCAGAGAAATAAAGCAGATTCAGG 

GGACATCCACTAGAGATGGGTTTGAG 

GATTTTCCAAGCGTGTAATAATGA 

TTGCACGCAGAGCCTTTAAGTGACTA 

AGGAACAACATAGATAGTGAG CAT 

ACTTTAATCTGATCTTGTGTCTTAGAG 
AAGCCCCCATACCTGGTAGAGCA 
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Table 8 

1 378108 interferon regulatory factor 4 (IRF4), 

mRNA/cds=(105,1460) 
1 378108 interferon regulatory factor 4 (IRF4), 

mRNA /cds=(1 05,1 460) 
14782B0 solute carrier family 1 (neutral amino 

acid transporter), member 5 (SLC1A5), 

mRNA/cds=(590,2215) 
1314642 cDNA FU 13685 fis, clone 

PLACE2000039, highly similar to 

DYNEIN HEAVY CHAIN, CYTOSOLIC 

/cds=UNKNOWN 
2351 379 eukaryotic translation initiation factor 3, 

subunit 3 (gamma, 40kD) (EIF3S3), 

mRNA/cds=(5,1063) 
1399804 tumor protein p53-binding protein, 2 

(TP53BP2), mRNA/cds=(756,3773) 
4204907 small inducible cytokine subfamily A 

(Cys-Cys), member 23 (SCYA23), 

mRNA /cds=(71 ,433) 
4097420 small inducible cytokine subfamily A 

(Cys-Cys), member 13 (SCYA13), 

mRNA/cds=(75,371) 
1 663566 sema domain , immunoglobulin domain 

(Ig), transmembrane domain (TM) and 

short cytoplasmic domain, (semaphorin) 

4D (SEMA4D), mRNA /cds={ 87, 2675) 

179421 0 oncostatin M receptor (OS?i/IR), mRNA 

/cds=(367,3306) 
1 575348 enhancer of zeste (Drasophila) 

homolog 2 (EZH2), mRNA 

/cds=(57,2297) 
141 8285 splicing factor, arginine/serine-rich 

(transformer 2 Drosophila homolog) 10 

(SFRS10), mRNA/cds=(121,987) 
151 1643 complement component 3a receptor 1 

(C3AR1), mRNA /cds=(0,1448) 
1 51 9051 3-oxoacid CoA transferase (OXCT), 

nuclear gene encoding mitochondrial 

protein, mRNA /cds=(98, 1660) 
177871 6 small inducible cytokine subfamily A 

(Cys-Cys), member 20 (SCYA20), 

mRNA /Cds=(58,348) 
1685027 interleukin 12 receptor, beta 2 

(IL12RB2), mRNA/cds=(640,322B) 
179421 8 mitochondrial carrier homolog 1 

(MTCH1), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(0,1118) 
1698691 growth factor independent 1 (GFI1), 

mRNA /cds=(267,1 535) 
1698782 Homo sapiens, acidic protein rich in 

leucines, done MGC:8650 

IMAGE:2961642, mRNA, complete cds 

/cds=(21 1,966) 
1763090 myleoid differentiation primary 

response protein MyD88 mRNA, 

complete cds /cds=(32,922) 
241 1474 sialic acid binding Ig-like lectin 5 

(SIGLEC5), mRNA/cds=(142,1797) 
2276395 Homo sapiens, Similar to gene rich 

cluster, C2f gene, clone MGC:16358 

IMAGE:3927564, mRNA, complete cds 

/cds=(278,733) 
1 857236 eukaryotic translation initiation factor 4 

gamma, 2 (EIF4G2), mRNA 

/cds=(306,3029) 
2801402 Poly(A)-binding protein, cytoplasmic 4 

(inducible form) 
2673967 hSIAH2 mRNA, complete cds 

/cds=(526,1500) 
1814273 heterogeneous nudear 

ribonucleoprotein A/B (HNRPAB), 

transcript variant 1 , mRNA 

/cds=(224,1219) 
1684871 LPS-induced TNF-alpha factor (PIG7), 

mRNA/cds=(233,919) 
1 679778 nucleosome assembly protein 1 -like 4 

(NAP1L4), mRNA /cds=(1 49,1276) 
1 750275 pim-2 oncogene (P1M2), mRNA 

/cds=(1 85,11 89) 



TGTAGGAAAGGATGCTTCACAAACTG 

AGGTAGATAATGCTATGCTGTCGT 

TGTAGGAAAGGATGCTTCACAAACTG 

AGGTAGATAATGCTATGCTGTCGT 

CTGGGGAGAGGCTGAGGACAAATAC 

CTGCTGTCACTCCAGAGGACATTTT 

CATTACTTGTGAGCTGCTGMCAAAC 
AAGTCAAGGTGAGCCCGGACATGG 



1 AAGAAGTTAACATGAACTCTTGAAGT 
CACACCAGGGCAACTCTTGGAAGA 

1 GAAACTTGCTACAGACTTACCCGTAA 
TATTTGTCAAGATCATAGCTGACT 

1 TGGACACACGGATCAAGACCAGGAA 
GAATTGAACTTGTCMGGTGAAGGG 

1 TGCTAAATATGTTATTGTGGAAAGAT 
GAATGCAATAGTAGGACTGCTGAC 

1 AGCAATAAACTCTG G ATGTTTGTGCG 
CGTGTGTGGACAGTCTTATCTTCC 



TCCTCTTTTCTTTCAAGAACTATATAT 
AAATGACCTGTTTTCACGCGGCC 
AGCTGCAAAGTGTTTTGTACCAGTGA 
ATTTTTGCAATAATGCAGTATGGT 

TTGCTTACCAAAGGAGGCCCAATTTC 
ACTCAAATGTTTTGAGAACTGTGT 

ACATAGTGAAAGTTTATAAGAGGATG 
AAGTGATATGGTGAGCAGCGGACT 
AACAGCCTTTCTGGCTGACCACATGG 
TTAAATGCATAC CTTC C CAGTACT 

TGTG CCTCACCTG G ACTTGTCCAATT 
AATGAAGTTGATTCATATTGCATC 

CTATAGATGAAGACATAAAAGACACT 
GGTAAACACCAATGTAAAAGGGCC 
AGCTGTTGATGCTGGTTGGACAGGTT 
TGAGTCAAATTGTACTTTGCTCCA 



TGGGAAGGAAGGCTCTGTCTTCAACT 
CTTTGACCCTC CATGTGTACCATA 
GATTCTTGCTGTAGCGTGGATAGCTG 
TGATTGGTGAGTCAACCGTCTGTG 



TGGGCATTTTAAAGCCATCTCAAGAG 
GCATCTTCTACATGTTTTGTACGC 

AAGTCAGGGACCACTTGCTGAAGCA 
CGAAGAGCCCTTGTGGCAATGTTAA 
GACTGCTGGAAGATGATCTTTCTGCA 
CTGAGACTGTGGAGTTTGGGGAAG 



TTGTGGGTGTGAAACAAATGGTGAGA 
ATTTGAATTGGTCCCTCCTATTAT 

AATTCCAGCTGAGCGCCGGTCGCTA 

CCATTACCGTTGGTCTTGGTGTCAA 

CCCCAACCCTCAAATTAAAACTAGAA 

CTATAGATCCACATGAACGCACGC 

AGCT7TTGAAATAAAATTTAAAAACCC 

CAAGCCTGGGTGAGTGTGGGAAA 



TCTGTAATCAAATGATTGGTGTCATTT 

TCCCATTTGCCAATGTAGTCTCA 

GCCCCACCATTCATCCTGTCTGAAGG 

TCCTGGGTTTGGTGTGACCGCTTG 

TTCCTGCCTGGATTATTTAAAAAGCC 

ATGTGTGGAAACCCACTATTTAAT 
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Table 8 

1 699000 zinc finger protein 1 65 (ZNF1 65), 

mRNA/cds=(567,2G24) 
1710245 clone 23548 mRNA sequence 

/cds=UNKNOWN 
2565045 CAGF28 mRNA, partial cds 

/cds=(0,2235) 
2565060 mRNA for KIAA1 81 8 protein, partial 

cds/cds=(0,3473) 
4580010 cDNA FLJ14502 flS, clone 

NT2RM1 000244, highly similar to 

TRAF4 associated factor 1 mRNA 

/cds=UNKNOWN 
2072424 norvlens beta gamma-crystal I in like 

protein (A1M1) mRNA, partial cds 

/cds={0,4913) 
2623760 Aac1 1 (aad 1) mRNA, complete cds 

/cds=(77,1663) 
1 888522 smalt inducible cytokine subfamily D 

(Cys-X3-Cys), member 1 (fractalkine, 

neurotactin) (SCYD1), mRNA 

7cds=(79,1272) 
221 8086 phosphomannomutase 2 (PMM2), 

mRNA/cds=(48,788) 
2388626 small inducible cytokine subfamily A 

(Cys-Cys), member 25 (SCYA25), 

mRNA/cds=(0,452) 
2317893 phosphatidylinositol 3-kinase catalytic 

subunit p1 lOdelta mRNA, complete cds 

/cds=(1 95,3329) 
1 835785 nucleolar protein p40; homolog of yeast 

EBNA1 -binding protein (P40), mRNA 

/cds=(142,1062) 
4099505 proliferation-associated 2G4, 38kD 

(PA2G4), mRNA/cds=(97,1281) 
1946346 ELL-RELATED RNA POLYMERASE II, 

ELONGATION FACTOR (ELL2), 
• mRNA /cds={0, 1922) 
2062687 butyrophilin, subfamily 2, member A1 

(BTN2A1), mRNA/cds=(210,1793) 
2062697 butyrophilin, subfamily 3 t member A3 

(BTN3A3), mRNA /cds=(1 71, 1925) 
2062705 butyrophilin (BTF5) mRNA, complete 

Cds/cds=(359,1900) 
1 913882 Homo sapiens, clone !MAGE:3451 448, 

mRNA, partial cds /cds=(0,901) 

6649661 HSPC205 mRNA, complete cds 

/cds=(1 90,681) 
2055430 eukaryotic translation initiation factor 3, 

subunit 5 {epsilon, 47kD) (EIF3S5), 

mRNA/cds=(6,1079) 
2343084 cDNA: FU22071 lis, clone HEP 11 691 

/cds=UNKNOWN 
2253680 mRNA for CASH alpha protein 

/cds=(481,1923) 
321 22 major histocompatibility complex, class 

II, DR beta 5 (HLA-DRB5), mRNA 

/cds=(29,829) 
29903 cellular oncogene c-fos (complete 

sequence) 
1271875 yz99f01.rt cDNA, 5' end 

/clone=IMAGE:291 193 /clone_end=5' 
1271910 2NbHM cDNA clone fMAGE:291255 5' 

similar to 

1274578 spleen INFLScDNA clone 

IMAGE:296099 5' 
1275820 za62d04.r1 cDNA, 5* end 

/clone=lMAGE:297127 / 
1290934 capicua protein (CIC) mRNA, complete 

cds/cds=<40,4856) 

1295429 neuropilin 2 (NRP2), mRNA 

/cds=(0,2780) 
1295576 602628774F1 cDNA, 5' end 

/clone=IMAGE:4753483 /clone_end=5' 

1 302933 we58c01 .x1 cDNA, 3' end 

/clone=IMAGE:2345280 /clone_end=3' 

1 331 869 ELL-RELATED RNA POLYMERAS E II, 
ELONGATION FACTOR (ELL2), 
m RNA /cds=(0, 1922) 



AGCCTTCAGTCAGAGCTCAAACCTTA 

GTCAACACCAGAGAATTGACATGA 

GMTTTTCAGTTTGTGCTTACATTTTC 

TAACATTGGATGTTTGCTTTGGC 

TATGACTTTAAGAGCCCACATTAGGT 

TTTATGATTCATTTGCCAGGTTTT 

GGCGTGCCGTTGAGGGGGAAAACGA 

AGCCCAGTATTTGCTACTGTTTTTC 

CTCTTGGGCATAAAATCTCAGAGGAA 

GCTACTTAGGACATCATCTTGGCC 



TCTACAGTAGCCTGTGCTGAACTGAT 
CTCTTAAATAAACTTGCTTCTGGT 

TTCTCAAGTTTGATACTGAGTTGACT 
GTTCCCTTATCCCTCACCGTTCCC 
AGACTTTTCCAACCCTCATCACCAAC 
GTCTGTGCCATTTTGTATTTTACT 



CCAG CGGCATCTTTCCTTGTCGAATG 
ATACTGTAATGACCTTCCAAAGTG 
TCTGGTCATTCAAGGATCCCCTCCCA 
AGGCTATGCTTTTCTATAACTTTT 

TGTGGGTTGAGACCAGCACTCTGTGA 
AACCTTGAAATGAGAAGTAAAGGC 

TGAATACAAAGAACCAAGAAAAAGGA 
ATGAAGACTCGCAATTTCACGACA 

CTGAATTTGGTTTTGGGAGGTGAGGC 
TTCCCAACCACGGAAGACTACTTT 
G G CTCACATC AAAAG G CTAATAG GTG 
AATTTGACCAACAGCAAGCAGAGT 

GACGCCTTACAAATGATGGAGGATTC 

CAAAGAGI I 1 1 J GTTTATTTGGGT 

CCTGGTCATTGGTGGATGTTAAACCC 

ATATTCCTTTCAACTGCTGCCTGC 

TGGTGGATGTTAAACCAATATTCCTTT 

CAACTGCTGCCTGCTAGGGAAAA 

CAGCTCTGGGAAATAGAAGACTAGG 

GTTGTTTCTTAAATTTAGCTCATGT 

TGACTTATGAGCTGTGACTCAACTGC 
TTCATTAAACATTCTGCATTGGGT 
ACACTGAGATAGTCAGTTGTGTGTGA 
CTCTAATAAACGGAGCCTACCTTT 

TTTGTAAGCGAAGGAGATGGAGGTC 

GTCTTAAACCAGAGAGCTACTGAAT 

GGATGATAACACCCTATGCCCATTGT 

CCTGATCTGAAAATTCTTGGAAAT 

CTTTGCCTAAACCCTATGGCCTCCTG 

TGCATCTGTACTCACCCTGTACCA 

AAAAGCATTTAAGTTGAATGCGACCA 

ACCTTGTGCTCTTTTCATTCTGGA 

CCTTGAGAAACACCCATCTCCACTCC ■ 

TAGACAAACCAATGAACATTAGTC 

TCTTAAGGTGTGGCAGAGACAGGGT 

ATTTGGGATATACTTTTCAGACTCC 

AACAATAAAATATGGCTAGACTGGCC 

TCTGGTTGCCTAAACAGAGCATCA 

CTTAACTGAGGGCTTGTCCTGGTTAT 

AAATGTCTGGGTGGGGGTGGGCAC 

AACTGTGAGGCAAATAAAATGCTTCT 

CAAACTGTGTGGCTCTTATGGGGT 

GTGGCTAAGTCATTGCAGGAACGGG 

GCTGTGTTCTCTGCTGGGACAAAAC 

ATTGCGACTGTATGGAGAAGAACTGT 

TTGTCATTCAGTGCCGTGGGATAT 

TTTATAGAACAATTCCTTTCTCTTCTC 
TTGAATGTGGCAGTCATTACTGC 

TTG ATTAGAGCAATGG GAAGCATACT 
GTGGCCTACCAGCATCTGGAAGTG 
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Table 8 

1358345 zc59c07.r1 

Soares_parathyroidJumor_NbHPA 
cDNA clone 
1384683 AL562895cDNA 

/clone=CS0DC021YO20-(3-prime) 
1390369 putative N6-DNA-methyltransferase 

(N6AMT1), mRNA/cds=(29,673) 
1391905 K1AA0196 gene product (KIAA0196), 
mRNA/cds=(273 1 3752) 
36748 mRNA for T-cell specific protein 

/Cds=(37,975) 
35564 nucleoside phosphorylase {UP), mRNA 

/cds=(1 09,978) 
33812 lnterleukin-2 receptor 

36774 CD3D antigen, delta polypeptide (TTT3 
complex) (CD3D), mRNA/cds=(0,515) 

37092 transforming growth factor, beta 1 

(TGFB1), mRNA/cds=(841,2016) 
28379 adenosine deaminase (ADA), mRNA 

/cds=(95,1186) 
31 687 gene for granulocyte colony-stimulating 

factor (G-CSF) 
29899 colony stimulating factor 1 receptor, 

formerly McDonough feline sarcoma 

viral (v-fms) oncogene homolog 

(CSF1R), mRNA/cds=(300,3218) 
28338 actin, gamma 1 (ACTG1), mRNA 

/cds=(74,1201) 
35327 calpain 4, small subunit (30K) 

(CAPN4), mRNA /Cds=(1 58,964) 
29480 2,3-bisphosphoglycerate mutase 

(BPGM), mRNA /cds=(1 10,889) 
37186 CDS antigen (p56-62) (CD5) ( mRNA 

/Cds=(72,1559) 
32673 interleukln 6 (interferon, beta 2) (1L6), 

mRNA/cds={62,700) 
34627 complement component 2 (C2), mRNA 

/cds=(36,2294) 
33835 interleukin 5 (colony-stimulating factor, 

eosinophil) (ll_5), mRNA /cds=(44,448) 

34742 MRC OX-2 gene signal sequence 

34387 annexin A1 (ANXA1), mRNA 

/cds={74,1t14) 
29819 CD7 antigen (p41) (CD7), mRNA 

/cds=(0,722) 
34084 v-kit Hardy-Zuckerman 4 feline 

sarcoma viral oncogene homolog (KIT), 

mRNA /Cds=(21 ,2951) 
37540 small nuclear ribonucleoprotein 

polypeptide A (SNRPA), mRNA 

/cds=(125,973) 
37003 mRNA for T-cell receptor delta 

/cds=UNKNOWN 
32014 serine/threonine kinase 16 (STK16), 

mRNA /cds=(1 18,1050) 
35492 protein kinase C, beta 1 (PRKCB1), 

mRNA /cds=(1 36,2151) 
29775 membrane-spanning 4-domains, 

subfamily A, member 2 (Fc fragment of 

IgE, high affinity I, receptor for; beta 

polypeptide) (MS4A2), mRNA 

/Cds=(90,983) 
35517 pteckstrin (PLEK), mRNA 

/cds=(60,1112) 
3651 7 superoxide dismutase 2, mitochondrial 

(SOD2), mRNA/cds=(4,672) 

29714 cathepsin L (CTSL), mRNA 

/cds=(2B8,1289) 
33845 interleukin 6 receptor (IL6R), mRNA 

/cds=(437,1843) 
32691 interferon, gamma (IFNG), mRNA 

/cds=(1 08,608) 
29826 CD8 antigen, beta polypeptide 1 (p37) 

(CD8B1), mRNA /cds=(50,682) 
34314 lactate dehydrogenase B gene exon 1 

and 2 (EC 1.1.1.27) 



TCAATTGAGGCCCCTTCCCTAAGATT 
ACAACATTGATAACCTGTCCTTTT 

CAGCCCTCCGTCGCTTTTTATAAAAC 

TTTGTGTGAGAAGAATATATTGAT 

ACTTCAGATCCTTTTGTGTTTAAATAA 

AGGAAAAGCTGCACATCCAAAAA 

AGCCTACCTCCTACCCCAGCTGTCTG 

TTGAGAGCAGTGCTGACCCCAGCA 

GAAGAGCTGCTCTCACCTCTCTGCAT 

CCCAATAGATATCCCCCTATGTGC 

GGGCTCAGTTCTGCCTTATCTAAATC 

ACCAGAGACCAAACAAGGACTAAT 

AAATAC AAAC ATTCTAATTAAAG G CTT 

TGCAACACATGCCTTGTCTGTTT 

GCCATTACCAACTGTACCTTCCCTTC 

TTGCTCAGCCAATAAATATATCCT 

CACCAGGAACCTGCTTTAGTGGGGG 

ATAGTGAAGAAGACAATAAAAGATA 

TGGGCATGGTTGAATCTGAAACCCTC 

CTTCTGTGGCAACTTGTACTGAAA 

CTGGGGAGGAGGTCCAGGGAGGAG 

GAGGAAAGTTCTCAAGTTCGTCTGAC 

AACTAACAGTCACGCCGTGGGATGTC 

TCTGTCCACATTAAACTAACAGCA 



GGTTTTCTACTGTTATGTGAGAACATT 

AGGCCCCAGCAACACGTCATTGT 

TTTGTCTATATTCTGCTCCCAGCCTG 

CCAGGCCAGGAGGAAATAAACATG 

TTCCTCTTTGGCCACAAGAATAAGCA 

GCAAATAAACAACTATGGCTGTTG 

CTCATCTAAAGACACCTTCCTTTCCA 

CTGGCTGTCAAGCCACAGGGCACC 

GCAGTTTGAATATCCTTTGTTTCAGA 

GCCAGATCATTTCTTGGAAAGTGT 

CCCTGGTTGACTTGACTCATGCTTGT 

TTCACTTTCACATGGAATTTCCCA 

TCAGAGGGAAAGTAAATATTTCAGGC 

ATACTGACACTTTGCCAGAAAGCA 

CACAAGGTAAAGAAACTCAATTCCCC 

TGCTTGGAGCCCAGCAAACACAAT 

TGTGGAGGAAACTAAACATTCCCTTG 

ATGGTCTCAAGCTATGATCAGAAG 

GGAGGAGACCAGTCCCCCACCCAGC 

CGTACCAGAAATAAAGGCTTCTGTG 

TGTGTAAATACATAAGCGGCGTAAGT 

TTAAAGGATGTTGGTGTTCCACGT 

CGCTGTTAGGCCGGAATTAAAGTGG 
CTTTrrGAGGTTTGGTTTTTCACAA 

GGGGTTTATGTCCTAACTGCTTTGTA 

TGCTGTTTTATAAAGGGATAGAAG 

ACACCAACCTGCTTCCACTTTATTCTT 

GTTTACACATTCTCCTGCTCCCA 

AAGATGTTTGTGGAAATGTTCATTTGT 

ATCTGGATCTCTGTTATGTGCCA 

GAGTTACCACACCCCATGAGGGAAG 

CTCTAAATAGCCAACACCCATCTGT 



TTCCTGAAGCTGTTCCCACTCCCAGA 
TGGTTTTATCAATAGCCTAGAGGT 
TACTTTGGGGACTTGTAGGGATGCCT 
TTCTAGTCCTATTCTATTGCAGTT 

TCGAATCATTGAAGATCCGAGTGTGA 

TTTGAATTCTGTGATATTTTCACA 

ATATCCAATATTCGCTGTGTCAGCAT 

AGAAGTAACTTACTTAGGTGTGGG 

TTGTTGACAACTGTGACTGTACCCAA 

ATGGAAAGTAACTCATTTGTTAAA 

AAGTTTCTCAGCTCCCATTTCTACTCT 

CCCATGGCTTCATGCTTCTTTCA 

TCTCCATG TTGTC AAAATCATGCCGT 

TTATAGCTATTTTCACCTCAGTGG 
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Table 8 

34338 low density lipoprotein-related protein 1 

(alpha-2-macroglobulin receptor) 

(LRPt), mRNA/cds=(466,l4100) 
34433 nuclear receptor subfamily 4, group A, 

member 2 (NR4A2), mRNA 

/cds=(317,2113) 
31 331 Fc fragment of IgG, high affinity la, 

receptor for (CD64) (FCGR1A), mRNA 

/cds=(0,1124) 
37464 thrombospondin 1 CTHBS1), mRNA 

/cds=(11 1,3623) 
32487 heal shock 90kD protein 1, alpha 

(HSPCA), mRNA /cds=(60,2258) 
35137 zv26f06.M cDNA, 5' end 

/clone=IMAGE:754787 /done_end=5' 
371 97 mRNA for transmembrane 

carcinoembryonic antigen BGPa 

(formerly TM1-CEA) /cds=(72,1652) 
35070 methylene tetrahydrofolate 

dehydrogenase (NAD+ dependent), 

meihenyltetrahydrofolatecydohydro)3se 

(MTHFD2), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(76,1110) 
32054 hematopoietic cell-specific Lyn 

substrate 1 (HCLS1), mRNA 

/cds=(42,1502) 
31 321 leukocyte IgG receptor (Fc-gamma-R) 

mRNA, complete cds /cds=<17,718) 

33906 integrin, alpha 2 (CD49B, alpha 2 

subunit of VLA-2 receptor) (ITGA2), 

mRNA/cds={42,3587) 
32432 proteoglycan 1, secretory granule 

(PRG1), mRNA/cds=(24,5Q0) 
31477 tg48f06.x1 cDNA, 3' end 

/clone=lMAGE:21 12035 /clone_end=3' 

34014 jun B proto-oncogene (JUNB), mRNA 

/cds=(253,1296) 
35221 heat shock 70kD protein 6 (HSP70B*) 

(HSPA6), mRNA /cds=(0,1931) 
3521 9 DEAD/H (Asp-Glu-Ala^Asp/His) box 

polypeptide 5 (RNA helicase, 68kD) 

(DDX5), mRNA /cds=(1 70,201 4) 
30292 cDNA: FU23458 fis, clone HSI07327 

/cds=UNKNOWN 
31215 ERCC2 gene, exons 1&2 (partial) 

/cds=UNKNOWN 
31 1 380 acetyl-Coenzyme A acetyttransferase 2 

(acetoacety! Coenzyme A thiolase) 

(ACAT2), mRNA /Cds=(37,1 230) 

33950 integrin, beta 4 (ITGB4), mRNA 

/Cds=(125,5384) 
28383 multifunctional polypeptide similar to 

SAICAR synthetase and AIR 

carboxylase (ADE2H1). mRNA 

/cds=(24,1301) 
35832 R2 mRNA for an inducible membrane 

protein 

3441 5 lactotransferrin (LTF). mRNA 

/cds=(294,2429) 
31957 glutamyl-prolyMRNA synthetase 

(EPRS), mRNA/cds=(58,4380) 
34625 GR01 oncogene (melanoma growth 

stimulating activity, alpha) (GR01), 

mRNA/cds=(79,402) 
35062 DNA segment on chromosome 1 2 

(unique) 2489 expressed sequence 

(D12S2489E), mRNA /cds=(338,988) 
29978 CDC28 protein kinase 2 (CKS2), 

mRNA/cds=(95,334) 
8924082 hypothetical protein PR01 843 

(PR01843), mRNA /cds= (964,1 254) 
23896 xn42c03.x1 cDNA, 3' end 

/clone=IMAGE:2696356 /clone_end=3' 

33007 IGF-I mRNA for insulin-like growth 
factor I /cds=0 (56,627) 



GCCCCGTTTTGGGGACGTGAACGTTT 
TAATAAI I I I IGCTGAATTCTTTA 

AGGTGGGCACAAGTATTACACATCAG 
AAAATCCTGACAAAAGGGACACAT 

GTTCAACAACACCAGAACTGTGTGTC 
TCATGGTATGTAACTCTTAAAGCA 

TTGACCTCCCAl J I I I ACTATTTGCCA 

ATACCTTTTTCTAGGAATGTGCT 

AAAGCTGTTCAAATACTCGAGCCCAG 

TCTTGTGGATGGAAATGTAGTGCT 

CTTAAGTCTGACGGACCTGTCCTGTC 

CAGGCCAGTGCCCAGGGAAGGTGT 

TTTCTAACCCTGACACGGACTGTGCA 

TACTTTCCCTCATCCATGCTGTGC 

CAGCAGCTGCCTGCTTTTCTGTGATG 
TATGTATCCTGTTGACTTTTCCAG 



TCCCTGAAGAAATATCTGTGAACCTT 
CTTTCTGTTCAGTCCTAAAATTCG 

ATGGGAGTAATAAGAGCAGTGGCAG 
CAGCATCTCTGAACATTTCTCTGGA 

ACCCATTTCTACTTTTTGCACCTTATT 
TTCTCTGTTCCTGAGCCCCCACA 

TGTGTTTGCAGAGCTAGTGGATGTGT 
TTGTCTACAAGTATGATTGCTGTT 
GGCCCAGCATTGCTGGTTCTATTTAA 
TGGACATGAGATAATGTTAGAGGT 

TGAATATAATATATTTGTGTATTTAAC 

AGGGAGGGGAAGAGGGGGCGATC 

TGGCACTTTAACATTGCTTTCACCTAT 

ATTTTGTGTACTTTGTTACTTGC 

AGTAAATGTACAGTGATTTGAAATAC 

AATAATGAAGGCAATGCATGGCCT 

CTTAATGTGACCTAG C AATAG GCATA 

GCTACGTGGCACTATATTCTGGCC 

AGGAGCACCTCACAGATGCCAACCT 

CAACCTGACCGTGGACGAGGGTGTC 

CCACGACTTCTGCCCATTCTCTCCAG 

TGTGTGTAACAGGGTCACAAGAAT 



GGCCCAAACCTATTTGTAACCAAAGA 
GCTGGGAGCAGCACAAGGACCCAG 
GCGAGCAAGCATTTTGAACACATGGA 
TTTCCTTGMGCAGGCTGACAAGA 



TCGGATGGGCTGTTTAGATGTTATAT 

AATCCACAAAAGGTTCATTGAGCT 

GGATTGCCCATCCATCTGCTTACAAT 

TCCCTGCTGTCGTCTTAGCAAGAA 

AAAATG AAGTC AC ACAG G ACAATTAT 

TCTTATGCCTAAGTTAACAGTGGA 

GCCTTGTTTAATGGTAGTTTTACAGT 

GTTTCTGGCTTAGAACAAAGGGGC 

AGTGCCTTCCCTGCCTGTGGGGGTC 
ATGCTGCCACTTTTAATGGGTCCTC 

TTCCAGTCAGTTTTTCTCTTAAGTGCC 

TGTTTGAGTTTACTGAAACAGTT 

TCCAATGCAGTCCCATTCTTTATGGC 

CTATAGTCTCACTCCCAACTACCC 

TGGTATAAGAAATGACTTTGAACCAC 

TTTGCAATTGTAGATTCCCAACAA 

CCCCTGCTACTTTGAAACCAGAAAAT 
AATGACTGGCCATTCGTTACATCT 
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Table 8 

231 1 3 tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
beta polypeptide (YWHAB), mRNA 
/cds=(372,1112) 

32463 tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
theta polypeptide (YWHAQ), mRNA 
/cds=(10Q,837) 

33714 rearranged immunoglobulin lambda 
light chain mRNA /cds=(9,710) 

33723 rearranged immunoglobulin lambda 
light chain mRNA /cds=(9,710) 

33480 rearranged immunoglobulin mRNA for 

mu heavy chain enhancer and constant 

region /cds^UNKNOWN 
33480 rearranged immunoglobulin mRNA for 

mu heavy chain enhancer and constant 

region /cds=UNKNOWN 
28937 Homo sapiens ATP synthase, H+ 

transporting, mitochondrial F1 complex, 

alpha subunit, isoform 1, cardiac 

muscle 

34508 H. sapiens, gene for Membrane 
cofactor protein /cds=UNKNOWN 

31220 ERK1 mRNA for protein 

serine/threonine kinase /cds=(72,121 1) 

509290 ATP synthase, H+ transporting, 

mitochondrial FO complex, subunit b, 
isoform 1 (ATP5F1), mRNA 
/cds=(32,802) 

35335 dipeptidytpeptidase IV (CD26, 

adenosine deaminase complexing 
protein 2) (DPP4), mRNA 
/cds=(75,2375) 

29817 CD6 mRNA for T cell glycoprotein CD6 
/cds=(120,1526) 

29508 B-cell translocation gene 1 , anti- 
proliferative (BTG1), mRNA 
/cds=(303,823) 
296739 proteasome (prosome, m3cropain) 

subunit, alpha type, 5 (PSMA5), mRNA 
/cds=(21,746) 

29645 CDW52 antigen (CAMPATH-1 antigen) 
(CDW52), mRNA /cds=(24,209) 

32332 high-mobility group (nonhistone 

chromosomal) protein 2 (HMG2), 

mRNA /cds=(1 90,81 9) 
30822 diacylglycero) kinase, alpha (80kD) 

(DGKA), mRNA/cds=(103,2310) 
36062 major histocompatibility complex, class 

II, DM alpha (HLA-DMA), mRNA 

/cds=(45,830) 
361 21 polymerase (RNA) II (DNA directed) 

polypeptide B (140kD) (POLR2B), 

mRNA/cds=(43,3567) 
28741 tumor necrosis factor receptor 

superfamily, member 6 (TNFRSF6), 

mRNA /cds=(220, 1227) 
33792 caspase 1, apoptosis-related cysteine 

protease (interleukin 1 , beta, 

convertase) (CASP1), mRNA 

/cds=(0,1151) 
37230 topoisomerase (DNA) II beta (180kD) 

(TOP2B), mRNA/cds=(0,4865) 
37269 tumor necrosis factor (ligand) 

superfamily, member 5 (hyper-IgM 

syndrome) (TNFSF5), mRNA 

/cds=(39,824) 
33949 mRNA for integrin, alpha subunit 

/cds=UNKNOWN 
36326 Homo sapiens, methionine 

adenosyltransferase II, alpha, clone 

MGC:4537 IMAGE:3010820, mRNA, 

complete cds /cds=(i 16,1303) 
361 14 kinesin family member 5A (KIF5A), 

mRNA/cd*='M8,3246) 
447 



1 TGATCTGTCCAGTGTCACTCTGTACC 
CTCAACATATATCCCTTGTGCGAT 



AAAAGCCTTGTGAAAATGTTATGCCC 
TATGTAACAGCAGAGTAACATAAA 



CCACCACGGGAGACTAGAGCTGCAG 
GATCCCGGGGGAGGGGTCTCTCCTC 

CAGTGGAAGTCCCACAGAAGCTACA • 
GCTGCCAGGTCACGCATGAAGGGAG 

CCCACACTGCTTTGCTGTGTATACGC 
TTGTTGCCCTGAAATAAATATGCA 

CCCACACTGCTTTGCTGTGTATACGC 
TTGTTGCCCTGAAATAAATATGCA 

ACAAATTTCTTG G CTGGATTTG AAG C 
TTAAACTCCTGTGGATTCACATCA 



AGAGACCAGTTTTCTCTGGAAGTTTG 
TTTAAATGACAGAAGCGTATATGA 
CGCCCCTGCCACCTCCCTGACCCGT 
CTAATATATAAATATAGAGATGTGT 

GCCAGTCAGATGTTTCTCATCCTTCT 
TGCTCTGCCTTTGAGTTGTTCCGT 



AAATACTGATGTTCCTAGTGAAAGAG 
GCAGCTTGAAACTGAGATGTGAAC 



1 AGAAGCTGCACTAGGCCCCGAGTCC 
CCATGTGTCTCCTTGAATTGATGAG 

1 AAGTCTTTTCCACAAACCACCATCTAT 
TTTGTGAACTTTGTTAGTCATCT 

1 AAATTTTATTTCCAGCTCCTGTTCCTT 
GGAAAATCTCCATTGTATGTGCA 

1 CCTGAAACAG CTGCCACCATCACTCG 
CAAGAGAATCCCCTCCATCTTTGG 

1 TTCTGTGTGTATGGTAGCACAGCAAA 
CTTGTAGGAATTAGTATCAATAGT 

1 ACACACATACACACACCCCAAAACAC 
ATACATTGAAAGTGCCTCATCTGA 

1 GATCTCCTCTTAGGGTAGAAGAAGTC 
TCTGGGACATCCCTGGGGTGTGTG 

1 GGCTGCCGCAATAAAACCCAGATTTC 
TTTGGTGCGAATGCCTTACGCATG 

1 TCATCATCTGGATTTAGGAATTGCTC 
TTGTCATACCCCCAAGTTTCTAAG 

1 TGCCCACCACTGAAAGAGTGACTTTG 
ACAAGATGTTTCTACCTCTTCCCA 



1 TTTGATCAGGATTCAGATGTGGACAT 
CTTCCCCTCAGACTTCCCTACTGA 

1 TCTACCTGCAGTCTCCATTGTTTCCA 
GAGTGAACTTGTAATTATCTTGTT 



CGGATTGTTGCTGTTAATGCTGCTCA 
TTTTAGCACTGTGGAAGATTGGAT 
TAGAGATTGTGAAGAAGAATTTCGAT 
CTCCGCCCTGGGGTCATTGTCAGG 



CTCCTGTTGGGTAAGGGTGTTGAGTG 
TGACTTGTGCTGAAAACCTGGTTC 
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Table 8 

1 01 5499 Sjogren syndrome antigen B 
{autoantigen La) (SSB), mRNA 
/cds=(72,1298) 

32627 mRNA; cDNA DKFZp434E0516 (from 
clone DKFZp434E0516) 
/cds=UNKNOWN 

37089 transforming growth factor, alpha 
(TGFA), mRNA/cds=(31,513) 

38457 splicing factor proline/glutamine rich 
(polypyrimidine tract-binding protein- 
associated) (SFPQ), mRNA 
/cds=(85,2208) 
313011 Homo sapiens, clone MGC:1 5351 

IMAGE:4126712, mRNA, complete cds 
/cds=(87»1142) 
1 3435401 gene for monocyte chemotactic protein- 
3(MCP-3)/cds=(0,329) 
441 41 8 cDNA: FLJ21 321 fis, clone COL02335, 
highly similar to HSA010442 mRNA for 
immunoglobulin kappa light chain 
/cds=UNKNOWN 

441416 cDNA: FU21321 fis, clone COL02335, 
highly similar to HSA01 0442 mRNA for 
immunoglobulin kappa light chain 
/cds~UNKNOWN • 

402777 protein phosphatase 1 r catalytic 

subunit, gamma isoform (PPP1CC), 
mRNA/Cds=(154,1125) 

397375 intermediate filament protein syncoiWn 
(SYNCOIUN). mRNA /cds=(1 68,623) 

671 526 chaperonin containing TCP1 , subunit 3 
(gamma) (CCT3), mRNA /cds=(0,1 634) 

40264 8 v-rel avian reticuloendothetiosis viral 

oncogene homolog (REL), mRNA 

/cds=(1 77,2036) 
45541 8 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA/cds=(155,820) 
456258 testis enhanced gene transcript 

(TEGT), mRNA/cds=(40,753) 
415822 p130 mRNA for 130K protein 

/Cds=(69,3488) 
41 6030 p1 30 mRNA for 1 30K protein 

/Cds=(69,3488) 
431 952 angio-assodated, migratory cell protein 

(AAMP), mRNA /cds=(0, 1 358) 
434305 lipase A, lysosomal acid, cholesterol 

esterase (Wolman disease) (LI PA), 

mRNA/cds=(40,1239) 
556782 PAP mRNA /cds=UNKNOWN 

453963 thioredoxin (TXN), mRNA 

/cds=(63,38G) 
483524 ERF-1 mRNA 3' end /cds=UNKNOWN 

531 1 05 synovial sarcoma translocation, 

chromosome 18 (SS18), mRNA 

/cds=(3,1178) 
495125 ribosomat protein L11 (RPL11), mRNA 

/Cds=(0,536) 
695584 GDP dissociation inhibitor 1 (GDI1), 

mRNA/cds=(80,1423) 
2326523 adenosine deaminase, RNA-specific 

(ADAR), transcript variant ADAR-a, 

mRNA/cds=(187,3867) 
496897 heterogeneous nuclear 

ribonucleoprotein A1 (HNRPA1), 

transcript variant 2, mRNA 

/cds=(l04,1222) 
61 9490 oxidase (cytochrome c) assembly 1 -like 

(OXA1L), mRNA/cds=(0,1487) 
551449 splicing factor 3a, subunit 3, 60kD 

(SF3A3), mRNA/cds=(8,1513) 
899299 stimulated trans-acting factor (50 kDa) 

(STAF50), mRNA/cds=(122,1450) 

563882 ARP1 (actin-related protein 1, yeast) 
homolog A (cenlractin alpha) 
(ACTR1A). mRNA /cds=(57,1 1 87) 



AAAAGGAAAACCGAATTAGGTCCACT 
TCAATGTCCACCTGTGAGAAAGGA 

GGAAGAACCGTCCAGAGCTGAGTGA 
CGCTGGGATCCGGGATCAAAGTTGG 

TGTGCATTGTTATTGAGTTGTACTGTA 
CCTTATTTG GAAGGATGAAGGAA 
CCCATTTCTTGTTTTTAAAAGACCAAC 
AAATCTCAAGCCCTATAAATGGC 



AGAAGCATGTCACTTTCATGTTCCTC 
CCTAACTCCCTGACCTGAGAACCC 

GGATGCTCCTCCCTTCTCTACCTCAT 
GGGGGTATTGTATAAGTCCTTGCA 
GCACCATCTGTCTTCATCTTCCGCCA 
TCTGATGAGCAGTTGAAATCTGGA 



GCACCATCTGTCTTCATCTTCCGCCA 
TCTGATGAGCAGTTGAAATCTGGA 



AAAAGAAATCTGTTTCAACAGATGAC 
CGTGTACAATACCGTGTGGTGAAA 

GGCCTGTTACTCTCCATGACT AACTG . 
TGTAAGTG CTTAAAATG G AATAAA 

GGCAGCCCCCAGTCCCTTTCTGTCC 
CAGCTCAGTTTTCCAAAAGACACTG 

TCTTGATACCACCTATATAGATGCAG 
CATTTTGTATTTGTCTAACTGGGG 

CGGGCCTTGCATATAAATAACGGAGC 

ATACAGTGAGCACATCTAGCTGAT 

CTGTGCTTTTTGCTTGGGATAATGGA 

GTTTTTCTTTAGAAACAGTGCCAA 

TTGAGGGGATTAATATGAAAACTTAT 

GACCTCTTCCTTTAGGAGGGAGTT 

TGTTAAAACCCCTATAGCCACCTTTT 

GGGAATGTTTTAAATTCTCCAGTT 

TGGCAGGCGTCAACCCCATTTTATTT 

GTCCTTATTCCTGTGGAAGCAGTA 

AATACACCTGCTTCACGTCCCTATGT 

TGGGAAGTCCATATTTGTCTGCTT 

CAGGAAATGCAGCAACTTCAGGAAAT 
GCAG CAAC AAAAATACCTACTCCT 
AAACCCAGTTGCCATCTGCGTGACAA 
TAAAACATTAATG CTAAC ACTTTT 
TGCTGTATTACTTCTGAAAAGACTGT 
GCAGTGTGTTAGTTGTTGGCTGAA 
GTGTATGAGAGAGAGAGTGTGTGTTT 
GTGTGTTTCAAGGTCAGAACAGGT 

TGGTTCCAGCAGAAGTATGATGGGAT 

CATCCTTCCTGGCAAATAAATTCC 

TGTCCCCTTCCCCACCCTCTAGTGTA 

TTTCACAGAAAACAAAACCTCCCA 

AGTCCAGTTTTATGATTCTGCTTTTAT 

GTGTCCCTTGATAACAGTGACTT 

AAACTCATCTGTCCAAGTTCGTGGCA 
GAAAGGAACGTCCTTGTGAAGACC 



AG AG CACTGGGTAGCCAAGTGATCTT 

CCCATTCACAGAGTTAGTAAACCT 

CCCCCAGAGACCCCATTTGCCTCTCA 

ACACTCAGACCTTCAACTGl I I I T 

CCAGTGACACCCCATATTCATCACAA 

AATTAAAGCAAGAAGTCCATAGTA 

TGACACCAAGACCCACCCCAATCCAG 
ACTTCACACAGTATTCTCCCCCAC 
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Hs.289103 X83300 

Hs. 160483 X85116 

Hs.24143 X86019 

Hs.75410 X87949 

Hs.2007 X89102 

Hs. 180433 X89602 

Hs. 13046 X91247 

Hs.335328 X91348 

Hs.2726 X92518 

Hs.78335 X94232 



Hs.75841 
Hs.3416 



X94910 
X97324 



Hs.100555 X98743 



Hs.139262 
Hs.170121 



X99699 
Y00D62 



Hs.51077 YOQ093 

Hs.169476 Y00282 

Hs.76473 Y00285 

Hs.172182 Y00345 

Hs.1 80414 Y00371 

Hs.233950 Y00503 

Hs.75716 Y00630 



Hs.79368 
Hs.1 13503 

Hs.227817 
Hs.43913 
Hs.44499 
Hs.47007 

Hs.7879 
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Table 8 

603028 SMA4 mRNA /ods={66,488) 
1161561 epb72 gene exon 1 /cds=(61,927) 

2760482 Wiskott-Aldrich syndrome protein 

interacting protein (WASPIP), mRNA 
/cds=(108,1619) 

1 143491 mRNA for BiP protein /cds=(222,2183) 

887455 tumor necrosis factor (ligand) 

superfamily, member 6 (TNFSF6), 

mRNA/odss(157,1002) 
1 1 50420 rTS beta protein (HSRTSBETA), 

mRNA /cds=(1 7,1 267) 
1237037 thioredoxin reductase 1 (TXNRD1), 

mRNA /cds=(439,1 932) 
141 8768 predicted non coding cDNA (DGCR5) 

/cds=UNKNOWN 
1 225979 mRNA for HMGI-C protein 

/cds=(848,1177) 
1292867 microtubule-associated protein, RP/EB 

family, member 2 (MAPRE2), mRNA 

/cds=(112,1095) 
341 3292 chromosome 1 2 open reading frame 8 

(C12orf8), mRNA/cds={11 r 796) 
1806039 adipose differentiation-related protein 

(ADFP), mRNA/cds=(0,1313) 

149822B DEAD/H (Asp-Glu-Ala-Asp/His) box 

polypeptide 18 {Myc-regulated) 

(DDX18), mRNA/cds=(71 r 2083) 
1869900 XIAP associated factor-1 

(HSXIAPAF1), mRNA /cds=(0,953) 
34275 protein tyrosine phosphatase, receptor 

type, C (PTPRC), mRNA 

/cds=(86,4000) 
35175 integrin, alpha X (antigen CD1 1 C 

(p150), alpha polypeptide) (ITGAX), 

mRNA/cds=(58,3549) 
36048 Homo sapiens, glyceraldehyde-3- 

phosphate dehydrogenase, done 

MGC:10926 IMAGE: 36281 29, mRNA, 

complete cds /Cds=(2306,3313) 
33054 insulin-like growth factor 2 receptor 

(1GF2R), mRNA /cds=(1 47,7622) 
35569 poly(A)-binding protein, cytoplasmic 1 

(PABPC1), mRNA /Cds=(502,2403) 
32466 hsc70 gene for 71 kd heat shock 

cognate protein • 
34038 serine protease inhibitor, Kunitz type 1 

(SPINT1), mRNA /cds=(175,1716) . 
35267 serine (or cysteine) proteinase inhibitor, 

clade B (ovalbumin), member 2 

(SERP1NB2), mRNA/cds=(72,1319) 

1542882 epithelial membrane protein 1 (EMP1), 

mRNA /cds={21 8,691) 
22531 55 Homo spaiens mRNA for RanJSTP 

binding protein 5 (RanBP5(lmportin5) 

gene) /cds=(236,3529) 
1694788 BCL2-related protein A1 (BCL2A1). 

mRNA/cds=(183,710) 
3925684 PIBF1 gene product (PIBF1), mRNA 

/cds=(0,2276) 
4581462 pinin, desmosome associated protein 

(PNN), mRNA /cds=(30,2261) 
1 841 433 mitogen-activated protein kinase 

kinase kinase 14 (MAP3K14), mRNA 

/Cds=(232,3075) 
2706510 interferon-related developmental 

regulator 1 (IFRD1), mRNA 

/cds=(219,1580) 
1 8481 80 splicing factor, arginine/serine-rich 2, 

interacting protein (SFRS2IP), mRNA 

/cds=(1 21 0,4656) 
280851 0 Ewing sarcoma breakpoint region 1 

(EWSR1), transcript variant EWS, 

mRNA/cds=(43,2013) 
21 1 71 58 protein phosphatase 1 , regulatory 

subunit 10 (PPP1R10), mRNA 

/cds=(539,3361) 



1 GACTGCAAGTCACTCTTAGGGGCTGT 
ACTTCCTTAGTACTGGTAGCATTA 

1 AACTGAGCATCACGAACCCTGTTTGG 
CAGACTGAGGTCACGATGGAGGGG 

1 TCCTCCATTGAAGAAGAATGTCAACA 
AGAAAGG AAAAATAGACAAACTG G 

1 AAGTCTCGAATGTAATTGGAATCTTC 
ACCTCAGAGTGGAGTTGAACTGCT 

1 CCATCGGTGAAACTAACAGATAAGCA 
AGAGAGATGTTTTGGGGACTCATT 

1 ACAAAAATAGCTATATCAAGGGCTGG 

CACCTAGACATTAAACTGTACTTT 
1 GTCCACCAGTCTCTGAAATTAGAACA 

GTAGGCGGTATGAGATAATCAGGC 
1 GAAATGTAGCTGGAGTCATCATTTAG 

CAGAGCACGGTGTCCCTGGGTTGG 
1 GCCTCTGTGATCCCCATGTGTTTTGA 

TTCCTGCTCTTTGTTACAGTTCCA 
1 AAAACAAGAAACAAATGTGCCCACCC 

CACTTTCCGCTTAACTGAAAAGCT 

1 GTAAAAAGGCTGTCTGTGATTTTCCA 
GGGTTTGGTGGGGGTAGGGAGGGG 

1 CTGACTGAGTCTCAGAATGCTCAGGA 
CCAAGGTGCAGAGATGGACAAGAG 

1 AGCTTCTTGGGTTCCTAATTCCTGGT 
GTTTAATAATTCTCTCCACGATCA 

1 TACTTGCTGTGGTGGTCTTGTGAAAG 
GTGATGGGTTTTATTCGTTGGGCT 

1 ATTTCCAGTGAGCTTATCATGCTGTC 
TTTACATGGGGTTTTCAATTTTGC 

1 TGCAGCTCACCAGCCCCAGGGGCAG 
AAGAGACCCAACCACTTCCTATTTT 

1 ACTTACCCAGATGTTGCTTTTGAAAA 
GTTGAAATGTGTAATTGTTTTGGA 



TGTATATAGACTCTGGTGTTCTATTG 

CTGAGAAGCAAACCGCCCTGCAGC 

ATGTCAGTTCTGTTTTAAGTAACAGAA 

TTGATAACTGAGCAAGGAAACGT 

TTGGAGCTAAGCTGCCACCTGGTTAA 

TTAAGGTCCCAACAGTGAGTTGTG 

CTTTGGAGGGTGTCTTCTGGGTAGAG 

GGATGGGAAGGAAGGGACCCTTAC 

TGCCTTTAATTGTTCTCATAATGAAGA 

ATAAGTAGGTACCCTCCATGCCC 



ATTTGCATTACTCTGGTGGATTGTTCT 
AGTACTGTATTGGGCTTCTTCGT 
TTTGGCTTAGTGTTTTCATTGCAAATT 
ATAATTGCTGTAGAGCCACACAC 

TTGATGATGTAACTTGACCTTCCAGA 

GTTATGGAAATTTTGTCCCCATGT 

AACAAAAGATGAAGACCTAGTGTTTT 

GGATGGGAAGCACCTGTAGACCAT 

ACATGTGCAAATAAATGTGGCTTAGA 

CTTGTGTGACTGCTTAAGACTAAA 

TCTGGGTTGTAGAGAACTCTTTGTAA 

GCAATAAAGTTTGGGGTGATGACA 

CGAACCAAAGCTAGAAGCAAATGTCG 
AGATAAGAGAGCAGATGTTGGAGA 

CACTCTTCACCTATTGTATGACCAAAT 
AAAGGTTATGCTGCTTGTTACGC 

TGCTAGGTGATGGAGTAGAAATGGAT 
TCCCTCTGGGAATGGTTTCTTGGT 

TATGAAAACAGTGGATTGGTTGGGTT 
TTGTGCAGGGTCTTGGGTTAGAGC 



449 



WO 02/057414 



PCT/US01/47856 



Table 8 



3846 


Tahlp 3A 


Hs. 16530 


Y13710 


2326515 


3B47 


Table 3A 


Hs.17883 


Y13936 


2315201 


3848 


Table 3A 


Hs.195175 


Y14039 


2653415 


3849 


Table 3A 


Hs.227913 


Y15906 


5327056 


3850 


Table 3A 


Hs.85951 


Y16414 


2924334 


3851 


Table 3A 


Hs.271387 


Y16645 


2916795 


3852 


Table 3A 


Hs.337737 


Y17829 


4128042 


•JIJM 


Tahlp *3A 


Hs ?477Q? 


7QD01 3 


33149 


3854 


Table 3A 


Hs.173936 


Z17227 


393378 


3855 




He 211577 


222551 


296163 


3856 


Table 3A 


Hs.82401 


Z22576 


397938 


3857 


Tahlp ^A 


Hs 74076 


222970 


312145 


3858 


Tahlp 3A 


Hs 146381 


223064 


3256006 


3859 


Table 3A 


Hs.225160 


Z23090 


433597 


3860 


Table 3A 


Hs.4934 


Z24724 


505034 


3861 


Table 3A 


Hs.2236 


Z29067 


479172 


3862 


Table 3A 


Hs.109918 


Z35227 


609016 


3863 


Tahlp 3 A 


Hs 198427- 


Z46376 


587201 




Tahlp 3A 


Ue 171676 
ns. i / i o<£t> 


247087 


860989 


3865 


Table 3A 


Hs.1 80877 


Z48950 


761715 


3866 


Table 3A 


Hs.83465 


Z49995 


895841 


3867 


Table 3A 


Hs.78683 


Z72499 


1545951 


3868 




Hs.51077 


M81695 


487829 


3869 


Table 3A 


Hs.113029 


BF025727 


10733439 


3870 


Table 3A 


HS.1 50675 


BF028489 


10736201 


3871 


Table 3A 


Hs.74170 


BF028896 


10736608 


3872 


Table 3A 


Hs.1 99061 


BF029654 


10737366 


3873 


Table 3A 


Hs.13268 


BF029796 


10737508 


3874 


Table 3A 


Hs.149595 


BF029894 


10737606 


3B75 


Table 3A 


HS.1 18303 


BF030930 


10738642 


3876 


Table 3A 


Hs.337986 


BF033741 


10741453 



small inducible cytokine subfamily A 
(Cys-Cys), member 18, pulmonary and 
activation-regulated (SCYA18), mRNA 
/cds=(70,339) 

protein phosphatase 1G (formerly 2C), 
magnesium-dependent, gamma isoform 
(PPM1G), mRNA/cds=(24,1664) 

mRNA for CASH alpha protein 
/Cds={481,1923) 
APl5-like1 (APISL1), mRNA 
/cds={1 32,1 645) 

exportin, IRNA (nuclear export receptor 
fortRNAs)(XPOT), mRNA 
/cds=(0,2888) 

mRNA for monocyte chemotactic 
protein-2 /cds={472,771) 
Homer, neuronal immediate early 
gene,1B(SYN47), mRNA 
/cds=(75,H39) 

germline gene for the leader peptide 
and variable region of a kappa 
immunoglobulin (subgroup V kappa I) 

mRNA for transmebrane receptor 
protein /cds=(43,1020) 

kinectm 1 (kinesin receptor) (KTN1), 
mRNA/cds=(83,3985) 

CD69 antigen (p60, early T-cell 
activation antigen) (CD69), mRNA 
/cds=(81,680) 

mRNA forM130 antigen cytoplasmic 
variant 2 /cds=(1 01, 3571) 

RNA binding motif protein, X 
chromosome (RBMX), mRNA 
/cds=(1 1,1186) 

hypothetical protein FLJ13102 
(FU13102), mRNA /cds=(80,1 084) 

polyA site DNA /cds=UNKNOWN 

nek3 mRNA for protein kinase 
/cds=(0,1379) 

ras homolog gene family, member H 
(ARHH), mRNA /cds=(579,1 154) 

hexokinase2(HK2), mRNA 
/cds=(1490,4243) 

transcription elongation factor B (Sill), 
polypeptide Mike (TCEB1L), mRNA 
/cds^lOI.592) 

clone PP781 unknown mRNA 
/cds=(1 13,523) 

homeo box D1 (HOXD1), mRNA 
/cds=(223,1209) 

ublquitin specific protease 7 (herpes 
virus-associated) (USP7), mRNA 
/cds=(1 99,3507) 

integrin, alpha X (antigen CD1 1 C 
(p150), alpha polypeptide) (ITGAX), 
mRNA/cds=(58,3549) 

ribosomal protein S25 (RPS25), mRNA 
/cds=(63,440) 

polymerase (RNA) II (DNA directed) 
polypeptide K (7,0kD) (P0LR2K), 
mRNA/cds=(66,242) 

602708243F1 cDNA, 5' end 
/clone=IMAGE:4844914 /clone_end=5' 

p300/CBP-associated factor (PCAF), 
mRNA/cds=(458,2956) 

6026341 17F1 cDNA, 5' end 
fclone=IMAG&4779149 /clone end=5' 



/clone=IMAGE:3827172 /clone end=5' 



/clone*lMAGE:3828706 /clone„end=5' 

Homo sapiens, clone MG&17431 
. IMAGE:2984883, mRNA, complete cds 
/cds=(1336,1494) 



TGCATGGATCAATCAGTGTGATTAGC 
TTTCTCAGCAGACATTGTGCCATA 



CTCATCACCGGTTCTGTGCCTGTGCT 
CTGTTGTGTTGGAGGGAAGGACTG 



GCAGCACACTCTGAGAAAGAAACTTA 

TCCTCTCCTACACATAAGAAACCA 

TGCAAGACACCTGTTTATCATCTTGTT 

TAAATGTAAATGTCCCCTTATGC 

TCAACGCCAATATGTATTCTACAAAA 

GAGAATGGTTTTAGGCTCCAGTGT 

TGGATCATCAAGGTGAAACACTTTGG 
TATTCTTTGGCAATCAGTGCTCCT 
GATACACTGTCTCTCTTCATAGGACT 
GTTTAGGCTCTGCATCAAGATTGC 

AAGGCAGGGATCATGACACCTGAGG 
AGTCTAGTTTATGGCTTCAGTTGGA 

ATGGATGGACTGATCTGAAAATCGAC 

CTCAACTCAAGGGTGGTCAGCTCA 

TG CTAATGTAATC G GTTTTTGTAATG 

GCGTCACAAATAAAAGGATGCTTA 

TGCAAGACATAGAATAGTGTTGGAAA 

ATGTGCAATATGTGATGTGGCAAA 

AAGTTTGTGAATGTGACTACTTAGTG 
GTGTATATGAGACTTTCAAGGGAA 
CCATTTTGCCTTTCTGACATTTCCTTG 
GGAATCTGCAAGAACCTCCCCTT 

CTGTGCCTCCCCCGCCACCTGTGTG 

TTCTTTTGATACATTTATCTTCTGT 

TGTATATTTATGGTGGGAGGTGGTTG 

GGAACTTTTAACAAAATGGGGTGT 

TCCTTTGGAAACAGAATGAAGCAGAG 

GAAACTCTTAATACTTAAAATCGT 

TTGCCCAGGCCAGTTAGAAAATCCCT 

TGGGGAACTGTGATGAATATTCCA 

CTAGTCATAG AAATACCTCATTCG C C 

TGTGGGAAGAGAAGGGAAGCCTCT 

ATGTG GTAAAAC CCAG AAAG CATCCA 

TC ATGAATG C AAG ATACTTTC AAT 

TGCTTGATTAAGATGCCATAATAGTG 

CTGTATTTGCAGTGTGGGCTAAGA 

TCTTCTGTTTCATCCTGCGGTTCTGG 

AACCAGATTTTGACTTGCGTGTCA 

CCTTCAGTTATACTTTCAATGACCTTT 

TGTGCATCTGTTAAGGCAAAACA 

ATGCATCTACCGCTCCTTGGGAAATA 
ATCTGAAAGGTCTAAAAATAAAAA 

CGCAAGAAGCAGGAAGAGGAAAGAG 
AAGAAAAGCACAACGGGGAAAGATA 

GTAGTGTGTTGCATCCCTCTCACCCT 
CTGATCTTCGTCAGTCGTGTCATG 

GAGGGAAACCCGGTAATAGGCTGGG 
AGTAATCCACACACGTGCTAACATT 

CACACACTGCTACGTGACGTACCACT 
ACTGCCAGCGCAGCACTAGCTCAC 
GGATCGTGACACACCGGGTTACACA 
CTTTCCACACCGTAATTCCATCAAT 

GGTTGCACCAAGGCTGCCTAGGAGA 
AGTGCCTGACTGGACTACCCCGATC 

TCTGCCATCTGTCTATTTCCCAATTTT 
CCTTCTGACTGTTCCTTTCTCCT 

CTGTGATATTTTGGTCATGGGCTGGT 
CTGGTCGGTTTCCCATTTGTCTGG 
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3877 Table 3A 

3878 Table 3A 

3879 Table 3A 

3880 Table 3A 

3881 Table 3A 

3882 Table 3A 

3883 Table 3A 

3884 Table 3A 

3885 Table 3A 

3886 Table 3A 

38B7 Table 3A 

3888 Table 3A 

3889 Table 3A 

3890 Table 3A 

3891 Table 3A 

3892 Table 3A 

3893 Table 3A 

3894 Table 3A 

3895 Table 3A 

3896 Table 3A 

3897 Table 3A 

3898 Table 3A 

3899 Table 3A 

3900 Table 3A 

3901 Table 3A 

3902 Table 3A 

3903 Table 3A 

3904 TabJeSA 

3905 Table 3A 

3906 Table 3A 



Hs.144559 BF036686 



10744746 601459771F1 cDNA, 5' end 

/done=IMAGE:3863248 /clone end=5' 



Hs.39457 BF1 03848 10386287 



NA 



Hs.5174 BF307213 

Hs.84883 BF307871 

Hs.63908 BF309911 

Hs.292457 BF310166 



10969340 
10970089 
10970694 



Hs.279009 BF105172 10887698 

Hs.95388 BF107010 10889635 

Hs.171595 BF130300 

Hs.129872 BF131060 

Hs.75428 BF1 31654 

Hs.9614 BF131656 

NA BF1 84881 11063302 

Hs, 160954 BF207290 11100876 

HS.76064 BF214146 

Hs. 169248 BF214508 11108094 

Hs.75968 BF217687 11111273 

Hs.111611 BF219474 11113299 

Hs.112318 BF237710 11151628 

Hs.182937 BF242969 11156897 

Hs. 171774 BF243010 11156938 

Hs.296251 BF243724 11157654 

Hs.1 09697 BF244603 11158534 

Hs.294110 BF245076 11159008 

Hs.182825 BF245224 11159156 

Hs. 199248 BF245892 11159734 

Hs.108124 BF303895 11250572 

Hs.296251 BF303931 11250608 



6025371 52F1 cDNA, 5' end 
/clone=IMAGE:4656037/clone_end=5' 

matrix Gla protein (MGP), mRNA 
/cds=(46,357) 

602619064F1 cDNA, 5' end 
/clone=IMAGE:4733030 ycione_end=5' 



HIV TAT specific factor 1 (HTATSF1), 
mRNA/cds=(57,2321) 
sperm associated antigen 9 (SPAG9), 
mRNA /cds=(1 10,24 10) 
superoxide dismutase 1, soluble 
(amyotrophic lateral sclerosis 1 (adult)) 
(SOD1). mRNA/cds=(0,464) 
10970696 nucleophosmin (nucleolar 

phosphoprotein B23, numatrin) (NPM1), 
mRNA/cds=(0,8S4) 
ESTs 

60275961 5F1 cDNA, 5* end 
/clone=IMAGE:4895042 /clone_end=5* 

1 1 1 07732 ribosomal protein L27a (RPL27A), 
mRNA/cds=(22,468) 



BF306204 11253289 



601845758F1 cDNA, 5' end 
/c!one=IMAGE:407651 0 /clone_end=5' 

thymosin, beta 4, X chromosome 
(TMSB4X), mRNA/cds=(77,2H) 

ribosomal protein L27 (RPL27), mRNA 
/cds=(1 7,427) 
cDNA FU14633 fis, done 
NT2RP2000938 /cds=UNKNOWN 
peptidylprolyl isomerase A (cyclophilin 
A) (PPIA), mRNA/cds=(44,541) 

hypothetical protein (HSPC016), 
mRNA/cds=(38,232) 

programmed cell death 4 (neoplastic 
transformation inhibitor) (PDCD4), 
mRNA/cds=(84,1493) 

601862620F1 cDNA, 5' end 
/clone=IMAGE:4080412 /clone_end=5' 

601863910F1 cDNA, 5' end 
/clone=!MAGE:4082235/clone_end=5' 

ribosomal protean L35 (RPL35), mRNA 
/cds=(27,398) 

prostaglandin E receptor 4 (subtype 
EP4) (PTGER4), mRNA 
/Cds=(388,1854) 

cDNA: FLJ23088 fis, clone LNG07026 
/cds=UNKNOWN 

programmed cell death 4 (neoplastic 
transformation inhibitor) (PDCD4), 
mRNA /cds=(84, 1493) 
cDNA clone 1MAGE:41 38980 5' 



NA 



BF313856 



11254322 ribosomal protein S17 (RPS17), mRNA 
/cds=(25,432) 

1 1255039 mRNA for K1AA0864 protein, partial 

cds /cds=(0,3656) 
11257388 hypothetical protein MGC14726 

(MGC14726), mRNA /cds=(21 ,653) 
1 1257703 Homo sapiens, clone MGC:16362 

IMAGE;3927795, mRNA, complete cds 

/cds=(498,635) 
11261925 601 902261 F1 5' end 

/clone=IMAG E:4 134 998 



1 TACGACATTTGCGAAATTCGCTAAAA 
ACAAGGGGGAGTTCACGCGGCCAT 

1 GCGCAGGTTACCGGAACCCAAGGTC 
CTTTGAAATTCACAACTCTCTTTGG 

1 AGCTGTGGAAAGGGCAACCTGTGGT 
TTCTCTGTACTGGTGTTTAATGGGG 

1 CACAAACACCCGCCCGAGCAACCAC 
AGACACAGGACACGACACCACACAC 

1 AAAGGGTTACTTTTCAAAACAGTCTC 
CTTTCGACCGGGGTCAGGGTGGCC 

1 GGTGGACAGTATAAGGCGGTTAAGAT 
CCGTTGATGGCGAAGGTGAGAATG 

1 GACAGAGCGAGTAGACGGGAGGCGG 
AGAAGGAAGAGGAGACGAGACGAGG 

1 CAAGACACAGAGGCAACGGAGAGAC 
ACGCAGACAAGCAAGGCCACGGAAC 

1 AGGGATAGGATAATTACAGAGGTACT 
GAGACTCCTGGCGTGGGTGACTCT 

1 CCCATCATGAAAAAACGCCTTAGGAG 
CCGAAGAAGAAAACCTCGGGAAAA 

1 GACACAGCGAGAGTCCAGGAACAGG 
CAGACAAGCGAGAAAGAGGAGAAGC 

1 GTAGGAGGCGAGAAGGAAGAACAAG 
GCACACCGAAGGAGCAAGACCAGAC 

1 CAAGAAGCAGAAGCAGCAACCAGAG 
ACAGAGAGACAAACGCAGAACAACA 

1 CAACAAGCAGACGAACAACAACAAAT 
ATCAACGAGGCGCAGCAGCTCAAA 

1 AACACACAAGAGAAACATAACCACTA 
AATCACTACAAACACACACAGAAT 

1 AAACGAATTCTTGCACTGAGAGTGTT 
CACAGCGCCACTTTCCTCCTCCTC 

1 CGAGAAGCAGAAGATGACAGCAGAG 
CGAAAGCAGAGAACGAACAGACAAG 

1 TTGGATTTATTAAAGTCCCTTTGGAA 
GTCTTCTACCATTACTGTAGACCA 

1 TCACATACCCTATGCCGACTGAGTGG 
AACGAGCCGACTATCACACAGAGC 

1 CACATGCGCAATAAACCCGGCGAAG 
ACGCCACTCTGCGGCAAAGGACACA 

1 CCGCAGACACGAAAGCACCAACCAC 
CGACCGCCACCAGAAGGAACAACAG 

1 GGGCACTTAAATGGTCACCTGTGTAA 
CAGTTTGGTGTAACTCCCAGTGAT 

1 ACAACACGAAAACGAACAAGCAAAGA 
AAGAAAACGGACACGAGCGAACCA 

1 TTGGATTTATTAAAGTCCCTTTGGAA 
GTCTTCTACCATTACTGTAGACCA 

1 CAGCCATGTCCATGACAACCAGAGC 
CTGGGAGGAGCTGGATGGCGGCCTG 

1 AAACACACAGCAAGAACCACGAAAAG 
AGCAACCCAAAATAGGAAAAGCGG 

1 ACAGCGTGGATATAAG GACCAAGAG 
ACTAGGGCGCATACTATGATTCGCA 

1 ATGGACACGAGGACGGAACTGGGGG 
TACTAGAACAACCCTTCTCTGAAAA 

1 AGACCAAACGAGAAGGAGAAAAAGC 
AAGACCACAAAAGACAACAACAGCG 



AAAAAATCGGGCTTTTTCTGGGGGAA 
AGGGAAGGGCGGGGAATGCTGGCC 
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3907 Table 3A NA 



BF315059 11263244 



Table 8 

601899090F1 5' end 
/clone-!MAGE:41 28334 



3908 Table 3A Hs.99858 BF315159 



3909 Table 3A Hs.268177 BF339088 



3910 Table 3A Hs.296317 BF340402 



1 1 263380 ribosomaf protein L7a (RPL7A), mRNA 
/cds={31,83l) 

1 1285508 phospholipase C, gamma 1 (formerly 
subtype 148) {PLCG1), mRNA 
/cds=(76,3948) 

1 1 286776 m RNA for KIAA1 789 protein, partial 
cds/cds=<3466,4899) 



3911 Table 3A Hs.116567 BF341330 11287821 



60201 3274F1 cDNA, 5' end 
/clone=IMAGE:4149066 /clone end=5' 



3912 Table 3A Hs.2554 BF341359 11287850 si alyltransf erase 1 (beta-galactoside 

alpha-2,6-sialytransferase) (SIAT1), 
mRNA /cds=(31 0,1 530) 

3913- Table 3A Hs.28788 BF341640 11288136 60201 6073F1 cDNA, 5* end 

/clone=IMAGE:41 51 706 /clone end=5' 



3914 Table 3A Hs.33905 BF342246 11289148 



3915 Table 3A Hs.127863 BF342439 11289452 



3916 Table 3A Hs.205442 BF377518 11339543 



3917 Table 3A Hs.319825 BF380732 11369857 



3918 Table 3A Hs.5174 BF381953 



3919 Table 3A Hs.112237 BF525720 



3920 Table 3A Hs.136537 BF526066 



3927 Table 3A Hs.79530 BF663116 

3928 Table 3A Hs.11356 BF665055 

3929 Table 3A Hs.3585 BF666961 

3930 Table 3A Hs.46677 BF667621 

3931 Table 3A Hs.343615 BF668050 

3932 Table 3A Hs.12035 BF668230 



602041247F1 cDNA, 5' end 
/cione=IMAGE;41 79250 /c!one_end=5* 

601898969F1 cDNA, 5' end 
/done=IMAGE:41281 12 /clone_end=5' 

601439689F1 cDNA, 5' end 
/clone=IMAGE:3924407 /done_end=5' 

602021 477F1 cDNA, 5' end 
/clone=IMAGE:4156915 /ctone^end=5' 



1 1 363256 ribosomal protein S17 (RPS17), mRNA 
/cds=(25,432) 

11613081 602321076F1 cDNA, 5' end 

/cIone=IMAGE:4424130 /c1one_end=5« 

11613527 602071176F1 cDNA, 5' end 

/done=IMAGE:4214059 /done_end=# 



3921 Table 3A Hs.274472 BF526421 11613784 

3922 Table 3A Hs.334825 BF530382 11617745 

3923 Table 3A Hs.255390 BF531016 11618379 

3924 Table 3A Hs.146428 BF569545 11642925 

3925 Table 3A Hs.22265 BF571362 11645074 

3926 Table 3A Hs.301183 BF572855 11646567 



11937011 
11938950 



high-mobility group (nonhistone 
chromosomal) protein 1 (HMG1), 
mRNA/cds=(52,699) 

cDNA FLJ14752 fis, clone 
NT2RP3003071 /cds=(205 f 1446) 

602072345Fl'cDNA, 5' end 
/clone=IMAGE:4215251 /clone_end=5' 

pro-alpha-1 (V) collagen mRNA, 
complete cds /cds=(229,5745) 

pyruvate dehydrogenase phosphatase 
(PDP), mRNA/cds=(131,1855) 

molecule possessing ankyrin repeats 
induced by lipopolysaccharide (MAIL), 
homofog of mouse (MAIL), mRNA 
/cds=(48,2204) 

M5-14 protein (LOC51300), mRNA 
/cds=(186,1043) 

602119656F1 cDNA, 5' end 
/clone=IMAGE:4276860 /clone end=5' 



1 1940856 602121608F1 cDNA, 5' end 

/clone=IMAGE:4278768 /clone_end=5' 

1 1 941 51 6 PRO2000 protein (PRO2000), mRNA 

/cds=(650,1738) 
1 1941945 602621493F1 cDNA, 5 r end 

/clone=IMAGE:4755166 /clone_end=5' 

11942125 6021 2241 9F1 cDNA, 5'end 

/clone-IMAGE:4279300 /clone end=5' 



3933 ' Table 3 A Hs.324342 BF668584 11942479 



3934 Table 3 A Hs.285729 BF670567 11944559 



602123534F1 cDNA, 5' end 
/clone=tMAGE:4280408 /clone_end=5 1 

60201 3364F1 cDNA, 5' end 
/clone=lMAGE:41 49351 /clone.end^ 



CTACAACAATACAGCACACAGCATAA 
GCGCACAGGGCATAGACTAGGCAA 

CAAGAGAGTGGAGACGAGTACGCGA 
GAACGCACGACACAGAGCGCAAGAA 

TCTGCTGCCCTCTTAAGATCTGACTG 
CCAAATAAATCATCCTCATGTCCT 

GATGAGAAACAACCACAAGGAAGAG 
GGCAGCGCCGGAGACCTACAGAAAG 

GCGGGGGCACTGGCTCTTCACATTT 
GGTTGCGAGTTGCACACACCACAAC 

GGGGGAAGCGGAAGGGTTGGATTGG 
GTGAAAAAAGAATTGTTCGTGTTTA 

ATAATAGAGGAGAGATATTGTAAATA 
GAGACTGGCAGCAGTTTCCACAAA 

AGTGGCAGGTGCAATTGTCGGTTCG 
ATTTGTGTTCCCAACAGTCTGAAAT 

GAGCCCACGGGGAAGGGAACCCAGC 
AACACGGAAATAAGTTGGACCGATC 

ACAACCTGAGAAATAATTCGGTCAAT 
ACCAGACTCCAACATTCCTGATCT 

GTCTATTAGAAAGTAAAGAGAGTCAA 
TTACTCCAGGAGGAGAATTGCAGG 

ACCAGACACGGACACACACGAACAC 
AAGAAAACACAAAACAAGAGCAACC 

CGGTTGGGTCCTCAAAATATGCCTGT 
TTGGTTAACAAAAGCGGTTGTGAA 

GATAAAGAAGGGGCGCGGGAAACAG 
CGAGGGAAGGACGGGCTGGGAGAAC 

ATCTCTGGCAATACTGTCTGATTACG 
GGGGTGATGCCGACGGTTAAAAAC 

GAACACAAAAA^CCTCTTCTATAACG 
GGGACACACGCCAAGGGGACAAGT 
TTGGGTGCAACAACCAATACACTTAT 
ACTTGGAAACCACGGGCCATATTA 



1 AGGAGGAACAAAAACCGCAGCGTGG 
ATTTCAAATTTCTGGAAGTAAGTCT 

1 AAATTCGCGCACCCTTTGTTTTATTG 
CCCCGGTTACAAGGTTTTGAACTG 

1 CGGGCCAGTATGAATGTAGGGTCAA 
GGAACGCCGAGGGTTTCACAAAAGG 



1 CTCAGTGTAGGGCAGAGAGGTCTAA 
CACCAACATAAGGTACTAGCAGTGT 

1 AGAATATATGTATTTTGAAAGGAAAG 
GACTTGGGGATTTTTAACAGGGCA 

1 GAGACTCTCGTTGTCTCCTCTTCTGC 
TCTCTTCTCTGTTGGAGGGGAGGA 

1 AGGTTGTGGGGAGTATGTTTGGACCA 
AAAATTAAAATATTGTGGGAGGGA 

1 GACCTTACCTGGTGGTTTTGTGGTTT 
GTTCTCCCGAAAAATGCGGGGTTT 

1 CACCCTGGGTTTTAAAGTGTGGGAGA 
AAAGCGCCCGGAAGAAGGAAACAA 

1 GAGGGGACCGGCCATCTGGGCAAGC 
AGATATGCTAATTGG GAATTATAGG 

1 ATGACTTGTGAATACCTGAGTTATAC 
TTTCCCAACAGATGTGCCTAACAC 
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3935 Table 3A 

3936 Table 3A 

3937 Table 3A 

3938 Table 3A 

3939 Table 3A 

3940 Table 3A 

3941 Table 3A 

3942 Table 3A 

3943 Table 3A 

3944 Table 3A 

3945 Table 3A 

3946 Table 3A 

3947 Table 3A 

3948 Table 3A 

3949 Table 3A 
3950 . Table 3A 

3951 Table 3A 

3952 Table 3A 

3953 Table 3A 

3954 Table 3A 

3955 Table 3A 

3956 Table 3A 

3957 Table 3A 

3958 Table 3A 

3959 Table 3A 

3960 Table 3A 
3951 Table 3A 

3962 Table 3A 

3963 Table 3A 



Hs.27590 BF671020 11944915 

Hs.99858 BF673951 1 1 947846 

Hs.96566 BF673956 T 1947851 

Hs.181357 BF676042 11949937 

Hs.1 22405 BF677944 11951839 

Hs.131887 BF678298 11952193 

Hs.205319 BF679831 11953640 

Hs.34549 BF680988 11954883 

Hs. 10702 BF684382 11969790 

Hs.164575 BF669700 11975100 



histone acetyltransferase (MORF), 
mRNA/cds=(31 5,6536) 
ribosomal protein L7a (RPL7A), mRNA 
/Cds=(31,831) 

602137338F1 cDNA, 5' end 
/clone=IMAGE:427404S /done_end=5' 

laminln receptor 1 (67kD, ribosomal 
protein SA) (LAMR1), mRNA 
/cds=(85,972) 

602084766F1 cDNA, 5' end 
/clone=JMAGE:4248905 /done_end=5' 

60241 5255F1 cDNA, 5' end 
/done=IMAGE:4523725 /cIone_end=5' 

6021 5441 5F1 cDNA, 5' end 
/clone=!MAGE:4295595 /c!one_end=5' 

6O2620663F1 cDNA, 5' end 
/clone=IMAGE:4746422 /done_end=5' 

hypothetical protein DKFZp761H221 
(DKFZp76lH221), mRNA 
/Cds=(776,1714) 

6021S6609F1 cDNA, 5' end 
/clone=IMAGE:4298402 /done end=5' 



Hs.71331 BF691178 

Hs.1 73965 BF691895 

Hs.233936 BF694761 

Hs.318782 BF696330 

Hs.1 031 80 BF698884 

Hs.252723 BF698920 

Hs.323662 BF700502 

Hs.253550 BF750565 

Hs.10957 BF793378 

Hs.293658 BF794089 

Hs.206761 BF794256 

Hs.246818 BF796642 12101696 

Hs.54452 BF79734B 12102402 

NA BF821451 

NA BF889206 

Hs.38664 BF892532 

Hs.337534 BF965068 

Hs.334691 BF965438 

Hs.1 33864 BF965766 



1 1 976586 hypothetical protein MGC5350 

(MGC5350), mRNA /cds=(1 89,995) 
1 1 977303 ribosomal protein S6 kinase, 90kD t 
polypeptide 3 (RPS6KA3), mRNA 
/cds=(0,2222) 
1 1 980263 myosin, light polypeptide, regulatory, 
non-sarcomeric (20kD) (MLCB), mRNA 
/Cds={1 14,629) 
1 1 981738 602806469F1 cDNA, 5' end 

/clone=IMAGE:4940633 /ctone_end=5' 

11984292 602126455F1 cDNA, 5' end 

/ctone=IMAGE:4283340 /done_end=5' 

1 1 984326 ribosomal protein L1 9 (RPL1 9), mRNA 
/Cds=(28,618) 



1 1985910 hypothetical protein MGC14595 

(MGC14595), mRNA/cds=(101,B50) 
12077241 RC1-BN0410-261000.014-f11 cDNA 

12098432 602254823F1 cDNA, 5' end 

/clone=lMAGE:4347076 /done_end-5' 

12099143 602255649F1 CDNA, 5' end 

/c!one=lMAGE:4338732 /c!one_end=5' 

12099310 602255454F1 cDNA, 5* end 

/clone=(MAGE:4338949 /clone_end=5' 

602259846F1 cDNA, 5' end 
/ctone=IMAGE:434317l /c!one_end=5' 

zinc finger protein, subfamily 1 A, 1 
(Ikaros) (ZNFN1A1), mRNA 
/cds=(168,1727) 
12160S69 RT0038cDNA 

12280465 RC6-TN0073-041 200-01 3-H02 cDNA 

/gb=BF889205 
12283991 ILO-MTOl52-061100-501-e04 cDNA 

12332283' 602263833F1 cDNA, 5 f end 

/clone=IMAGE:4356776 /done_end=5' 

12332653 hypothetical protein FU22427 

(FLJ22427), mRNA /cds=(4 0,2631) 
12332981 602276890F1 cDNA, 5' end 

/ctone=IMAGE:4364495 /clone end=5' 



1 TGATAGCTCACTTAGTTAATTGTTTTG 
AAGCAAATTTTGGGTTGGATGGG 

1 GACACAGAAGAGAGACAGAAGAGAA 
ACGGTCGAGGAGAAGAAGCAGGAGC 

1 AAAGACCAGAGACAGGGAGACACGG 
CAGACAGAGCGCCGACAAAGAAGAG 

1 CAAGGCGACATGGGAGAGCGAGAAG 
GCTAGGAGGACGACAGACAAGGAAA 

1 GAATTTTGGGGAGGTTACTGGTCGG 
GGGAAATAACAGGGTTGGACAAACG 

1 CTCCACATATGGGTAACACACTCGGT 
CCTTACAAGCACCTAGTCACTTCC 

1 GGGACCAGACTGCTTTCTAAATGCAC 
AGCTCTTTCACTATCAGAATGTGT 

1 TGTGGTCACTTGGGAAATAAATTCCA 
TCTGGCTTACCCAATGGGTGGTGG 

1 CCACAGCCACAACACCAGACAAGCC 
GACCAACAGACAGATACAGACCACC 

1 ACCACAGCAAGACAACAAGGACGAG 
AAAGAGAACAGACAATGAGCAACGA 

1 ACTACTGCTTGCGTACCTCTCCGCTT 
TCCCTCTCCTTACTATCGACCATA 

1 TCCGTTTATATTAGCACTGTATCCCTT 
GTGCCATCCAACATTTTGTATGT 

1 CGGGCGCAGGACAGTAGCAGAGAAG 
AGAGGTGGAGAGCCGGACAACGCAG 

1 CTTCAGTCATTATGGGCTCAGTTTCC 
TCACTATTGGTTCCTCGCAAGGGA 

1 AAGAGCAACAACGAGGCGAAGAGGA 
AGGAGGAGGCAAGACAGAAGAGGAA 

1 GAGGAGCAACGACCAGAGAGACGAA 
CTGACATCAACCATAGAAGACGACA 

1 AAGCATGAAGAAGACCTGGATGAGG 
CTCAGGGAGGTTCCCCCAGTTTAAA 

1 ATCAGTCAATCAGTCAGCTTCTCAGA 
GTAGCAATCCATGTGTCCAGAGGA 

1 AAATCCAATCCTTCGGAGAGGGAATG 
GGCGGTATTAATTAAGGGAAGTCC 

1 ATGACAAGACAAGCCAGACGAAGAA 
GACAAACAAGGGAGACACAGCAGAC 

1 TGCGCCCCAATATTTGTGGAACAGCG 
TTTTGTTCGAATAAAACGATCGGT 

1 CTCGAGGTGTAACTCAGGAAGGCCT 
AGCGAATCCCGACTCGGATGGTGTC 

1 TTCACCTACTCTGTTCTTTTCATCCAT 
CCCCTGAGTCAGTTGGTTGGAGG 

1 CTGTTGTCTGGAGTGTGGAGTCTCTT 

GTCTGGATTGTGGAGTCTCTTGTC 
1 CAAGATGATGCTTGCTGTCTTTTCCT 

CTCGGCTACCCAGAATGGCATTTG 
1 AGTACTCATGACTTGAGAGACGTGGA 

CGGAGCCAGCTTCTACCTTGCTTG 
1 GGTCCGACCAATTAATGACTCCATGA 

TCGGCCTCGGTTTTCACAAACCTT 

1 AGACAAAGAGAGCATAAATATAGCTC 
TACTCATGGGTACCATACCAGTGT 

1 TTACATTTGTGGACCATGTTACAGTTA 
AAGAAAAATCCTGTTTCAGTCCT 
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3964 Table 3A 

3965 Table 3A 

3966 Table 3A 

3967 Table 3A 

3968 Table 3A 
3989 Table 3A 

3970 Table 3A 

3971 Table 3A 

3972 Table 3A 

3973 Table 3A 

3974 Table 3A 

3975 Table 3A 

3976 Table 3A 

3977 Table 3A 

3978 Table 3A 



3979 Table 3A 

3980 Table 3A 

3981 Tabfe3A 

3982 Table 3A 

3983 Table 3A 

3984 Table 3A 

3985 Table 3A 

3985 Table 3A 

3987 Table 3A 

3988 Table 3A 

3989 Table 3A 

3990 Table 3A 

3991 Table 3A 

3992 Table 3A 



Hs.279681 BF965960 

Hs.5324 BF966028 

Hs.179902 BF966049 

Hs.48320 BF966269 

HS.171802 BF956361 

Hs.22790 BF968270 

NA BF968628 

Hs.5064 BF968963 

HS.24143 BF969990 

Hs.23703 BF970427 

HS.1 02647 BF970875 

Hs.321477 BF970928 

Hs.79101 BF971075 

Hs.33026 BF971984 

Hs.14655Q BF976590 



Hs.7905 BF981080 

Hs.182740 BF981263 

Hs.289721 BF981634 

Hs.83583 BG024761 

Hs.1432 BG026279 

Hs.279009 BG028577 

Hs.5122 BG028906 

Hs.1 43554 BG033028 

Hs.11 8787 BG033294 

Hs. 103902 BG033732 

Hs.306155 BG033909 

Hs.332404 BG033953 

Hs.12396 BG034192 

Hs. 12581 9 BG034799 



12333175 heterogeneous nudear 

ribonucteoprotein H3 (2H9) (HNRPH3), 

transcript variant 2H9, mRNA 

/cds=(1 18,1 158) 
12333243 hypothetical protein (CL25022), mRNA 

/cds=(1 57,1 047) 
12333264 transporter-like protein (CTL1), mRNA 

/cds=(0,1964) 
12333484 mRNA for ring-IBR-ring domain 

containing protein Dorfin, complete cds 

/cds=(317,2833) 
12333576 RST31551 cDNA 

12335485 602269653F1 cDNA, 5' end 

/done=IMAGE:4357740 /done - end=5' 

12335843 cDNA clone 1MAGE:4359351 5' 

12336178 602490910F1 cDNA, 5' end 

/clone=lMAGE4619835 /clone_end=5' 

12337205 Wiskott-Aldrich syndrome protein 

" interacting protein (WASPiP), mRNA 

/cds=(108,16l9) 
12337642 602272760F1 cDNA, 5' end 

/clone=IMAGE:4360767 /clone_end=5' 

12338090 602271 536F1 cDNA, 5' end 

/clone=IMAGE:4359609 /done__end=5' 

12338143 602270204F1 cDNA, 5' end 

/clone=lMAGE:4358425 /done_end=5' 

12338290 cyclin G1 (CCNG1), mRNA 
/Cds=(187,1074) 

12339199 mRNA for FU00037 protein, partial 
cds/cds=(3484,3921) 

1 2343805 DNA sequence from done RP1 -6802 
on chromosome 22 Contains the 5' end 
of the APOL2 gene for apolipoprotein I 
2, the APOL gene for apolipoprotein L, 
the MYH9 gene for nonmuscle type 
myosin heavy chain 9. ESTs, STSs and 
GSSs /cds=(0,5882) 

12383892 60231 031 1F1 cDNA, 5' end 

/clone=IMAGE:440l411 /clone_end=5' 

12384075 ribosomal protein S1 1 (RPS11), mRNA 

/cds=(33,509) 
12384446 cDNA: FU22193 fis, done HRC01108 

/cds=UNKNOWN 
1241 0861 actin related protein 2/3 complex, 

subunit 2 (34 kD) (ARPC2), mRNA 

/cds-(S4,986) 
1241 3729 protein kinase C substrate 80K-H 

(PRKCSH), mRNA/cds=(136,1719) 
1 2417672 matrix Gla protein (MGP), mRNA 

/cds=(46,357) 
12418001 602293015F1 cDNA, 5* end 

/done=lMAGE:4387778 /done_end=5' 

12424903 Pur-beta (PURB) mRNA, complete cds 
/cds=(1 3,951) 

12425446 transforming growth factor, beta- 
induced, 68kD (TGFBJ), mRNA 
/Cds=(47,2098) 

12426494 6023011 01 F1 cDNA, 5 r end 

/done=IMAGE:4402465 /done_end=5' 

12426670 chorionic somatomammotropin 

hormone 1 (placental lactogen) (CSH1), 

transcript variant 2, mRNA 

/cds=(1 16,886) 
12426761 CDA02 protein (CDA02), mRNA 

/cds=(2,1831) 
12427253 602302446F1 cDNA, 5' end 

/clone=IMAGE:4403866 /clone_end=5' 

1 2428456 putative dimethyladenosine transferase 
(HSA9761), mRNA/cds={78,1019) 



GCAGGTTATCGCAAGATGTCTTAGAG 
TAGGGTTAAGGTTCTCAGTGACAC 



AIHI \ AAATGGCTTTACCAAACATTG 

TCAGTACCTTTACGTGTTAGAAG 

CTTTCCACAGCAATTGTTTTGTACGA 

GGGGCCTTACAGCGCGGTCCACTT 

TTCTACAGCACGATGCCTGGATCTAC 

TGACCTGTCAACCACGAATCTTGA 

GAAACAGCAACAAGCAAACAGGATCT 
CAGCATTACCAACAGCCAGCACTA 
TGAGCCTGAAC I I I I I IAGCAAATTAT 
TATTCTCAGTTTCCATTACCTGT 

CCTTCCAAAGCGGTCACCTGATAGG 
GAAGTCTTACGGCTAGGAAGTTACA 
GAATGGTGGGGAGAAAAAAGGGGGG 
CACAGTCATGATCGGCTCTTATAAT 

GTCACATAATCCGGGGACCCAAAGAA 
AGTTCTCCAGAGTGGTTTCACGAG 

ACAACAACACATCACGTAACCACAAC 
ACGCATAAACAGCAAATCATCCTA 

CAGAACACCAACAAGCAGGGACGGA 
AGCCGACCGAGCAAACAGCGAAGGG 

GTGGACGGCCTGGGAATGTGCCCCC 
CGGTGTAACATCGAGCCCACAATGG 

AGGATTAGGAGAGGGTCACAGAACA 

GAAAGCAGATTACACTTGGGATGGA 

CTCTGTTTGTCTGGCCGCCTCCGTGA 

TCAAACCGTGTCGTCGGCGTGTTC 

GGCTTGGACATTGCTCTCAAGAAGAT 

TAAGAACCCTGGAGGAACACTAGG 



TGTACAGCTAAATTTCTCCAAAGCAC 
TTTTTCAAAACCAAAAAAGAAAAA 

TTTGCACACTGAACACTTACAGATGT 

GGCAGATGTGAAATTTGTCATCAA 

ACAGAGAGTCACCCGCGAGTACGAA 

ACAGGCACATTTTTAGAAACTCACA 

AGGTTCTTACCACCACTTTTGTGCCC 

ATCTTTCCCTTCGTTCCCAATGTG 

CCGGGGTGGCCCTCTCAAATTTGGC 

ATGGGGTCCTCTTTCAATGTTGTGG 

CACGAGCGGCTGGAGGACACCCATT 

TTGTGCAGTGCCCGTCCGTCCCTTC 

GCCCTATGGCGTTGTTAAACACGAGC 

GTATGCTAGTAAGTATCATTCATA 

GGTGTGTCTCGCGGCTGGCCCAGTC 
TATTCTCGGTGTTTATCTTCATCAC 
GACAACGGAAACTCTGTCTCTACCAC 
CATGTGACAGACGCGTTGATGCGT 

CAAGACACAAACAGCACGACTCACAC 
AGAGAAAGCAACCATGCCGAGGAG 

CGCGTCGAACTTCGGGACATTCCCG 
TAAACCACAAACAGATAAAGAATTA 



GCGTAAAGTGATCAAAAGGCCCTGAA 
GGGGAAAATGATAAAACCCGTGGT 
AGAGGMGCGTGTGAATACAACAATC 
TAAAAAGGAGGAGAGGTCGAGCAC 

ACACATTCCCCATACCATTTCGTGTT 
ATTCACATTCCCCGTACCATTTCT 
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3993 Table 3A 

3994 Table 3A 

3995 Table 3A 

3996 Table 3A 

3997 Table 3A 

3998 Table 3A 

3999 Table 3A 

4000 Table 3A 

4001 Table 3A 

4002 Table 3A 

4003 Table 3A 

4004 Table 3A 

4005 Table 3A 

4006 Table 3A 

4007 Table 3A 

4008 Table 3A 

4009 Tabte3A 

4010 Table 3A 

4011 Table 3A 

4012 Table 3A 

4013 Table 3A 

4014 Table 3A 

4015 Table 3A 

4016 Table 3A 

4017 Table 3A 

4018 Table 3A 

4019 Table 3A 

4020 TabJe3A 

4021 Tabfe 3A 

4022 Table 3A 



Hs.16488 BG035120 

Hs.17719 BG03521B 

Hs.319825 BG036101 

Hs.1 92965 BG036938 

Hs.1 44924 BG037042 

Hs.318893 BG106948 

Hs.109007 BG110599 

Hs.173737 BG1 10835 

Hs.323950 BG111212 

Hs.34906 BG111773 

Hs/74313 BG112085 

Hs.320972 BG1 12503 



NA BG1 18529 

NA BG121288 

Hs.285729 BG1 63237 

Hs.111554 BG1 64898 

Hs.193482 BG165998 

NA BG1 66279 

Hs.87113 BG168139 

Hs.1 82695 BG170647 

Hs.204959 BG180098 



NA 



Hs.6682 BG254117 

NA BG254292 

Hs.30724 BG260954 

Hs.217493 BG282346 

Hs.71243 BG283002 

Hs.322653 BG283132 

Hs.246818 BG283706 



12428935 calreticulin (CALR), mRNA 

/cds=(68,1321) 
12429131 EBP50-PDZ interactor of 64 kD 

(EPI64), mRNA /cdS-(24, 1 550) 
12430901 602021477F1 cDNA, 5' end 

/clone=lMAGE:415691 5 /clone_end=5' 

12432665 602287708F1 cDNA, 5? end 

/ctone=IMAGE:4375153 /clone_end=5' 

12432874 serine/threonine protein kinase SSTK 
(SSTK), mRNA/cds=(122,943) 

12600794 602291361F1 cDNA, 5' end 

/clone=IMAGE:4386159 /c1one_end=5' 

12604105 602342214F1 cDNA, 5' end 

yclone=IMAGE:4452602 /clone_end=5' 

1 2604341 ras-relaied C3 botulinum toxin 

substrate 1 (mo family, small GTP 
binding protein Rad) (RAC1), transcript 
variant Radb, mRNA /cds=(0,635) 

12604718 zinc finger protein 6 (CMPX1) (ZNF6), 

mRNA/cdS=(1265,3361) 
1 2605279 601 820448F1 cDNA, 5* end 

/clone-lMAGE:4052578 /clone end=5* 



12605591 
12606009 



Hs.7589 BG112505 12606011 



mRNA for KIAA1265 protein, partial 
cds/cds=(66,2573) 
602282105F1 cDNA, 5' end 
/clone=IMAGE:4369633 /ctone_end=5 , 

6022821 07F1 cDNA, 5' end 
/clone=IMAGE:4369729 /clone_end=5' 



12612035 cDNAclonelMAGE:4443519 5' 

12614797 CDNA clone IMAGE:4450407 5' 

12669951 60201 3364F1 cDNA, 5" end 

/clone=IMAGE:41 49351 /clone^end=5* 

12671532 ADP-ribosylation factor-like 7 (ARL7), 

mRNA/cds={H592) 
12672701 cDNA FLJ11 903 fis, clone 

HEMBB1000030 /cds=UNKNOWN 
12672982 cDNA clone IMAGB4455496 5' 

1 2674842 602341 526F1 cDNA, 5' end 

/clone=IMAGE:4449343 /clone - end=5' 

12677350 mitochondrial ribosomal protein 63 
(MRP63), mRNA /cds=(21 5,523) 

12686801 hypothetlca? protein FLJ14886 

(FU14886), mRNA /cds=(1 1 1 , 1 169) 



BG249224 12759040 cDNA clone IMAGE:4470038 5* 



1 2763933 solute carrier family 7, (cationic amino 
acid transporter, y+ system) member 11 
(SLC7A1 1), mRNA /cds=(235,1740) 

12764108 cDNA clone I MAGE 14477042 5' 

12770770 602372562F1 cDNA, 5' end 

/clone=IMAGE:4480347 /clone - end=5 , 

1 3031 273 annexin A2 (ANXA2), mRNA 

/cds=(49,1068) 
13032445 602408 1 92F1 cDNA, 5' end 

/cbne=lMAGE:451 821 4 /clone_end=5' 

13032707 602406784F1 cDNA, 5' end 

/clone=IMAGE:451 8957 /clone_end=5' 

13033918 602259846F1 cDNA, 5' end 

/clone=IMAGE:4343l7i /clone^end-5' 



1 TAAAAAGGGGGTGGCGGCTGTAGTA 
AGGAGGAGCGAGTAATGTATAGCAC 

1 CCATGAGCAGGCGCAACCATAACAG 
TTAGAGACGGCACACAGCACGACAC 

1 ACTCACGCAAGAGCAGGGGGACTAT 
AACAGAAATAAACAAGTAAATAAAT 

1 TACACAGGCAGCTATGCGGATCATCA 
GACGAGCACATATTCTAACAGAGA 

1 CGTCGCCGTAGGACGCCTCCGTCGT 
CGTCTGGTCTGTCTCCTGCATCGAG 

1 AAAGGCAAGAGTCCGGGGTGGCAGA 
AGAGTGAAAAATGAAAGAGAGAAGG 

1 TTCTGCCCAGAGTGTATTTGTGAAGA 
GTCTCTTATATTATGTTTTGTGGA 

1 GTGCGAATGTGGAGTGTTTTACATTG 
ATCTTTGCTAATGAATTAGCATCA 



CATTACGCATATTGGTAAGACGCAAA 
ATGAGACAGATCGACACTGGGACG 
CACAACGGGTCTTAATGACGACGGAA 
AGATACATCCATCGGTATGAACGC 

ACCAGCAATCCGCAGCAGAGTCATAA 
GTGGGGTAGGTGATATGTACTAAC 
GAAAAAACAAGCTAACAAACACACAC 
GCCCACACCAACATGCCAGAACGC 

TGAACATGGGTGGGTTTGATCACGAG 
GATTCCGCTGAAAAGATTAGAGGG 

CGCGTTCATAACGGCGTCGACTGTTC 

TTGTGCTGCTGTTATCTATACTAT 

GGGACCAGACTACACGGAATACCAG 

AGTTGAAGAAAATTAAGATTTAAGC 

TATACTGAGAGTGAAGGTCTGGGTGC 

CAACTTGAGACAGGTGGTCTAGGA 

CCCCTGGTTTTCTCGTTCTGCCTCCT 

TTGGACCTGTGTTTGTTTTCTGCT 

CCCTTAGAATGGTTACTGCCCTTGAA 

TTAACTTGACACAAC7TGGGTTGG 

CGAATAATCCCTATTTGATTACCTCA 

GAAAAGTTTTGTCTTCCGCCAAGG 

TTGGACCCCAGGGTAAGGCGGATAT 

TGGTTGGGACGTTCGGGGAGTGTAT 

AATTACGTTCGG AGGTATATAAAAAG • 
GGATCGGCGCAGTGGATAGGGGGT 
GGAGATCCACAGTGATCTCAGGCCC 
TGGACCGGAAAAGGCAGCAAGATCA 

AAGACGAGTACACCAAGACCAAAGA 
GCGCCAACGAGCACGACCGAGTGAA 

AACGCCGACTAGACGTCACAAAGACT 
TAATAAGAAACACACTGATATCCA 



1 CG CAACATTATC CATTTAAACCCCTG 
CATAACCCATTACCAAAGCCCTCT 

1 GGCACCCCAATCCCGGGCAAAAACA 
TTTGTTAACCTCTTGGGAATTTCTT 

1 CTCGTCTGCACCGGAGTCTCACAAAT 
TTAGCATCTGGGTCTTGAGCATTA 

1 CCCTCCGGGGTCTCTATACCCACAAC 
CTTCTATCACTCAATCAGTTGGTA 

1 AACAAGATAGAGAGAAGACGAAGATC 
GACAOAGACAAACAACCACAACCG 

1 TGTTGGGACCCCTCATCTCACGGGTC 
ATTTCCACCACTAAACGCCCTTTT 
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4023 Table 3A 

4024 Table 3A 

4025 Table 3A 

4026 Table 3A 

4027 Table 3A 

4028 Table 3A 

4029 Table 3A 

4030 Table 3A 

4031 Table 3A 

4032 Table 3A 

4033 Table 3A 

4034 Table 3A 

4035 Table 3A 

4036 Table 3A 

4037 Table 3A 

4038 Table 3A 

4039 Table 3A 

4040 Table 3A 

4041 Table 3A 

4042 Table 3A 

4043 Table 3A 

4044 Table 3A 

4045 Table 3A 

4046 Table 3A 

4047 Table 3A 
4046 Table 3A 

4049 Table 3A 

4050 Table 3A 

4051 Table 3A 

4052 Table 3A 

4053 Table 3A 



Hs. 151 239 BG286500 

Hs.323950 BG286649 

Hs.278428 BG286817 

NA BG288308 

Hs. 11 5467 BG288391 

Hs.11637 BG288429 

Hs.79101 BG288554 

Hs.44577 BG288837 

Hs.173830 BG289048 

HS. 169363 BG289347 

Hs.79914 BG290141 

Hs. 129872 BG290577 

Hs.95835 BG291649 

Hs.289088 BG291970 

Hs.322804 BG311130 

Hs.190219 BG326781 

Hs.292457 BG339050 

Hs.170980 BG387694 

Hs.266175 BG391695 

Hs.301226 BG396292 

Hs.58643 BG397564 

Hs.26670 BG403635 

Hs.292457 BG424974 

NA BG427404 

NA BG4321 94 

Hs.28491 BG434865 

Hs.281397 BG438232 

Hs.301226 BG468330 

Hs.334787 BG473228 

Hs.292457 BG473813 

Hs.173737 BG482798 



13039430 602382992F1 cDNA, 5' end 

/clone=IMAGE:4500527 /clone_end=5' 

13039715 zinc finger protein 6 (CMPX1) (ZNF6), 

mRNA/cdS=(1 265,3361) 
1 3040034 progestin induced protein (DD5), 

mRNA/cds=(33,8432) 
13043014 cDNA clone IMAGE:4512706 5' 

1 3043387 602388053F1 cDNA, 5' end 

/clone=tMAGE:4517Q76 /clone_end=5' 

1 3043463 602388093F1 cDNA, 5' end 

/c)one=lMAGE:4517086 /c)one_end=5' 

1 3043326 cyclin G1 (CCNG1 ), mRNA 

/cds=(187,1074) 
1 3044076 6023881 70F1 cDNA, 5' end 

/clone=lMAGE:4517129 /clone_e^d=5 , 

1 3044499 602383666F1 cDNA, 5' end 

/clone=lMAGE:4512712 /c)one_end=5' 

13045100 GLE1 (yeast homolog)4ike, RNA 
export mediator (GLE1L), mRNA 
/cds=(87,2066) 

13046637 lumican (LUM), mRNA /cds=(84,1100) 

1 3047679 sperm associated antigen 9 (SPAG9), 

mRNA /cds=(1 10,2410) 
1 3049586 RST8356 CDNA 



1 305031 6 heat shock 90kD protein 1 , alpha 
(HSPCA), mRNA/cds=(60,2258) 
1 311 2931 ia55a08.y1 cDNA, 5' end /clone_end=5 r 

13133218 602425659F1 cDNA, 5* end 

/clone=lMAGE:4563471 /clone^end^' 

1 3145488 Homo sapiens, clone MGC:1 6362 

IMAGE:3927795, mRNA, complete cds 
/cds^(498,635) 

1 3281 1 40 cell cycle progression 2 protein 
(CPR2). mRNA /cds=(1 26, 1691) 

13285143 cDNAFLJ20673fiS, clone KAIA4464 

/cds=(104,1402) 
1 3289740 mRNA for KIAA1 085 protein, partial 

cds7cds-(0,1755) 
13291012 6O2438603F1 cDNA, 5* end 

/clone=IMAGE:4564968 /clonej5nd=5' 

13297083 PAC clone RP3-515N1 from 22q11.2- 

q22/cds=(0,791) 
1 3331480 Homo sapiens, done MGC:16362 

IMAGE:3927795, mRNA, complete cds 

/Cds=(498,635) 
13334006 cDNAclonelMAGE^G^SISS' 

1 3338700 cDNA done IMAGE:46 1 0035 5' 

1 3341 371 spermidine/spermine N1 - 

acetyltransferase (SAT), mRNA 
/cds=(1 65,680) 

1 3344738 hypothetical protein AD034 (AD034), 
mRNA/cds=(195,1880) 

1 3400600 mRNA for KIAA1 085 protein, partial 

cds /cds=(0, 1755) 
13405503 Homo sapiens, clone MGC:19556 

IMAGE:4304831, mRNA, complete cds 

/cds=(1505,1666) 
13406090 Homo sapiens, clone MGC: 16362 

IMAGE:3927795, mRNA, complete cds 

/Cds=(498,635) 
1341 5077 ras-related C3 botulinum toxin 

substrate 1 (rno family, small GTP 

binding protein Rac1) (RAC1), transcript 

variant Radb, mRNA /cds=(0,635) 



CCCTGAAATCCTAAATTCCGTCACCC 
CTCCAACATGACCATAAAAGTCCC 

GACCACGTTATGTGCCTGACTTCGAG 

GACACCCTCTCTGGTTTGGTATTT 

TCTCCTTTCAGTTCCTTTGTAGGATTT 

CTGGCCTTGAGGATAGTCTTCA 

TCTCATCAACATTTGACTCTCAGAAG 

AGCCTCCATTTGCCCTTTCTCTCT 

GCAGAGCAGACCTTATTACGCACAAT 

TGCCGGTAACATGTAACACCAGTT 

ATTGGGCATGGTTGGTCCAATGCCTC 
ACATGGCCGGGATAACAGGACGCA 

CAAAGGGTGTAATTCCACATTGACAC 
TCCTGTCATGCGGTGGGCGGGAAC 
CTAGCTCACTAGTTGTGCCTATATGC 
CACACCGGGGGACCCAACAAGGGT 

ATACTGTGTGATTTGCCCTTGCTGTC 
CAACCCTGTTCTTGCTGCCATTTA 

GTGGCCTGAAGTGACCCATTCTATGA 
ATTGTTAATTAAGGTGCCAAAAAA 

GGGTTTGAGACTTGGGTATGGAAACA 

GAACCGGAAATTGTGTGCTCTGGT 

ATTTCTATTATGGAATCCCTGGGGTT 

CAGAATGTAACTTTGTACATGAGA 

GACAGTACACCTCAGGGAAGGGACA 

AACAAACACGATAAATCGACACACG 

TCAGACCCAGTCTTGTGGATGGAAAT 

GTAGTGCTCGAGTCACATTCTGCT 

TCCTGAGCCCCACACGCCCGAAGCA 

ATAAAGAGTCCACTGACTTCCAAAA 

ACGAATATCGAATCTCCCACGCGGG 

GGGTGAGACCCGAATCTGCGGCTGC 

AGACACACGAGCAAAACGACGCAGC 
AAGAATCAGATAGCATAGCAAACAT 

GCAGTGGGACGGAACGGGTGAAGCC 
TGATGGCTGATGCGGCACGATCTTG 

CTTTAAATCTTAGATTGCTCCGCACA 

GATAAAGAGAACCAGGATTGGGGC 

TTTATTTGGGTACTTTTCCCCAACACA 

AGTCCTTTTATCCCACCCTTGGG 

AAAAGATCTCGGAAAATAGCATTTTG 

TTAAAACCTTGGGGGGTAAAACCC 

AACCTTCATGCAAGTGGAGACGGGTA 
GGGGGTTCTATGGGGCATTGGTTG 
TGTGAAAAGCTGATAAGAAAACCATC 
CAGAAAAAAGCTCTTCGTTTTACA 

TCATTATAATTCTGTCCTAGGAAATCA 

AATTAGAACGCTCCACAAGCCGG 

CGCAGAGCTGGGCCTTACAAATGGG 

TTCCAAATCGGGCTTCTCACTCAGG 

TACAACTGTACCACACTGGGTTACTC 

TAGAAGTCTCTGGTCGGATCCTTC 

CATAGAGCACAAGAGACACATGGAC 
CGGCACGCGACCCGACCCAAAGCGC 

TTTACCTCATTTATTTGGTACTTTCCC 
CACACAGTCCTTTATCCACCTGG 
CCATTTTTAGTGGGGGAGAAAACTGT 
CACTGTGCTGGCGAAAGAGGTCCA 

CCGCACCGATTAACGGCCAGAGAAG 
CAACAAGCAAATAAAAAGTGGGAAA 

AACTTAACTCACTGGCGAGAATACAG 
CGTGGGACCCTTCAGCCACTACAA 
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4054 Table 3A Hs.24054 BG489375 13450885 hypothetical protein GL009 (GL009), 1 

mRNA/cds=(77,628) 

4055 Table 3A Hs.166254 BG493253 13454765 hypothetical protein DKFZp556l1 33 1 

(DKFZP566I133), mRNA 
/cds=(133,1353) 

405$ Table 3A Hs.29131 BG497765 13459282 nuclear receptor coactivator 2 1 

(NCOA2), mRNA /cds=(1 62,4556) 

4057 Table 3A Hs.1720B9 BG501063 13462580 mRNA; cDNA DKFZp586l2022 (from 1 

done DKFZp536l2022) 
/cds=UNKNOWN 

4058 Table 3A NA BG501895 13463412 cDNA clone IMAGE:4654344 5' 1 



4059 Table 3A 

4060 Table 3A 

4061 Table 3A 

4062 Table 3A 

4063 Table 3A 

4064 Table 3A 

4065 Table 3A 

4066 Table 3A 

4067 Table 3A 

4068 Table 3A 

4069 Table 3A 

4070 Table 3A 

4071 Table 3A 

4072 Table 3A 

4073 Table 3A 

4074 Table 3A 

4075 Table 3A 

4076 Table 3A 

4077 Table 3A 

4078 literature 

4079 literature 

4080 Table 3A 

4081 literature 

4082 Table 3A 

4083 Table 3A 

4084 literature 



Hs.279009 BG503693 
Hs.86437 BG505271 



1 346521 0 matrix Gla protein (MGP), mRNA 

/cds=(46,357) 
13466788 60241 1368F1 cDNA, 5* end 

/clone=IMAGE:4540096 /clone end=5' 



HS.237868 BG505379 
HS.3280 BGS05951 



1 3465896 interleukin 7 receptor (IL7R), mRNA 

/cds=(22,140l) 
1 3467478 caspase 6, a popto sis-related cysteine 
protease (CASP6), transcript variant 
alpha, mRNA/cds=(78,959) 
Hs.293842 BG506472 13467989 601571679F1 cDNA, 5' end 

/done=lMAGE:3638675 /clone end=5' 



Hs.1 11011 BG527060 

Hs.12396 BG527658 

NA BG531486 

Hs.279009 BG532345 

Hs.1 29872 BG532470 

Hs.343475 BG533994 



13518597 602540462F1 cDNA, 5' end 

/clone=lMAGE:4671519 /done_end=5« 

1 351 91 95 602302446F1 cDNA, 5' end 

/clone=IMAGE:4403866 /clone_end=5' 



13523023 cDNA clone IMAGE:4699409 5' 
13523883 
13524009 
13525534 



matrix Gla protein (MGP), mRNA 
/cds=(46,357) 

sperm associated antigen 9 (SPAG9), 
mRNA/cds=(110,2410) 
601556208T1 cDNA, 3' end 
/clone=IMAGE:3826392 /clone_end=3' 



Hs.74647 BG536394 13527940 



Hs.343475 BG536641 

Hs.72988 BG537502 

NA BG538731 

Hs.1 24675 BG541679 

NA BG542394 

Hs.1 98427 BG547561 

Hs.83077 BG547627 



13528187 

13529734 

13530964 
13533912 



T-cell receptor active alpha-chain 
mRNA from JM cell line, complete cds 
/cds=(1 36,969) 
601556208T1 cDNA, 3' end 
/clone=IMAGE:3826392 /clone_end=3' 

signal transducer and activator of 
transcription 2, 113kD (STAT2), mRNA 
/cds=(57,2612) 

cDNA Clone IMAGE:4691 392 5' 

602571 256F1 cDNA, 5' end 
/done=IMAGE:4695SD5/done end=5' 



1 3534627 cDNA clone !MAGE:4696046 5' 
13546239 
13546292 



Hs.227656 XM_001289 14732543 

Hs.55468 XMJ301939 11426048 

Hs.170171 XM_002068 14732456 

Hs.181097 XMJ)02135 11428074 

Hs.76913 XM.002158 13639010 

Hs.1 0927 XM_002269 13636009 

Hs.81424 XM_002513 13646509 



hexokinase 2 (HK2), mRNA 
/cds=(1490,4243) 
Interleukin 18 (Interferon-gamma- 
inducing factor) (IL18), mRNA 
/cds=(177,758) 

xenotropic and polytropic murine 
leukemia virus receptor (X3) mRNA, 
complete cds /cds=(1 65,2255) 
H4 histone, family 2 

mRNA; cDNA DKFZp434M0813 (from 
clone DKFZp434M0613); partial cds 
/Cds=(430,768) 
tumor necrosis factor (Itgand) 
superfamily, member 4 (tax- 
transcriptionally activated glycoprotein 
1, 34kD) (TNFSF4), mRNA 
/cds=(36,587) 

proteasome (prosome, macropain) 
subunft, alpha type, 5 (PSMA5), mRNA 
/cds=(21,746) 

HSZ78330 cDNA /clone=2.49-<CEPH) 



ublquitin-like 1 (sentrin) {UBL1), mRNA 1 
/cds=(66,371) 



AGGACTTAACGGGAATACGGGAATAA 
CTCCAATTACTTCATCTCTAGGGC 
AAGGAGGTTGCTCACCAGTAGTGCTT 
GTTACCAAAATGTCACCAGGAGTT 

TGAATTAAGTGCATTATCAATTAACCT 
TATGGTGGTTGGAATAGTGATCA 
AAACACACAGGAAAAGGGCAAAGGG 
GGCACCAGGAGAACCGGGAGACAAA 

CGGAGAAACGGGGCCAAAAGGTTGC 
CGAGAGACCCGGCGAAAAGGACAGG 

ACAAAGCATCAAACAGCAGGGAGCTA 
GTGGAGAGGTCTATTGTCCCAGTG 
GGGTGCATGCCAAGAAAGTATGGTT 
GGAATTCCTGGTACACTGAAGTGGA 

ATGTTATCTTGGGAATTAGTGTCTTG 
AGCCTCTGTCTGTTACCGTAGTTT 
TGACCGAGTAAAAAACATCTATCAAT 
TACACAAATGAACAAGAATGTGAG 

ACAAGAAATGGTTGAGGCGAATATTG 
GAAACACATGGGCTTAATGCTGAA 

GGTATTGATGCTTGGTTTTTCCTGCC 
AGTCCGAAATTCCTGTATTTGTCA 

TCATGCTACTTGTCCTGGTTTTGTCAT 
TGATACTCTCATAGCCCTTTTGA 

GCCTGGCGGACCGGCAGCCTATATG 

ACGGACTTCCTCATTACTTACCACG 

AAACTGTTTGGAGAATTTAAGCACTC 

TCTGATGGGGGACAACTCTATGGA 

TCTTTGTGCAGATACGTTCACCACAT 

AAGTGTGAGCCATTTAAACCTGGT 

CACCAAAGTGGAGACAAATACATGAT 

CTCAAAGATACACAGTACCTACTT 

AATAATTGGTCTTTTAAACAAACACG 
GAAGTTTGGTGGAATCGGTCATGT 

TGTTCGTGCCTTCCTTCTGGGTTCCA 
CAAAGGTGGGACCTTACTTATCTA 

AGGGAAAAACGCAGGGGGTTCAAAA 
ACTCTCTCACTCTATGCAGTGTATA 

AAGCAGCTCAATAGCAGCATAGAGGA 
TTAGATTAATGGAACAGCACTGCA 
ACATATACAAGGACACAGAGGAAAGG 
CGGGAACAACGGGAAGAGGTTTTG 

TGTGGCGATTAAGAGAGGTGAAGCAT 

AACTGATTTGCAGGATATGGTTTG 

AAAAGCCAAAAGGTTTCATGTAGATT 

TTAGTTCACTAAAGGGTGCCCACA 

GCAGAACTCTAATTGTACGGGGTCAC 

AGAGGCGTGATATGGTATCCCAAA 

CTTAACCATACAGAATGATATAACTC 
CTGTGCAATGAAGGTGATAACAGT 

CTTCGGAGGCTAGGCCGCCGCTCCA 
GCTTTGCACGTTTCGATCCCAAAGG 
CAAAGTCAAATAACTCCTCATTGTAAA 
CAAACTGTGTAACTGCCCAAAGC 

CCAATCCCGATCCAAATCATAATTTG 
TTCTTAAGTATACTGGGCAGGTCC 



TCCAGCTCCTGTTCCTTGGAAAATCT 
CCATTGTATGTGCA i Mil IAAAT 

AACTGATGCCTGCTAGTGCTTTGTGA 
TTACTCGCATTCTGTTTCTTGCTT 
TCAGGTTGAAGTCAAGATGACAGATA 
AGGTGAGAGTAATGACTACTCCAA 
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4085 Table 3A Hs.173912 XM_003189 14735115 

4086 Table 3A Hs.63668 XMJJ03304 14720715 

4087 Table 3A Hs.89714 XM_003507 14731038 

4088 Table 3A Hs.66052 XM 003593 13646753 

4089 Table 3A Hs.251664 XMJJ04020 11417286 



4090 Table 3A 

4091 db mining 

4092 Table 3A 

4093 Table 3A 

4094 Table 3A 

4095 TabJe3A 

4095 Table 3A 

4097 Table 3A 

4098 Table 3A 

4099 Table 3A 

4100 Table 3A 

4101 Table 3A 

4102 db mining 

4103 Table 3A 

4104 db mining 

4105 Table 3A 

4106 literature 

4107 Table 3A 

4108 Table 3A 

4109 Table 3A 

4110 Table 3A 



Hs.79197 XM_004500 13631147 

Hs.159651 XMJJ04585 14758499 

Hs.279903 XM 004611 14740071 

Hs.302981 XM 004720 14745195 

HS.239138 XM_004839 13629023 

Hs.79022 XM_005162 14746130 

HS.234642 XM 005543 13641011 

Hs.124029 XMJ)05693 14737168 

HS.32624B XMJJ05698 13627052 

Hs.287797 XM 005799 13629831 

Hs.1395 XM_005B83 14740090 

Hs.1908 XM_005980 14748566 

Hs.73958 XM_O0B283 14763523 

Hs.146589 XMJ506741 14783662 

Hs.99954 XMJJ06840 14763859 

Hs.287359 XMJ306881 13650909 

Hs.159 XM_006950 13652420 

Hs.1 59492 XMJ307156 12737945 

Hs.170133 XM 007189 14755876 

Hs.87409 XMJJ07606 14749307 

Hs.75415 XM 007650 147B5205 



4111 Table 3A Hs.17279 XMJ0O8O62 13627121 

4112 Table 3A Hs.5344 XMJJ08082 14779810 

4113 Table 3A Hs.75703 XM_008449 13652724 



4114 literature 



Hs.79241 XM_008738 13646672 



Table 8 

eukaryotic translation initiation factor 
4A, isotorm 2 (EIF4A2), mRNA 
/Cds=(15,1238) 

toli-like receptor 2 (TLR2), mRNA 
/Cds=(129,2483) 

small inducible cytokine subfamily B 
(Cys-X-Cys), member 5 (epithelial- 
derived neutrophll-aclivaiing peptide 78) 
(SCYB5), mRNA /cds=(1 06,450) 

CD38 antigen (p45) (CD38), mRNA 
/cds=(69,971) 

DNA for insulin-like growth factor II 
(IGF-2); exon 7 and additional ORF 
/cds=(0,233) 

CD83 antigen (activated B 
lymphocytes, immunoglobulin 
superfamily) (CD83), mRNA 
/cds=(41,658) 

tumor necrosis factor receptor 
superfamily, member 21 (TNFRSF21), 
mRNA/cds=(0,1967) 
Ras homolog enriched in brain 2 
(RHEB2), mRNA/cds=(23,577) 
hypothetical protein FLJ1 1000 
(FLJ1 1 000), mRNA /cds=(223,780) 
pre-B-cell colony-enhancing factor 
(PBEF), mRNA /cds=(27,1 502) 
GTP-binding protein overexpressed in 
skeletal muscle (GEM), mRNA 
fcds=(213,1103) 
aquaporin 3 (AQP3), mRNA 
/cds=(64,942) 

inositol poJyphosphate-5-phosphatase, 
40kD (INPP5A), mRNA 
/cds=(101,1192) 

cDNA: FLJ22071 fis, clone HEP11691 
/cds=UNKNOWN 

mRNA for FUD0043 protein, partial 
cds /cds=(0,4248) 

early growth response 2 (Krox-20 
(Drosophlla) homolog) (EGR2), mRNA 
/cds=(338,1768) 

proteoglycan 1 , secretory granule 
(PRG1), mRNA/cds=(24,500) 

recombination activating gene 1 
(RAG1), mRNA /cds=<1 24,3255) 

mRNA for MOP-3, complete cds 
/cds=(0,4178) 

aclivin A receptor, type IB (ACVR1 B), 
transcript variant 1, mRNA 
/cds-(39,1556) 

interleukin 22 (IL22), mRNA 
/cds=(71,610) 

tumor necrosis factor receptor 
superfamily, member 1A (TNFRSF1A), 
mRNA /cds-(255,1622) 

sacsin (SACS) gene, complete cds 
/cds=(76,11565) 

forkhead box 01 A 
(rhabdomyosarcoma) (FOX01A), 
mRNA/cds=(385,2352) 

thrombospondin 1 (THBS1), mRNA 
/cds=(11 1,3623} 

cDNA: FLJ22810 fis, done KAIA2933, 
highly similar to AB021288 mRNA for 
beta 2-microglobulin /cds=UNKNOWN 

tyrosylprotein sulfotransferase 1 
(TPST1), mRNA/cdS=(81,1193) 

adaptor-related protein complex 1, 
gamma 1 subunit(APlG1), mRNA 
/cds={28,2505) 

small inducible cytokine A4 
(homologous to mouse Mip-1 b) 
(SCYA4), mRNA /cds=(1 08,386) 

B-cell CLL/lymphoma 2 (BCL2), 
nuclear gene encoding mitochondrial 
protein, transcript variant alpha, mRNA 
/cds=(31,750) 



TCCTAGGTAGGGTTTAATCCCCAGTA 
AAATTGCCATATTGCACATGTCTT 

AGCGGGAAGGATTTTGGGTAAATCTG 
AGAGCTGCGATAAAGTCCTAGGTT 
GAGGCCCTAGCATTTCTCCTTGGATA 
GGGGACCAGAGAGAGCTTGGAATG 



CTCCACAATAAGGTCAATGCCAGAGA 
CGGAAGCCTTTTTCCCCAAAGTCT 
CCAATGTTTCTCTTTTGGCCCTATACA 
AAGGCAAGAAGGAAAGACCAAGA 

TTTACCTCTGTCTTGGCTTTCATGTTA 
TTAAACGTATGCATGTGAAGAAG 



GGGAAGTTGGTTTATAAGCCTTTGCC 
AGGTGTAACTGTTGTGAAATACCC 

CCCTCCCTTCAGATTATGTTAACTCT 

GAGTCTGTCCAAATGAGTTCACTT 

TTATTCATATATTCCTGTCCAAAGCCA 

CACTGAAAACAGAGGCAGAGACA 

TGCACCTCAAGATTTTAAGGAGATAA 

TG I TT I I AGAGAGAATTTCTGCTT 

TATGGCCTTCAAGCTCAAGTCCAAAT 

CCTGCCATGACCTCTCTGTACTCT 

TCCATCTGTGCATAAGGAGAGGAAAG 
TTCCAGGGTGTGTATG7TTTCAGG 
GGACCATTCCGGAGCAGCCCCACAT 
ACCTCACTGTCTCGTCTGTCTATGT 

TTTGTAAGCGAAGGAGATGGAGGTC 

GTCTTAAACCAGAGAGCTACTGAAT 

ACCACTGTATGTTTACTTCTCACCATT 

TGAGTTGCCCATCTTGTTTCACA 

AAATCTATTCTAACGCAAAACCACTAA 

CTGAAGTTCAGATAATGGATGGT 

TGTTATAAAAG AGGATTTTC CC AC CTT 

GACACCAGGCAATGTAGTTAGCA 

ACCAGGATGCAATGGATTTATTTGAT 

TCAGGGGACCTGTATTTCCATGTC 

AACAGAAACAGCTATGGCAACAGCAT 

CACCCTCAGAGCATCACCAACTTG 

TATTTAACCTGAGTATAGTATTTAACG 

AAGCCTAGAAGCACGGCTGTGGG 

AACTAACCCCCTTTCCCTGCTAGAAA 
TAACAATTAGATGCCCCAAAGCGA 
ATAGCAAGCTGAACTGTCCTAAGGCA 
GGGGCGAGCACGGAACAATGGGGC 

TGACAGGTTCACTTCTGAGGTTGCTA 
TGAGGGTGATGGAATGTACTGCCT 
TGTTTAAATGGCTTGGTGTCTTTCTTT 
TCTAATTATGCAGAATAAGCTCT 

TTGAAATTGGTGGCTTCATTCTAGAT 
GTAGCTTGTGCAGATGTAGCAGGA 
ACTTCTTATACATTTGATAAAGTAAGG 
CATGGTTGTGGTTAATCTGGTTT 



1 CATGAAGAAGCAAGACGAAAACACAC 
AGGAGGGAAAATCCTGGGATTCTT 

1 GCCTGGCTTGGACCTTGGCATTCCGT 
TTGAATTCCTTCTAACTGGAACAT 

1 GTCCACTGTCACTGTTTCTCTGCTGT 
TGCAAATACATGGATAACACATTT 

1 TTGTGTTGTTGGAAAAAGTCACATTG 
CCATTAAACTTTCCTTGTCTGTCT 
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4115 db mining 

4116 db mining 

4117 db mining 

4118 Table 3A 

4119 Table 3A 

4120 Table 3A 

4121 Table 3A 

4122 Table 3A 

4123 Table 3A 

4124 Table 3A 

4125 Table 3A 

4126 Table 3A 

4127 Table 3 A 

4128 literature 

4129 Table 3A 

4130 Table 3A 

4131 Table 3A 

4132 Table 3A 

4133 Table 3A 

4134 db mining 

4135 Table 3A- 

4136 Table 3A 

4137 Table 3A 

4138 Table 3A 

4139 Table 3A 

4140 Table 3A 

4141 Table 3A 

4142 Literature 

4143 Literature 



Hs.9731 XM_005901 11432998 

Hs.69747 XM_009101 11425196 

Hs.46328 XM_009103 14760495 

Hs.84038 XM_009533 1 4771190 

Hs.296585 XIW 009574 14771391 

Hs.1 98298 XM_009641 14770741 

Hs.334691 XMJW9917 13648023 

Hs.278027 XM_009929 11417988 

Hs.32970 XM.01Q593 14727775 

Hs.155595 XM_010897 13637965 

NA XM_011080 14738482 

Hs.302014 XMJ311082 13626304 

Hs.78687 XMJD11714 14749491 

Hs.91390 XMJ311844 14739654 

Hs.76038 XM_011865 14737830 

Hs.180450 XM_011914 13628205 

Hs.154938 XMJ312Q59 14771044 

Hs.1051 XMJJ12328 14750596 

Hs.251526 XMJ312649 13633533 

Hs.278454 AF285431 12741752 



Hs.334437 XM_015180 

Hs.137555 XM_015921 

Hs.164371 XMJ31613B 

Hs.323463 XMJJ16481 

HS. 15220 XM_016721 

Hs.323463 XM_016972 

Hs.180946 XMJH8498 

Hs. 194382 U67093 

Hs.184167 NM 006276 



14778515 
14760439 

13638510 
14721648 
14784971 
14726508 
14723691 



nuclear factor of kappa light 
polypeptide gene enhancer in B-cells 
inhibitor, beta (NFKBIB), mRNA 
/cds=(0,l016) 

fucosyitransferase 1 {galactoside 2- 
alpha-L-fucosyltransferase, Bombay 
phenotype included) (FUT1), mRNA 
/cds=(103,1200) 

mRNA for 

alpha(1 ,2)fucosyitransferase, complete 
cds/cds=(111,1142) 
CGl-06 protein (LOC51604), mRNA 
/cds=(6,1730) 

nucleolar protein (KKE/D repeat) 
(NOP56), mRNA /cds=(2l, 1829) 

cDNA FLJ14219fis, clone 
NT2RP3003800, highly similar to Rattus 
norvegicus tyrosine protein kinase pp60- 
c-src mRNA /cds=(501,1256) 

hypothetical protein FLJ22427 
(FU22427), mRNA/cds={40,2631) 
LIM domain kinase 2 (LIMK2), 
transcript variant 2b, mRNA 
/cds={31 5,2168) 
signaling lymphocytic activation 
molecule (SLAM), mRNA 
/cds=(133,1140) 
neural precursor cell expressed, 
developmental^ down-regulated 5 
(NEDD5), mRNA/cds=(258,1343) 
T cell activation, increased l3te 
expression 

interleukin 21 (IL21), mRNA 
/cds=(46,534) 

neutral sphingomyelinase (N-SMase) 
activation associated factor (NSMAF), 
mRNA /cds=(1 2,2765) 
poly (ADP-ribose) glycohydrolase 
(PARG), mRNA fcds=(1 66,3096) 
isopentenyl-diphosphate delta 
isomerase (IDI1), mRNA /cds={50,736) 

ribosomal protein S24 (RPS24), 
transcript variant 1 f mRNA 
/Cds=(37,429) 

hypothetical protein MDS025 
(MDS025), mRNA /cds=(5,769) 

granzyme B (granzyme 2, cytotoxic T- 
lymphocyte-associated serine esterase 
1) (GZMB), mRNA /cds=(33,776) 

gene for monocyte chemotactic protein- 
3 (MCP-3) /CdS=(0,329) 

killer cell immunogtobulin-tike receptor, 
two domains, long cytoplasmic tail, 2 
(KIR20L2), mRNA/eds=(14,1060) 

hypothetical protein MGC4248 
(MGC4248), mRNA /cds=(70,720) 
putative chemokine receptor; GTP- 
binding protein (HM74), mRNA 
ycds={60,1223) 
cDNA FLJ13175 fis, clone 
NT2RP3003842 /cds=UNKNOWN 
mRNA for K1AA1693 protein, partial 
cds/cds=(0,2707) 
zinc finger protein 106 (ZFP106), 
mRNA /cds={335,5986) 
mRNA for KIAA1693 protein, partial 
cds /cds=(0,2707) 
ribosomal protein L5 pseudogene 
mRNA, complete cds /cds=UNKNOWN 



2072143 ataxia telangiectasia (ATM) gene, 
complete cds /cds=(795,9965) 

6857827 splicing factor, arginine/seririe-rich 7 

(35kD) (SFRS7) mRNA /cds= (105,490) 



CAGTAGCGACAGCGACGGCGGAGAC 
GAGGGCGTGAGTCAGGAGGAGAGAC 



AGCTGCCACGGGTGAGAGAGCAGGA 
GGTATGAATTAAAAGTCTACAGCAC 



CTTTCCTCAAAATCTTTAAGCCAGAG 
GCAGCCTTCCTGCCGGAGTGGACA 

TCTGCCTCACGTGCACTGTGGTGGC 

CGTGTGCTACGGCTCCTTCTACAAT 

CCATAGCCCAAGGTGACATTTCCCAC 

CCTGTGCCGTGTTCCCCAATAAAA 

GGGGTATCCAGAATTGGTTGTAAATA 

CTTTGCATATTGTCTGATTAAACA 



1 GAGGCTTTGCCTTGCCTGCATATTTG 
TTTCGCTCTTACTCAGTTTGGGAA 

1 GCAAGTGTAGGAGTGGTGGGCCTGA 
ACTGGGCCATTGATCAGACTAAATA 

1 TTGCAAAACCCAGAAGCTAAAAAGTC 
AATAAACAGAAAGAATGATTTTGA 

1 CCCACACTGCTACACTTCTGATCCCC 
TTTGGTTTTACTACCCAAATCTAA 

1 AAAAGAAGCCCTAATAAACCACCCGG 
ATAATAACCCTGTCTACCATCTTT 

1 GTGAAGATTCCTGAGGATCTAACTTG 
CAGTTGGACACTATGTTACATACT 

1 AGAAGGATTAGCAGTTCTTAGTAAGT 
TTACTGTGTATAGGAACGGTTTGT 

1 CGGCTGCCTCTCTTGAGACCATCTGC 
CAATCACACAGTAACTATTCGGGT 

1 CCCAACTGAGGACCACTGTCTACAGA 
GTCAGGAAATATTGTAGGGAGAA 

1 CTGGCAAAAAGCCGAAGGAGTAAAG 
GTGCTGCAATGATGTTAGCTGTGGC 

1 TGTTTGCTTGAACAGTTGTGTAAATC 
ATACAGGATTTTGTGGGTATTGGT 

1 GGAGCCAAGTCCAGATTTACACTGG 
GAGAGGTGCCAGCAACTGAATAAAT 



GGATGCTCCTCCCTTCTCTACCTCAT 
GGGGGTATTGTATAAGTCCTTGCA 
TAACTTCAATGTAGTTTTCCATCCTTC 
AAATAAACATGTCTGCCCCCATG 



GAGTCCTTTTGATTTTTAACTTATTCC 
CCATGTCCCTATACTTCGTGTGC 
TGCACGTTCCTCCTGGTTCCTTCGCT 
TGTGTTTCTGTACTTACCAAAAAT 

CAGCTTCAGCTAGGAGTTTGTAAGCA 

AGGACTTTGTGACACATTTGTCCC 

AATTGAAAAGTACCAAGAAGTGGAAG 

AAGACCAAGACCCATCATGCCCCA 

ACTTCCTAGAGACTTGTTTCTGAGAC 

AGTTCTTTGCCTTCACTTCCCTGC 

ACAACTGACCTGTCTCCTTCACATAG 

TCCATATCACCACAAATCACACAA 

GCTCAGGAGCGGGCTGCTGAGAGCT 

AAACCCAGCAATTTTCTATGATTTT 

AAAGAAAGCCAGTATATTGGTTTGAA 
ATATAGAGATGTGTCCCAATTTCA 
ACTGGCAGGCTTATTTATCTGTTGCA 
CTTG GTTA GCTTTAATTGTTCTGT 
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4144 Literature 

4145 Literature 

4146 Literature 

4147 Literature 

4148 Literature 

4149 Literature 

4150 Literature 

4151 Literature 

4152 Literature 

4153 Literature 

4154 Literature 

4155 Literature 

4156 Literature 

4157 Literature 

4158 Literature 

4159 Literature 

4160 Literature 

4161 Literature 

4162 Literature 

4163 Literature 

4164 Literature 

4165 Literature 

4166 Literature 

4167 Literature 

4168 Literature 

4169 Literature 



Hs.79037 NMJJ02156 



Hs.206984 U15177 



Table 8 

4504520 Homo sapiens, heat shock 60kD 
protein 1 (chaperonin), clone 
MGCH9755 IMAGE:3630225, mRNA, 
complete cds /cds=(1 705, 3396) 
988207 cosmid CRI-JC201 5 at D1 0S289 in 
10sp13/cds^(0,1214) 



Hs.395 XMJ>02923 
NA NC 001807 

HS.32017 NM 020645 11034818 



Hs.74621 U29185 

NA X04948 

NA X92768 

HS.750B4 NM_003192 

Hs.99093 BG179517 

Hs.77356 NM_003234 

Hs. 194638 U89387 

Hs.15220 NMJ}22473 

Hs.326248 NM_014456 

Hs.182447 BC003394 

Hs.31314 X72841 

Hs.177592 NMJTO1003 

Hs.81361 M55028 



13643499 chernokine (C-C motif) receptor 2 

(CCR2), mRNA /cds=(39, 1163) 
13959823 mitochondrion, complete genome 



ASCL3 gene, CEGP1 gene, C11orf14 
gene, C11orf15 gene, C11orf16 gene 
and C11orf17 gene /cds={66,791) 

prion protein (p27-30) (Creutzfeld- 
Jakob disease, Gerstmann-Strausler- 
Scheinker syndrome, fatal familial 
insomnia) (PRNP), mRNA 
/cds={49,810) 

T-ce(l receptor alpha-chain HAP05 
V(a)3.1/J(a)P 

mRNA forT-ceil receptor alpha (clone 
XPBP531) 

tubulin-specific chaperone c (TBCC), 
mRNA/cds=(23 t 1063) 

chromosome 19, cosmid R28379 
/cds=(0,633) 

transferrin receptor (p90, CD71) 
(TFRC), mRNA/cds=(263,2545) 

polymerase (RNA) U (DNA directed) 
polypeptide D (POLR2D), mRNA 
/cds=(30,458) 

zinc finger protein 106 (ZFP106), 
mRNA /cds=(335, 5986) 
CDNA: FLJ22071 fis, clone HEP1 1691 
/cds=UNKNOWN 
heterogeneous nuclear 
ribonucleoprotetn C (C1/C2) (HNRPC), 
transcript variant 1, mRNA 
/cds=(1 91.1 102) 

retinoblastoma-binding protein 7 
(RBBP7), mRNA /cds=(287,1564) 
ribosomal protein, large, P1 (RPLP1), 



2865216 

36891 
1054779 
4507372 
12686220 
4507456 
2253634 

14784971 
7657448 
13097278 

297903 
4506668 
337450 



Hs.279939 BC0O456O 13528728 



Hs.241567 NM 002897 8400725 



NA BE874440 

Hs.1074 BC005913 

Hs.56205 BC001880 

Hs.77356 BC001188 

Hs. 194638 BC002958 

Hs.35406 AA057484 



10323216 
13543508 

12804864 
12654696 
12804200 

1550124 



heterogeneous nuclear 
ribonucleoprotein A/B (HNRPAB), 
transcript variant 1 , mRNA 
/cds={224 t 1219) 

mitochondrial carrier homotog 1 
(MTCH1), nuclear gene encoding 
mitochondrial protein, mRNA 
/Cds=(0,1118) 

RNA binding motif, single stranded 
interacting protein 1 (RBMS1), 
transcript variant MSSP-2, mRNA 
/cds=(265,1434) 
NIH_MGC_69 cDNA clone 
!MAGE:3891187 5\ 

surfactant, pulmonary-associated 
protein C (SFTPC), mRNA 
7cds=(27,620) 

insulin induced gene 1 (INSIG1), 
mRNA/cds=(414,1247) 

transferrin receptor (p90, CD71) 
(TFRC), mRNA/cds=(253,2545) 

polymerase (RNA) II (DNA directed) 
polypeptide D (POLR2D), mRNA 
/cds=(30,453) 

602675161F1 cDNA, 5' end 
/cfone=IMAGE:4797783 /clone end=5' 



4170 


Literature 


Hs.74451 


X04105 


4171 


Literature 


Hs.13231 


H17596 


4172 


Literature 


Hs.74002 


U40396 


4173 


Literature 


NA 


X17403 


4174 


Literature 


NA 


X17403 



35327 calpajn 4, small subunit (30K) 

(CAPN4), mRNA /cds=(1 53,964) 
883836 0d15d12.s1cDNA 

/ctone=IMAGE-1 366023 
1 1 1 7914 mRNA for steroid receptor coactivator 
1e/cds=(20l,4400) 
59591 CMV HCMVTRL2 = IRL2 

59591 CMVHCMVUL27 



PCT/US01/47856 



AGCAGCCTTTCTGTGGAGAGTGAGAA 
TAATTGTGTACAAAGTAGAGAAGT 



1 CAACTGTGCTGGCCGGGAGGAGAGC 
AGAGACGCAGTCCTGCCCAGTGTAG 

1 CACATGGCTAAAGAAGGTTTCAGAAA 
GAAGTGGGGACAGAGCAGAACTTT 

1 CCGACATCTGGTTCCTACTTCAGGGT 
CATAAAGCCTAAATAGCCCACACG 

1 CTCATTTGTATTCAAGCCTTTAACAG 
GAGGGCAAAGAGGTGAGAATGTGT 

1 GCACTGAATCGTTTCATGTAAGAATC 
CAAAGTGGACACCATTAACAGGTC 



1 GCAGACACTGCTTCTTACTTCTGTGC 

TACGGATGGGAACAGAGATGACAA 
1 GGGGAAACTGGAGGCTTCAAAACTAT 

CTTTGGAGCAGGAACAAGACTATT 
1 GGGGAAGGAGGGTGATTATATTGCTT 

TGTAATGGTTTGTGATACTTGAAA 
1 GTACGAATGGGAGGTCCTCGACACC 

TGGGGAACTGCGGACTATGCGGCAG 
1 TATCAGACTAGTGACAAGCTCCTGGT 

CTTGAGATGTCTTCTCGTTAAGGA 
1 TGACCTCCACCAAAGCCCATATAAGG 

AGCGGAGTTGTTAAGGACTGAAGA 

1 TTTCTCCGGACTCATCAGTAAACCTG 
TAGAAGTGTCGCTTTCCAGCCTTT 

1 TTTGTAAGCGAAGGAGATGGAGGTC 
GTCTTAAACCAGAGAGCTACTGAAT 

1 AAAGTTGATACTGTGGGTTATTTTTGT 
GAACAGCCTGATGTTTGGGACCT 



1 AACTTTTACACTTTTTCCTTCCAACAC 
TTCTTGATTGGCTTTGCAGAAAT 

1 ACAGCCAAGACTTAGGTTACAGGGCA 
ACGCACTACTGTTCAGCTTTGAAT 

1 ACGTGTCCTGATTTTGCCACAACCTG 
GATATTGAAGCTATCCAAGCTTTT 



AGCTGTTGATGCTGGTTGGACAGGTT 
TGAGTCAAATTGTACTTTGCTCCA 



ATAAGGTGCATAAAACCCTTAAATTC 
ATCTAGTAGCTGTTCCCCCGAACA 



1 CCAATGACAGCCTACCTATTACCAAG 
GGCTCCCCTACAACTCTGAACCTT 

1 GACAAACCCTGGAGAAATGGGAGCT 
TGGGGAGAGGATGGGAGTGGGCAGA 

1 GTGTCAGTGCCCAAAGGAGGGAGGT 
TGATGGTGCTTAACAAACATGAAGT 

1 TCATTGTATAAAAGCTGTTATGTGCAA 
CAGTGTGGAGATTCCTTGTCTGA 

1 TGACCTCCACCAAAGCCCATATAAGG 
AGCGGAGTTGTTAAGGACTGAAGA 

1 TTGGCTTCATTACGAGAGAGAAACAT 
AACAGAGGCAGTGATGGTTTCAGA 

1 TTTGTCTATATTCTGCTCCCAGCCTG 

CCAGGCCAGGAGGAAATAAACATG 
1 AGCACATTGGGAGATACATGATAAAT 

TTCTATCTGCAGTTGCTATTTGCA 
1 GGCCCAGCAGAAGAGCCTCCTTCAG 

C AG CTACTGACTG AATAAC C ACTTT 
1 AATAATAGATTAGCAGAAGGAATAAT 

CCGTGCGACCGAGCTTGTGCTTCT 
1 ACATTCAAAAGT7TGAGCGTCTTCAT 

GTACGCCGTTTTCGGCCTCACGAG 



460 



WO 02/057414 



PCT/US01/47856 



4175 


Literature 


NA 
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4176 


Literature 


NA 


X17403 
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X17403 
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NA 


X17403 
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Literature 


NA 


X17403 
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Literature 


NA 


X17403 
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Literature 


NA 


X17403 
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Literature 


NA 


X17403 


4183 


Literature 


NA 


X17403 
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Literature 


NA 


X17403 


4185 


Literature 


NA 


X17403 
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Literature 


NA 


X17403 
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db mining 


Hs.164427 


AI307795 
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Table 3A 


Hs.169168 


AA977148 
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Table 3A 


Hs.1 17333 


AI023714 


4190 


Table 3A 


NA 


AI380955 
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Table 3A 


Hs.93670 


AA976045 
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Table 3A 


HS.332583 


AA788623 
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Table 3A 


Hs.71433 


AA131524 


4194 


Table 3A 


Hs.309127 


AI380687 
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Table 3A 


Hs.102630 


AA808085 
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Table 3A 


Hs.134473 


AI074016 
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Table 3A 


Hs.158653 


AI370965 
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Table 3A 


Hs.243029 


AA424812 
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Table 3A 


Hs.1 88777 


AA432364 


4200 


Table 3A 


Hs.1 32237 


AI031656 


4201 


db mining 


Hs.1 23445 


AA8 13728 


4202 


Table 3A 


Hs.1 43049 


AH 26688 
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Table 3A 


Hs.1 08327 


AA701667 
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Table 3A 


Hs.270264 


AA6 13224 
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Table 3A 


Hs.1 58976 


AI380390 
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Table 3A 


Hs.204214 


AA826926 


4207 


Table 3A 


Hs.326392 


AA974839 



Table 8 

59591 CMV HCMVUL1 06 

59591 CMV HCMVTRL7 = IRL7 

59591 CMV HCMVUL33 

59591 CMV HCMVUL123 

59591 CMV HCMVUL75 Glycoprotein H 

59591 CMV HCMVUS28 

59591 CMV HCMVUL21 

59591 CMV HCMVUL54 

59591 CMV HCMVUL83 

59591 CMV HCMVUL109 



59591 CMV HCMVUL113; spficed to 

HCMVUL112 
59591 CMV HCMVUL122 

4002399 tb28c03.x1 cDNA, 3* end 

/c!one=IMAGE:2055652 /clone_end=3* 

31 54594 oq24g08.s1 cDNA, 3' end 

fclone=IMAGE:1 587326 /done_end=3' 

3238758 mRNA for KIAA1 093 protein, partial 

cds /cds=(179,5362) 
4190797 tg18b08.x1 cDNA, 3' end 

/clone=IMAGE:2l091ll 
31 51 837 CDNA: FLJ22664 fis, clone HS108202 

/cds=UNKNOWN 
2874972 yc77a06.s1 CDNA, 3' end 

/clone=IMAGE:21844 /clone_end=3' 
1 693030 Z131 h02.s1 cDNA, 3' end 

/clone=IMAGE:503571 /ctone_end=3' 
4190540 tg03e04.x1 cDNA, 3* end 

/clone=IMAGE:21 07710 /c(one - .end=3 l 

2877491 602440867F1 cDNA, 5' end 

/clone=IMAGE:4556561 /cIone_end=5' 

3400660 oy65g02jc1 cDNA, 3' end 

/clone=IMAGE:1 670834 /clone_end=3' 

4149718 ta29b1 1x1 cDNA, 3' end 

te!one=lMAGE:2045469 /clone_end=3' 

2106917 UI-H-Bl4-aow-c-10-0-ULs1 cDNA, 3' 

end /cione=!MAGE:3086226 

/done_end=3' 
21 14747 zw76a09.s1 cDNA, 3' end 

/clone=IMAGE:782104 /clone_end=3' 
3249868 ow48e06.x1 cDNA, 3' end 

/cbne=IMAGE:1 650082 /clone_end=3 , 

28B2413 602623674F1 cDNA, 5* end 

/clone-IMAGE:4748515 yclane^end^S' 

3595202 Homo sapiens. Similar to 

DKFZP727C091 protein, clone 
MGC:10677 IMAGE:3948445 t mRNA, 
complete cds /cds=(79,1530) 

2704832 damage-specific DNA binding protein 1 
(l27kD) (DDB1), mRNA 
/cds=(1 09,3531) 

2464262 no19d06.s1 cDNA, 3' end 

/clone=lMAGE:110113l /clone_end=3 1 

41 90243 UI-H-BI2-ahi-a-03-0-ULs1 cDNA, 3 ? 

end /ctone=!MAGE:2726S92 

/ctone_end=3' 
2900923 EST389900 cDNA 

31 50631 son of sevenless (Drosopbila) homolog 
1 (SOS1), mRNA /cds=(0,3998) 



1 ACGAACAGAAATCTCAAAAGACGCTG 

ACCCGATAAGTACCGTCACGGAGA 
1 AGGAACCAGCAAGTCAACAAAAGACT 

AACAAAGAAAAACCATCTTGGAAT 
1 CCAACGACACATCCACAAAAATCCCC 

CATCGACTCTCACAATCGCATCAT 
1 CCTCTGGAGGCAAGAGCACCCACCC 

TATGGTGACTAGAAGCAAGGCTGAC 
1 GATGTCCGTCTACGCGCTATCGGCC 

ATCATCGGCATCTATCTGCTCTACC 
1 TTCGTGGGCACCAAGTTTCGCAAGAA 

CTACACTGTCTGCTGGCCGAGTTT 
1 GAGATCGACATCGTCATCGACCGAC 

CTCCGCAGCAACCCCTACCCAATCC 
1 CTTTGAGCAGGTTCTCAAGGCTGTAA 

CTAACGTGCTGTCGCCCGTCTTTC 
1 TCTTCTGGGACGCCAACGACATCTAC 

CGCATCTTCGCCGAATTGGAAGGC 
1 AGAGAACAACAAAACCACCACGACGA 

TGAAACAAAACGCTCAACCAAACA 

1 GAGAAAAGATTGTGCGATCTCCCCCT 
GGTTTCCAGCAGACTCTTGCCAGA 

1 CATCTTCTCCACCAACCAGGGTGGGT 
TCATGCTGCCTATCTACGAGACGG 

-1 TCCCATGTTCCCTTTATTTGTCTTTTG 
GTTCTGCTTTTTGGGAGATTTTT 

-1 TGGTGCGCTTTTGTGTGCGGTGGAG 
GAGTTCCTAACCCTCGGCTTGTTTT 

-1 GCCGTTGGTTGGCTTAAACTTGGTTT 

CGTCACTTCGGGCACTTTGGTTTT 
-1 CTGGCCTCCCCTGGCTCTTTAAGCTC 

CCCTTTGGTTAAAAACTGGGTTTT 
-1 AAAAGGCCAAGGGTGTTGTTGGGGC 

GTCTGTCTAATGTGGTGGGTCTTTT 
-1 GCTGTAAATCTCTGTCTCATCATCCTT 

CTCTTTTGTTTCCATAGCCTTTT 
-1 GTGTGTGCTGGCTGAGAAGCCACTG 

TGAATTGATTCTTCTTCTGAAGTTT 
-1 AATAAGGGTGTTGCCCTTTGTTCCCT 

CACATAATCGTGAAAGGCTGCTTT 

-1 TTCCTCAGTCCCTGTTCATACCATCT 
CTGCACCCACAATCACACTGATTT 

-1 GACCACAGATATGCACTCCTTACATT 
AACCTCAGCCTTGATGTATCATTT 

-1 CCCCCTGTTATGAAAAGGGTTAAACT 
TGAACCCACCCATTTTAAAAATTT 

-1 TTATAGCTACCAGAAGCCACCAGGGC 
CTTAGCCCAGCAGTAGAAACCTCT 

-1 GATCAGTAGACACACCCCTCAATGCT 
GCGAAGAAAATGAAGGCCACTCTT 

-1 AGCAGACAATGGACAACTGTAGTTTT 
TGAATTGACTTCTATAGCCATCTT 

-1 TCCACCACAGTGCATGATAATTCCGA 
CAGAACGGCCTTTTATTTGTACCT 

-1 TGTTCTCTGAACTGTCTGGATGAACC - 
GGTCAACGGCACTCATCATACCTT 



-1 GCTTCACTCTGCTTTCTGTATAAAGG 
GCAGTCTGtGGTCACGCAAGACTT 

-1 AGCAAAGACCAAATTCTCCTTGGGAA 
GTGTGGGAGCAGGCTGACATTATT 

-1 GTCCTTTGATAGCAGAACAAGAGGCT 
CTGTGATCCTCTGGACCTCAGATT 

-1 TCCACGACATGGTACAGCTCTTCACT 
TTTTCAGCTTTTTAAATGTCCATT 

-1 GACAAGGCAATGCTACTGATCACCTG 
AGGATAATGGTGAAGGACTTTTGT 
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Hs.53542 


AI084224 
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Table 3A 


Hs.173334 


AA284232 


4210 


db mining 


Hs.86437 


AI300700 


4211 


db mining 


Hs.61558 


A1220970 
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Table 3A 


Hs.239489 


AA639796 


4213 


Table 3A 


Hs.228795 


AI094726 




UU Hill July 




AA740964 


4215 


Table 3A 


Hs.124675 


AA858297 


491 R 
la 




NA 


A1281442 
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Table 3A 


Hs 228817 


AI1 99388 
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Table 3A 


Hs.291003 


AA504269 


4219 


TablP 3A 


Hs 299416 


AA1 32448 


4220 


Table 3A 


Hs.6733 


AI057025 


4221 


db mining 


Hs.177712 


AA251806 


4222 


Table 3A 


Hs.133175 


AI051673 




Tahle* ^A 


' Hs 203041 


A1271437 

MIL f 1 ' 
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Table 3A 


Hs.56205 


AA846378 


4225 


Table 3A 


NA 


AA873734 
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Table 3A 


NA 


AA482019 
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db mining 


Hs.182594 


AA806247 


4228 


Table 3A 


Hs.210727 


AI075288 


4229 


Table 3A 


Hs.252300 


AI383340 
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Table 3A 


Hs.191958 


A1347054 


4231 


Table 3A 


Hs.283410 


AI253134 


4232 


Table 3A 


Hs.44189 


AI361839 


4233 


Table 3A 


Hs.148288 


AA908367 


4234 


Table 3A 


Hs.143534 


AI095189 
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Table 3A 


Hs.23349 


A1357493 


4236 


db mining 


Hs.292235 


AJ057035 


4237 


Table 3A 


Hs.337986 


AA101212 


4238 


Table 3A 


Hs.60088 


AA004799 



Table 8 

3422647 chorea-acanthocytosis (CHAC) mRNA, 
complete cds /cds=(260,9784) 

1928532 ELL-RELATED RNA POLYMERASE II, 
ELONGATION FACTOR (ELL2), 
mRNA /cds=(0, 1922) 

3960046 60241 1368F1 cDNA, 5* end 

/clone-(MAGE;4540096 /clone j2nd=5' 

3603173 hz63d07.x1 cDNA, 3' end 

/clone=IMAGE:3212653 /clone_end=3' 

2563575 TIA1 cytotoxic granule-associated RNA- 
binding protein (TIA1), transcript variant 
2, mRNA/cds=(l85,1345) 

3433702 qa08f05.x1 cDNA, 3* end 

/clone=IMAGE:1686177 /clone_end=3* 

2779556 EST386140 cDNA 

2946599 obl3b08.s1 cDN A, 3* end 

/done=lMAGE:1323543 /clone_end=3' 

3919675 cDNA clone IMAGE:1 967452 3' 

3751994 qs75e05.x1 cDNA, 3' end 

/done=lMAGE: 1943936 /clone_end=3' 

2240429 hypothetical protein MGC4707 

(MGC4707), mRNA/cds=(72,1067) 

1694015 zo20a03.s1 cDNA, 3' end 

/done=IMAGE:587404 /cIone_end=3' 

3330814 phosphoinositide-specific 

phospholipase C PLC-epsilon mRNA, 
complete cds /cds=(235,7146) 

1886786 ZS09C03.S1 cDNA, 3' end 

/done=IMAGE:684676 /clone_end=3' 

3307207 oy77g06J(1 cDNA, 3' end 

/done=iMAGE:1 671 898 /cJone_end=3 , 

3890604 602417270F1 cDNA, 5* end 

/clone-IMAGE:4536737 /ctone_end=5' 

2932518 insulin induced gene 1 (1NSIG1), 

mRNA/cds={414,1247) 
2969856 Vanin2 

2209697 cDNA clone IMAGE:746046 3' 

2875516 oc21f01.SlcDNA,3'end 

/clone=lMAGE;1341529 
3401879 oy69h10.x1 cDNA, 3 1 end 

/done=IMAGE:1671139 /clone_end=3' 

4196121 tc76g05.x1 cDNA, 3' end 

/ctone=IMAGE:2070584 /clone_end=3' 

4084260 immunoglobulin superfamily receptor 
translocation associated 2 (IRTA2), 
mRNA /cds=(1 58,3091) 

3849663 602635144F1 cDNA, 5' end 

/clone=lMAGE:4780090 /clone_end=5' 

41 1 3460 yz99f01 .s1 cDNA, 3' end 

/done=IMAGE:291 193 /ctone_end=3 l 

3047772 og76d 1 .s1 cDNA. 3' end 

/c!one=IMAGE:1454228 /clone_end=3' 

3434165 602466053F1 cDNA, 5' end 

/done=!MAGE:4594260 /clone_end=5' 

4109114 nab70e03.x1 cDNA, 3' end 

/clone=IMAGE:3273292 /done_end=3* 

3330824 oy75b1 1 J<1 cDNA, 3' end 

/clone=lMAGE:1671645 
1647866 Homo sapiens, clone MGC:17431 

IMAGE:2984883, mRNA, complete cds 

/cds=(1336,l494) 
1448296 hypothetical protein MGC1 1 314 

(MGC11314), mRNA /cds=(221, 673) 



-1 TCAATAGTTGTGAAATTCTTCTCAGG 
CTCCTTAAACCCTCGCTTTGTTGT 

-1 AGGCTTACGTTTATCCAAAAGCATTT 
CACCTTGCACATTACTGTTGTTGT 

-1 ACAAGCATTTAGATCATAACATGGTA 
AAGCCTATTACCAGCCAATGTTGT 

-1 TGTTTTGGCATAGAGCTTTACTTAAAA 
TGCTGCTTCATTTTACACATTGT 

-1 TGGAGCTCAATTCTATGCAGTTGTGC 
TGATATTTCATTAAGTCACTGTGT 

-1 TTTCCCCTTGGCCTGAGTTTTTATAAA 
ATTTCCATTAATTGGGGCAGTGT 

-1 TGCAGCTAAATTCGAAGCTTTTGGTC 
TATATTGTTAATTGCCATTGCTGT 

-1 GGATTTG GAAGATGCTTTCAGAAATA 
TGGCATAGG I I I I I GTCGAAATGT 

-1 AAAGAAAAATTCAGCCTGAACCCTAC 
CCTTATAAAACAGGTTAATTGGGT 

-1 TGTAAGTCCCATGCCCGAATTTGGAG 
ATTTGGGTTTTTCTTTTCAGGGGT 

-1 CGGATTCCAAATTACTTAAAGCCTTTA 
TGGGAACACGGTAGATTGTAGGT 

-1 GCCTTCTGGCCTCTGAGGCAAAGGT 
CAGTGATACTGATGGGAGGGTAGGT 

-1 GCTCAAGATCACCTCTTTGTCATCTT 
GAACAATGTTTTTCTCTTCTAGGT 

-1 TGTTTCCACTTCATGGGATATGACTC 
CATCACAATGAAAATGGGTCCAGT 

-1 TTGTGATTGTAAATCATGTATGTACAA 
ATGCCATGAAAATTAAAGCCAGT 

-1 TTTCCCTTATGCACCTTCCAGTCTTTG 
GCAGGACATGATTTATGGACAGT 

-1 TGCACTCTACCAGATTTGAACATCTA 

GTGAGGTTCACATTCATACTAAGT 
-1 TCAACTGCAGGGAATCTCCTAGGAAG 

CGGATAAATCTGGCAATTGGAAGT 
-1 ACCACCAGCTATTTGTAATTCCTTCTT 

CTAAGGCATAGTGAAAACTTGCT 
-1 TCGCTTTCTAACTGATTCCATTCCAC 

CATGTCAGATACTCCTGGGCTGCT 
-1 CAGCAATGAGGGGATATTTTTGATGA 

GCTGGAATATCCAATTGAACAGCT 

-1 CCC C CTAAGTTAAAAGCTCTGTCTTT 
TTGGGGTTTGCCCTATGTAAAGCT 

-1 GAAGCCTCTACTCTTGAGTCTCTTTC 
ATTACTGGGGATGTAAATGTTCCT 

-1 ACACTTGATCTCTTCCTTATTTCTCTC 
AGAAAACCTGTAGGATTGTGCCT 

-1 AGTAGATATTTTGCCGGTGTACTTGG 
AATACCTTTCAGAAGCCAAACCCT 

-1 AATTCCAATCCTGGTATATAGCACCT 
GGTATTATGGGTACCAAAAACCCT 

-1 ACTGCTCCAAATATCAACCCCATGTA 
GGCAGGATGTTTGATCTTGGTACT 

-1 TGTTGTTGGATACGTACTTAACTGGT 
ATGCATCCCATGTCTTTGGGTACT 

-1 TTAGGATTGCTCAGTTTCATCAAGGT 
TTGAAGGATAGGCAGGCTCTCACT 

-1 GGCCAGTCTCTGTGTGTCTTAATCCC 
TTGTCCTTCATTAAAAGCAAAACT 

-1 GCATTCCCGGTCACTCCCTCCCTAAT 
CTGAGCATCACTCAAGCTCTTTAT 
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4239 db mining Hs.1 77376 AA744590 

4240 Table 3A Hs.163787 AA627122 



4241 Table 3A 



Hs.332992 AA760848 



4242 Table 3A Hs.129572 AA746320 

4243 Table 3A Hs.233383 AA745714 

4244 TaWe3A Hs. 155601 Al 146787 

4245 Table 3A Hs.273775 M527312 

4246 Table 3A Hs.159316 AI380278 

4247 Table 3A Hs.1 69424 AI380255 



4248 Table 3A 

4249 Table 3A 

4250 Table 3A 

4251 Table 3A 

4252 Table 3A 

4253 Table 3A 

4254 Table 3A 

4255 Table 3A 

4256 Table 3A 

4257 Table 3A 

4258 Table 3A 

4259 Table 3A 

4260 Table 3A 

4261 Table 3A 

4262 Table 3A 

4263 Table 3A 

4264 Table 3A 

4265 Table 3A 

4266 Table 3A 

4267 Table 3A 

4268 Table 3A 

4269 Table 3A 



Hs.1 14931 AA702108 

Hs.1 79779 AI004582 

Hs.1 00555 AI352690 

Hs.157213 AI351144 

Hs.77399 AI337347 

Hs.128630 AI222805 

Hs.270341 AI270476 

Hs. 190229 AA582958 

Hs.170333 A1373163 

Hs.1 58289 AH 99223 

Hs.29282 AA748714 

Hs.230752 AI025427 

Hs.131580 AI024984 

Hs.98306 AA4 18743 

Hs.337307 AA719537 

NA AA1 36584 

Hs.339990 AI263141 

Hs.309122 A1380449 

Hs.290535 AA719103 

Hs.1 88886 M576947 

Hs.1 30232 A1089359 

Hs.44628 AI384128 



Table 8 

2783354 zb85a06.Sl CDNA, 3' end -1 
/done=IMAGE:3 10354 /clone_entf=3 1 

2540166 nq70g02.s1 cDNA, 3* end -1 
/done=IMAGE:1 157714 /clone_end=3* 

2809778 nz14f06.s1cDNA.3 , end -1 
/done=IMAGE:1 287779 /clone_end=3' 

27B6306 Ob08f01.s1 cDNA, 3' end -1 
/done=IMAGE:1 323097 /clone_end=3' 

2785700 RC2-CT0434-31 0700-01 3-C08 CDNA -1 

3674469 qb83f02.x1 cDNA, 3' end -1 
/done-iMAGE:1706715 /ctone_end=3' 

2269381 ng36a08.s1 cDNA, 3' end -1 
/done=lMAGE:936854 /clone_end=3* 

4190131 cDNA: FLJ21572 fis, clone COL06651 -1 
/cds^UNKNOWN 

4190103 602589478F1 cDNA, 5' end -1 
/clone=IMAGE:4723722 /clone_end=5' 

2705221 2i85e01.s1 cDNA, 3' end -1 
/clone=IMAGE:447576 /done_end=3' 

3214092 ribosoma! protein L37 (RPL37), mRNA -1 
/cds=(28,321) 

4089896 DEAD/H (Asp-Glu-Ala-Asp/His) box A 
polypeptide 18 (Myc-regulated) 
(DDX18), mRNA /Cds=(71 ,2083) 

4088350 qt23f10.x1 cDNA, 3* end -1 
/done=lMAGE: 1948459 /done_end=3' 

4074274 caudal type homeo box transcription -1 

factor 2 (CDX2), mRNA 

/cds=(360,1301) 
3805008 qp39c07.x1 cDNA, 3' end -1 

/done=IMAGE:1 925388 /done_end=3' 

3889643 602307338F1 cDNA, 5' end A 
/done=IMAGE:4398848 /c!one_end=5' 

2360318 nn80d08.s1 cDNA, 3' end -1 
/done=IMAGE: 10901 91 /ctone_end=3* 

41 53029 qz1 3a07.x1 cDNA, 3* end -1 
/clone=IMAGE:202l364 /done_end=3' 

3751829 qi47c06.x1 cDNA, 3' end -1 
/done=IMAGE:1859626 /clone_end=3' 

2788672 mitogen-activated protein kinase A 
kinase kinase 3 (MAP3K3), mRNA 
/cds=(83,1963) 

3241040 ow27g06.s1 cDNA, 3' end A 
/clone=lMAGE:1 648090 /c!one_end=3' 

3240597 ov39d1 1 .x1 cDNA, 3' end -1 
/done=IMAGE:1639701 /clone_end=3' 

2080544 mRNA for KIAA1862 protein, partial -1 

cds/cds=(0,1874) 
2732636 zh40g1 2,s1 cDNA, 3 1 end -1 

/clone=IMAGE:414598 /clone_end=3* 
1697794 fetal retina 937202 cDNA done -1 

IMAGE:565899 3' 
3871344 qw90c01.x1 cDNA, 3' end -1 

/c!one=IMAGE:1998336 /clone_end=3' 

4190302 tg02M2.x1 cDNA, 3' end -1 
/clone=IMAGE:2107631 /clone J3nd=3* 

2732202 Zh33d10.s1 cDNA, 3' end -1 
/clone=!MAGE:413875 /donej5nd=3' 

2354421 nm82b04.s1 cDNA, 3' end * A 
/clone=IMAGE;i074703 /clone_end=3' 

342841 8 qb05h03.x1 cDNA, 3' end A 
/clone=IMAGE:1 695413 /clone_end=3' 

4196909 EST389740 cDNA .1 
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CTGAATGCGAAGAGCTTCAAGAGTGT 
GTGTAAATAAAGCCACACCTTTAT 
CCCGAGGAGGAAGACGAATCGTTAA 
ACATCTGAAAGGGTCAGGTGAGTAT 

CAAACTTGTTCTGAAGACAATTTCCA 
AGGTTGTCAGCCATGTCACCATAT 

TCAGGTTCGTGTTAAACGCTGTATGT 
TAACTATGACTGGAATTCTGTGAT 

ATGGAGATCCAGAGACGTTGGTTTTC 
AAATGGAGCAAACAGCACTGTGAT 
AGCTTTAGGCTGAGGGCATGGAAACT 
GTTACGCTTTTCCTTTTATGTGAT 

TCACTCCAGAATAGAAATTAGAGTAT 

AGGTAGGCAGTCCAACCTCTGCAT 

TCAGATGCCACACTTATGAGACCCTC 

ATCCTTCTGCTCACTCTCTTCCAT 

CCCTGCCTTTACCTCTCTACTTGTAG 

TGTTCTTTCAGAGCCTGCTCCCAT 

CAAAACAAGATGTGCCAGG GCCTGG 

GGGATGGGATAATTTCAGAGAGAAT 

ACCCAAGAGGGCAGCAGTTGTGTCA 

TCCAGTTCATCTTAAGAATTTCAAT 

GGGGTAGGAAGAGGATGGAATTGAG 

ATGTTTGAGCCTCATTTACATCAAT 

GCTCTCTGATGCTGGTGGCTGTTCCC 
CCAGAATGGAAGCATTGATTAAAT 

GGGGAGAAGTGATATGGTGAAGGGA 
AGTGGGGAGTATTTGAACACAGTTG 

CACCATGCCTCACTTTTAGCGCAGTG 
TGATCCTACACAAATTGCCCTGTG 



TATGGTTT7TAGGCTATGCAGATATTC 
TGTTGGTTTTTGAGACAGCTCTG 

CCTTCCTTTCTAAGGCATAAGTGCGA 
CGTTCGCTGCTGTGCGTGGAACTG 

GAGAGGAAGGCAGACAGGCAGCCAT 
TTTAAGAGAGAAGAGCCAGACAATG 

GTTATCAAAGGTGGAATCGGAAACAC 
CAGGCTCCTAGTGCCACGGAAATG 

AAATGTGCCTATTGCTAGAGCTCCTC 
CCTCTCAACACCCAGTTTCCTTGG 

CAATCGTCTTATCTCTACAGAGAGAA . 
GTGGAAAATTCTTTTTCAAGGGGG 

CTATGGAAGGCAGTTGGTGGGCAAA 
AGTCCGGTTTTTACGCTTTGAGGGG 

GTCTGATCCTTAGACCGTCTCATCAC 

AGCAACCCTAACTGCAGAGCAGGG 

AATGGTAAGAAATGCCTTGTGTGGGT 

GGCCCTCCAGTCCCCAGTCCAGGG 

AACATATCCAGGGAGGACAAACTCTG 

GGCTGGACAATGTATCCACAAGGG 

GCCCATGGTCCTAGAATTAATTCCCC 

TAAAAATTTTTGAAATAGGGGCGG 

GCCAACTGCTTAGAAGCCCAACACAA 
CCCATCTGGTCTCTTGAATAAAGG 

GAGCCCTTAAAATTACTGTATCTCCT 
CTAAAGTGTGATTTAATGGCTGCG 
CTTTTGCTGGAGACTCATCGCTTTGG 
GAAGTGCATTTGCTTCGTCGTCCG 

CCCAGTTCACAGTAGAGAGGTGGAG 
CTTAGTACTTCCTGCTG CCC ATTAG 

CTGGGCTGTAGGTACTGCTGGGTCA 
CTGTTGCTATAAATGGTCACTGGAG 



463 



WO 02/057414 



4270 db mining 

4271 Table 3A 

4272 Table 3A 

4273 Table 3A 



4293 Table 3A 

4294 Table 3A 

4295 Table 3A 

4296 Table 3A 

4297 Table 3A 

4298 Table 3A 

4299 Table 3A 

4300 Table 3A 



Hs.164284 AI434146 

Hs. 173720 AA534537 

Hs. 120891 AA677952 

Hs. 142838 AI299573 



4274 Table 3A Hs.8724 AI298509 

4275 db mining Hs.204873 AI086035 

4276 Table 3A Hs.323950 AA916990 

4277 Table 3A . Hs. 144114 AI074020 

4278 Table 3A Hs.235042 AI076222 

4279 Table 3A Hs.158975 AI380388 

4280 Table 3A NA Af 361 642 

4281 Table 3A Hs.34549 AI1 23826 

4282 Table 3A Hs.185062 AI085568 

4283" Table 3A Hs.180201 AA516406 

4284 Table 3A Hs.54452 AI041828 

4285 db mining Hs.206B54 AA705316 

4286 Table 3A Hs.147040 AM87423 

4287 Table 3A Hs. 105230 AA489227 

4288 db mining Hs.309108 AI378046 

4289 Table 3A Hs.209203 AI343473 

4290 Table 3A Hs.158966 AI380236 

4291 Table 3A Hs. 50477 AA923567 

4292 Table 3A Hs.133230 AA984890 



Hs.165051 AI248204 

NA AA683244 

NA AA826572 

Hs.11637 A1275205 

Hs.21812 AI131018 

Hs.21812 AI888714 

Hs.59459 AA889552 

Hs.230805 AI087055 



Table 8 

4294137 ti36g07.x1 cDNA, 3' end 

/done=IMAGE:21 32604 /cIone_end=3' 

2278790 nf80h10.s1 cDNA, 3' end 

/done=lMAGE:926275 /clone_end=3' 
2658474 zi14a06.s1 cDNA, 3* end 

/done=IMAGE:430738 /done^end-S* 
3959 1 58 nucleolar protein interacting with the 

FHA domain of pKi-67 (NIFK), mRNA 

/cds=(54,935) 
3958245 serine threonine protein kinase (NDR), 

mRNA /cds=(595 t 1 992) 
3424458 oy70h04.x1 CDNA, 3 1 end 

/c!one=IMAGE:1671223 /clone_end=3' 

3056382 zinc finger protein 6 (CMPX1 ) (ZNF6), 

mRNA /cds=(1 265,3361) 
3400664 oy66g06 J<1 cDNA, 3' end 

/done=lMAGE:1670842 /cfone_end=3' 

3405400 oy65b09.x1 cDNA, 3' end 

/clone=IMAGE:1670681 /clone_end=3' 

41 90241 tf96a03.x1 cDNA, 3* end 

/clone=lMAGE:21 07084 /done_end=3 1 

41 1 3263 qy86d04.x1 cDNA, 3' end 

/done=IMAGE:2018887 
3539592 602620663F1 cDNA, 5' end 

/clone=lMAGE:4746422 /clone_end=5' 

3423991 oy66b05 Jrt cDNA, 3' end 

/clone=lMAGE:1670961 /clone_end=3' 

2253768 hypothetical protein FLJ20671 

(FLJ20671), mRNA/cds=(72,494) 

3281022 zinc finger protein, subfamily 1A, 1 
(Ikaros) (ZNFN1A1), mRNA 
/cds=(168,l727) 

2715234 EST368531 cDNA 

3738061 qf31d04.x1 cDNA, 3' end 

/clone=lMAGE:1 751 623 /clone_end=3' 

2218829 aa57f07.s1 cDNA, 3' end 

/done=JMAGE:825061 /done_end-3' 

4187899 te67h12.x1 cDNA, 3' end 

/done*IMAGE:209l815 /clone_end=3' 

4080679 tb97a08.x1 cDNA, 3' end 

/done-lMAGE:2062262 /clone_end=3' 

4190089 tf94b10.x1 cDNA, 3' end 

/done=IMAGE:21 06907 /clone_end=3' 

3070876 Rab27a mRNA, complete cds 
/cds=(245,910) 

31 6341 5 Homo sapiens, ribosomal protein S1 5, . 
clone MGC:2295 !MAGE:3507983, 
mRNA, complete cds /cds=(1 4,451) 

3843601 qh64h1 1 JC1 cDNA, 3' end 

/clone=lMAGE:1849509 /clone_end=3' 

2669135 schizo brain S1 1 cDNA clone 

IMAGE:971252 3 f 
2898398 cDNA clone IMAGE:1416447 3' 

3897479 602388093F1 cDNA, 5 1 end 

/done^lMAGE:45l7086 /done_end=5' 

3601034 AL562895cDNA 

/done=CS0DC021YO20-(3-prime) 
5593878 AL562895cDNA 

/done=CS0DC021 YO20-(3-prlme) 
3016431 ak20d12.s1 cDNA, 3' end 

/done=lMAGE:1406519 /clone_end=3* 

3425478 oy70c09.x1 cDNA, 3' end 

/ctone=IMAGE:1671 1 84 /clone_end=3' 
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-1 CTTTAGATGTCCCACGTCCCTTCAAG 
CACATGAAAGAGCTCACACTGGAG 

-1 GACTCTGGAACTCGAGCGTGTGGCT 
GCTGCGCCGACAGCTGAATCTAGAG 

-1 CCTTAGAGATCGTGACCCTTCCTGCT 
TGCCTCCCTGGTGGGCTCTTTCAG 

-1 AGAGTGAGAAGGCAGTTCCAGTTTTA 
GCACAGATTTGTTTATGTGTTCAG 

A TCTCAAGAGAGAACGCCACAGCAGA 
GAGACCCAATCCGCCTAAGTTGCAG 

-1 AGGTTTGGGGAGGGGTCCCAGTCTG 
CGATCCTTTCTCCCTCTTCGTGCAG 

-1 CCTCAGCTTCCAACTCTGATTCCAGG 
ACAGGATGGAAAACCTTTGGACAG 

-1 AATCCCTTGTACCATGTATACAAATG 
AGACAAGTGAGCTTGACATTCAAG 

-1 GCTACAGCCCGGAACACAAAAGAAG 
ACACCCATGCAAATACCATTAAAAG 

A ATTAACCCTTTATTGCCCTAGCCAGT 
GGGGTGGGAGGGAGAGATTGTTTC 

-1 GTTATCCTTAGGCCAGGTCTCCCACC 
TTTGAGCCGGACAAAACCAGAGTC 

-1 TGCTGCTACAGTTGCAAAACACTGGA 
GCTAGAGAAAATAAAGTACTGATC 

-1 CGAGAGTCTTGCTGAGCCAGGACTT 
GAGTGCCTCGAAGTTTTCAATGATC 

-1 ATCAGGAGAGGGAGATAATTAGTTGC 
TTCCTCCTTCACACTGTTTGAATC 

-1 TTGCCCTTTCCTCTCACTGCCTTTTAT 
AGCCAATATCAATGTCTC7TTGC 

A ATCCCTATTGCCAGACACATCATTCT 
CTCCATCCAGAAAGCCAACTTTGC 

-1 CTCTCTTCATCTTCTGATTGGGATTGT 
GTCCAGTCCTCTGCTTCTTCTGC 

-1 GAGGGTTCTAGCAACTTAATCCCATT 
AGCATGTTAGCTGAAGACTACTGC 

-1 GTCCCAAGGGTCAGTATATTGGAGGA 
AAGTAAAGGAGTGAATCAGACTGC 

A CTGGAATTACTAATGTGGAGGTGATC 
TGAGAACTGGGAACAAAGTAGGGC 

-1 TCCAGGGACTGACAAGAGTGAGTGG 
TGTCAACCTAAAGAGAAACTCAGGC 

-1 CAGAACTCCATAGACAGCCTCACTTT 
GTGCTCGGGGGCCTGTCCCAAGGC 

-1 GCACTTCTCCCGGTTCATCCCTCTCA 
AGTAATGGCTCAGCTAATAAAGGC 



-1 TCCATCTCC7TTCTACTGTAGCGGAG 
ACTACAAGTCCCAGGATGCCCCGC 

-1 CCACATTCTTGCTGTCCACATCCTGC 
TGGGTGAAATTGTGTTGAAGTAGC 

-1 TGACTGTCTTGGTAATTTTCTTCCTTG 
TTTTACTTCTGGAAACTGGGAGC 

-1 TGACTTTCAGGAATGTCAGCATTGAC 
CTCTCCTTGCCACTGTTACTCAGC 

-1 AAGTTTGTGCAGCACATTCCTGAGTG 
TACGATATTGACCTGTAGCCCAGC 

-1 AAGTTTGTGCAGCACATTCCTGAGTG 
TACGATATTGACCTGTAGCCCAGC 

A ACCAGACTTCAGGAAGAATAAAGGTC 
GCCAACTCAATAAAACCACCAAGC 

-1 ACTTGCCACATAAACAGTTCCATCAT 
AAAAACTCTTCCCCTTCTTGTTCC 
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4301 Table 3A 



Hs.125608 AI380443 



4302 Table 3A Hs.229385 AI354231 



4303 Table 3A Hs.330928 A1371227 



4304 db mining 

4305 Table 3A 

4306 Table 3A 

4307 Table 3A 



4314 Table 3A 



4319 Table 3A 

4320 Table 3A 

4321 Table 3A 

4322 Table 3A 

4323 Table 3A 

4324 db mining 

4325 Table 3A 

4326 Table 3A 

4327 Table 3A 

4328 Table 3A 

4329 Table 3A 

4330 Table 3A 

4331 Table 3A 



Hs.141153 AH39639 

Hs.1 34342 AI363001 

Hs.226755 AA909983 

Hs.1 58894 AI378457 



4308 Table 3A Ns.1 27327 AI084064 

4309 Table 3A Hs.295945 AW081320 

4310 Table 3A Hs.143410 AA825245 

4311 db mining Hs.228874 AI356505 

4312 Table 3A MA AI364936 

4313 Table 3A Hs.125892 AI378032 



Hs.1 58943 AI379953 



4315 Table 3A Hs.108124 AI362793 

4316 db mining Hs.129332 AA992299 

4317 Table 3A NA AI318342 

4318 Table 3A Hs.157447 AI028478 



Hs.205175 AA885473 

MA AI370412 
Hs.1 32594 AJ34B336 



Table 8 

41 90295 ig02f04.x1 cDNA, 3' end 

/cione=IMAGE:21076l5 /done_end=3' 

4094384 qv12c04.x1 cDNA, 3' end 

/c!one=tMAGE:1981350 /c!one_end=3' 

4149980 601659234R1 cDNA, 3* end 

/done=IMAGE:3895641 /done_end=3' 

36456 1 1 tx43b1 1 .Xl cDNA, 3' end 

/clone=IMAGE:2272317 /done_end=3' 

41 14622 mRNA for LanC-like protein 2 (Iancl2 

gene) /cds=(186 r 1 538) 
3049273 RCl-UT0033.250800-022-h02 cDNA 

4188310 tc79d10.x1 cDNA, 3* end 

/clone=IMAGE:2Q7237i /clone_end=3' 

3422487 EST390862 cDNA 

6036472 xc30f12.x1 cDNA, 3' end 

/clone=IMAGE:2585807/cIone_e^d=3 , 

2898544 oe59g09.s1 cDNA, 3* end 

/c!one=IMAGE: 141 5968 /clone_end=3' 

4108126 qz22b04jc1 cDNA, 3' end 

/clone=IMAGE:2027599 /clone - end=3' 

4124625 qz23c12.x1 cDNA, 3' end 

/clone=IMAGE:2027734 
4187885 te67g08.x1 cDNA, 3' end 

/clone=IMAGE:2091 806 /clone_end=3' 

4189806 tc81a07.x1 cDNA, 3' end 

/clone=IMAGE:2072532 /done_end=3' 

41 14414 cDNA: FU2308B fis, clone LNG07026 

/cds=UNKNOWN 
3179055 ot53b06.s1 cDNA, 3' end 

/clone=lMAGE:1620467 /clone_end=3 , 

4034222 ta73c09.x1 3' end 

/done=IMAGE:2049712 
3245787 EST388739 cDNA 



2994550 am10c12.s1 cDNA, 3* end 

/done=JMAGE: 1466422 /clone_end=3' 

4149165 cDNA Clone IMAGE:1987587 3' 

4083542 qp50b04j<1 cDNA, 3' end 

/clone=IMAGE: 192641 5 /clone end=3* 



Hs.50252 AA984245 31 62770 

NA AA744774 2783538 

Hs.15200 AW190635 6465115 

HS.276766 AI3B0791 4190644 

NA AA573427 

Hs. 127557 AA953396 

Hs.124391 AA631638 

Hs.210943 AI823511 

NA AA757952 2805815 

Hs. 10056 AA576946 2354420 



mitochondrial ribosomal protein L32 
(MRPL32), mRNA/cds=(46,612) 
cDNA done IMAGE:1 283731 3' 

EST379783 cDNA 

tg04b12.x1 cDNA, 3' end 
/c!one=IMAGE:21 07775 /clone.end^' 



2347955 cDNA done IMAGE: 10289 13 3* 

31 17543 on63h10.s1 cDNA, 3' end 

/clone=IMAGE:1561411 /clone_end=3' 

2904937 oc85h06.s1 cDNA, 3* end 

/clone=lMAGE: 1356539 /clone_end=3* 

5444182 wh54h10.x1 cDNA, 3* end 

/done=lMAGE:2384611 /done_end=3' 



zg49e07.s1 3' end 
/clone=IMAGE:396708 / 
hypothetical protein FU14621 
(FLJ14621), mRNA /cds=(525. 1307) 



-1 GCTTCCTTGAACCACCCAGAAATCCA 
CTCAAATTTGGGGATTGTCATTCC 

-1 GGGGGTGATGGGTTAATTAAATAAGT 
CCATTCCTGGGATTTGAGGGGGCC 

-1 ATGCCCCTCGTCCTAGAATTAATTCC 
CCTAAAAATCTTTGAAATAGGGCC 

-1 TCAAACTAAGACCAGGGTTGAAAACT 
ATGGCCCAGGGACCACTTCCAGCC 

-1 GACGCGCACACACCTTGAGTGACAG 
CGACCTCTTCTCTACAGGTTTTCCC 

-1 ATCCAAGCTTTAATTCTGCCATCTCA 
GAATGGTGATAAACCATTTCTCCC 

-1 TACTTCATTGCTATTGTAAACCAAAAA 
TAAAATTTGAAGCCCCCTGCCCC 

-1 CTTCATCACTCAGGAAACAGAAAAGG 
CTTCAGAAGGAGCGGCCATGCCCC 

-1 AGAAC CC GTATTC ATAAAATTTAG AC 
C AAAAAG GAAG GAATC G AAC CCC C 

-1 TTTTCTATrTTCATCTGTCATTTTCAC 
TGCAGAGCGCACCTCCCGGACCC 

-1 AGACTGAAGGGGTTGAAAGACCCGT 
AGACGCTCCTTTCCTCTTTTAGACC 

-1 CTCTGCGGCCCTAGAGTTAATCCCAT 
CAGCCGAGGTGAGGCACCTGTTAC 

-1 CCAATTCCGCAGTACAGAGCATTCAG 
CAGGTAGTGGTGACCGTGGGTGAC 

-1 GGCTCCAGCCACCGGCAGCTCTGAA 
AGAGTTTGAAGAATTTATTGTTCAC 

-1 GCTCGCTACCAGAAATCCTACCGATA 
AGCCCATCGTGACTCAAAACTCAC 

-1 CACTGGAACACAACCCAGCCATGAAA 
AGGAAGAAGCTCTGACTCAGGCAC 

-1 CATCTCATGCGTAGCACTGATCAATG 
TGCCCCAGGGTGTGTATTCGCCAC 

-1 CAATCAGAGCGCGAGTTACAAGCGC 
GGTGGAGTGGGGAAGCGAATGAAAC 

-1 GACATTGCACATTTTTGAACCTGTCT 
ACAGCAGCCTGGGTTGGTCACAAC 

-1 ACACTGGCAGAGTCCAGAAAAGCAG 
CAGAAGAAAAATTCAGAGCAAAAAC 

-1 TTTAACGTGCTTCTGAGACAGCCACC 
ACCGAAAGGCACCTTTAGCGGTTA 

-1 TCAGCCAACCTGAATCTGGTATCTTT 

ACTTAAACACAGCAGTTGTAGTTA 
-1 AAAAGGAGACGATGTCAGGCAAACA 

CTCCTTACCCTGCCATTTCTAGTTA 
-1 TCACAATCAGTCTCAGATTCCCAGCA 

GCAGAGAGTGAATTGTATGTTGTA 
-1 TAAAGACAATGCTATTTAAGTGCACA 

GTTCCAGGGGCGCTTGTGGCTCTA 

-1 GAAGACCAAGTCTACGCCTGCAAGCT 
CTCAGACCGGGAACATCCACTCTA 

-1 CTGAAGAGACAGAAAGGGAGACACC 
AAAACTTTAATGGCAGTTATTCCTA 

-1 GCCGCCCCCATGAAGCCC7TTCTTAC 
TGTAAGTGCTCAAGAACAAAGATA 

-1 GCTAGCACGACTCTGCCTTGTTCCTT 
TGGAGACAATTGTTATCATCAATA 

-1 ATTGGGAATATAGATCATCAACAGAC 
ACAGCCCTGGACGCATAAATTTGA 

-1 ACTAACGTATTT CATCA TGGAAGGTC 
CTGTGGTGATGGTTTTCCCTGGGA 
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4332 Table 3A Hs.1 32156 AI042377 3281571 

4333 Table 3A Hs.173125 AI052431 3308422 

4334 Table 3A Hs.122983 AI081246 

4335 db mining Hs.85923 AA194310 1784006 

4336 Table 3A Hs.1 18659 AI052447 3308438 

4337 Table 3A Hs.231154 AA761571 2818898 

4338 TabteSA Hs.57787 AW029440 5888196 



4339 Table 3A Hs.57787 AA588755 

4340 Table 3A NA AA974991 

4341 Table 3A Hs.127514 AI028267 

4342 Table 3A Hs.88130 AI184553 

4343 Table 3A Hs.1 58965 A1380220 

4344 Table 3A Hs.235823 A1379474 

4345 db mining Hs.229560 AI373169 

4346 Table 3A Hs.146627 AI141004 

4347 Table 3A NA AA431959 

4348 db mining Hs.56156 AA257976 

4349 Table 3A Hs.264298 A1380111 



4350 Table 3A 

4351 Table 3A 

4352 Table 3A 

4353 Table 3A 

4354 Table 3A 

4355 Table 3A 

4356 Table 3A 

4357 Table 3A 

4358 Table 3A 

4359 Table 3A 

4360 Table 3A 

4361 Table 3A 



Hs.40411 AI266255 

Hs.90753 AI223400 

Hs.192427 AI380016 

NA AA524720 

Hs.92909 AA1 87234 

Hs.158877 AI378113 

Hs.314941 A1039890 

Hs.157813 AJ361761 

Hs.205079 AA742400 

Hs.87908 AI381586 

Hs.208854 AI766620 

Hs.157556 AI356405 



Table 8 

ox62c03.x1 cDNA. 3' end 
/clone=IMAG E:1 660900 /clone_end=3* 

peptidylprolyl isomerase F (cyclophiiin 
F) (PPIF), mRNA /cds=(83,706) 



341 8038 oy67b06.x1 cDNA, 3' end 

/clone=IMAGE:1670857 /ctone_end=3' 



zq04gl2.s1 cDNA, 3' end 
/clone=IMAGE:628774 /clone_end=3' 
Oz07g04.x1 cDNA, 3' end 
/c)one=IMAGE: 1674678 /c!one_end=3* 

oa30h07.s1 cDNA, 3' end 
/clone=IMAGE: 1306525 /done_end=3' 

602381 381 F1 cDNA, 5' end 
/done=IMAGE:4498845 /clone end=5' 



2402486 602381 361 F1 cDNA, 5* end 

/clone=lMAGE:4498845 /clone_end=5* 

3150783 Soares_NFL_T._GBC_S1 cDNA clone 

1MAGE?1 560953 3' 
3245576 ow01d06.x1 cDNA, 3' end 

fc!one=IMAGE:1645547 /clone_end=3' 

3735191 qd60a05.x1 cDNA, 3' end 

/clone=IMAGE;1 733840 /clone_end=:3 , 

41 90073 tf94a04,x1 cDNA, 3 1 end 

/clone=IMAGE:21 06894 /clone_end=3' 

4189327 602631538F1 cDNA, 5' end 

/clone=!MAGE:4776728 /clone_end=5' 

41 53035 qz1 3b1 1 .x1 cDNA, 3' end 

/clone=IMAGE:2021 373 /clone_end=3' 

3648461 oy68f02.x1 cDNA, 3' end 

/clone=lMAGE:1 671 003 /clone_end=3' 

21 1 5667 cDNA clone IMAGE:7821 88 3' 

1 894471 601463367F1 cDNA, 5' end 

/clone=lMAGE:3866512 /c!one_end=5' 

4189964 tf98a11.x1 cDNA,3'end 

/clone=IMAGE:21 07292 /done_end=3' 

3884413 qx69f01 xi cDNA, 3' end 

/clone=IMAGE:2QQ5617 /done_end=3' 

3805603 Tat-interacting protein (30kD) (T1P30); 

mRNA/cds=(98,826) 
4189869 602296277F1 cDNA, 5' end 

/clone=IMAGE:439Q770 /done_end=5' 



2265648 cDNA clone IMAGE:937468 3' 
1773460 
4187966 



NREBP mRNA, complete cds 
/Cds=(49,7209) 
Ic80c12.x1 cDNA, 3' end 
/done=IMAGE:2Q72470 /done^endsS* 



3279084 602381 893F1 cDNA, 5' end 

/ctone=IMAGE:4499447 fctonejend=5' 

41 1 3382 qz1 9a07.x1 cDNA, 3' end 

/c!one=lMAGE:2021940 /clone_end=3' 

2784400 EST388750 cDNA 

41 94367 Snf2-related CBP activator protein 
(SRCAP), mRNA /cds-(21 0,91 25) 

5233129 nab69e1 1.X1 cDNA, 3' end 

/clone=IMAGE:3272949 /clone_end=3' 

4108026 qz2og04.x1 cDNA, 3' end 

/done=IMAGE:2028054 /clone end=3' 
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AAGTAATAGCTCCCTGTTTGTGCCTT 
GTTAGGGCTAGGGATGTTTAAGGA 

AGCTCCTCCCCTTAGTGACCCCAAGT 
CTGTTTCCCTCAGCTGCATAAGGA 

CCCTCAAATCTCCCAATCTACTCCAG 
GGAAAAGACACTTCAAGTGAGAGA 

ACATGCAAACAGTGACTTACTTAGTG 
CTTCTGAAAAATTTCTGAGTCAGA 
AATGCCCATTGGTAAGTCAACATTGT 
TTTCCCTGAAAGTCCTGAGACAGA 

CCATGTTTGCTGCTGCTGTTGAGTTT 
CTGTGCTTTGGGAGTATAATAAGA 

TGTGTTTGGTTGGGTGTAATGAGGAA 
AATACCTGATAAAATGTCTGAAGA 

TGGATMGTGAAGACAGTAATAACAT 
TGAAGCAGTGAACCAGTGGAAAGA 

AGCACAAAAATGTTGAAGTATTAGGC 
CCAAGCTCCATGTTTGGTTAGTCA 
CGTTTAACAATAATAAAGGTGACTGC 
TTCATCTAAGGAATCCGAGCCGCA 

GGGCATTCCACCGAAATTCTTGGGGA 
AATTTAGTAGCCTTCATTTTAGCA 

TCCATGTTCTGTGCAAGAAGGAGACA 
CATTTTCAGTTGAGGTTCCCAGCA 

AGCTCAACACTGTGGTAGGAAAATAG 
CCACTAGAAAGAAAATAAAAAGCA 

GCATCTCCAGGGTTTAGCATCAGGAC 
AGAGGATTAAGTAAATTCTTTCCA 

GAGACTACAGAGCCTTAGCCCCTTTA 
AAGCCCTTAAAGTTACTACTTCCA 

AGAGCAAGTCTCAGAAATAATGCTGT 
ATCTACACTGTCATGTATTTGCCA 
TGGTTCTCTGATTTGTAATGAGCACC 
TGGATATGTCAATTAAAATGCCCA 

GCAAGACTGTTCAGTATTATGTTAGC 
ATTG ATATAAAAAG AAGC AG AC C A 

AATGTTCCCAAAGGCCAAATTTGTTG 
CCAGGTTTTATACGCAGGTCACCA 

TGCCTATTGTGATTATCGCTATCACTA 
CATCCCCTGACTAAGGGAAACCA 
ACAAAATTCACTGCAGGTCGGTGGAA 
TGATAGAATGCATTTTAAATCACA 

GGACGGTTGGCTGAATGGCAACAGT 

GATGGAATATTTATATTTAGCCACA 

ACATTGCACATTTAATAGCTGCACCA 

GACACTAAGAGTTCCTCTCACACA 

CGCTTGTCCTGTGAGTAGCTCGTCAC 

CTGAGGCCTTGTCGTGAATATTAA 

TGGAGCAAACCACAGTTTCATGCCCA 
TCGTCCTAGAATTAATTCCCCTAA 

GGGACAACACAGTGGATTTGAAATCT 
GAAGGGGCATTGGTGGTACTGGAA 

ACCTCCATATCTTCTCGTACTTGTTCC 

TGCTGGTCTCTTAGCTCTCCGAA 

CGAGGATGGTTTCCTGATAGCTTTCA 

AACACCTTTGCCATCTCTTCGCAA 

ACTCCTGACAGCTCATCCTGCAAAAT 

TAAAATCCAAAATTTAAGTCGCAA 

GCTGGATCTCTGCCTAAAGTCACGGT 
AGGATGAGAAGTAGAAACGAGCAA 
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4362 Table 3A 

4363 Table 3A 

4364 Table 3A 

4365 Table 3A 

4366 Table 3A 

4367 Table 3A 

4368 Table 3A 

4369 Table 3A 

4370 Table 3A 

4371 Table 3A 

4372 Table 3A 

4373 db mining 

4374 db mining 

4375 db mining 

4376 db mining 

4377 db mining 

4378 Table 3A 

4379 Table 3A 

4380 Table 3A 

4381 Table 3A 

4382 Table 3A 

4383 Table 3A 

4384 db mining 

4385 db mining 

4386 Table 3A 

4387 Table 3A 

4388 db mining 

4389 db mining 

4390 Table 3A 



Hs.1 82594 AA806222 

Hs. 1641 68 AA806766 

Hs.291129 AA581115 

Hs.33757 AI1 14652 

Hs.1 21709 AA767883 

NA AI335004 

Hs.1 5781 5 AI351849 

Hs.98903 AA913840 

Hs.292276 AI1 84710 

Hs.143314 AI357640 

Hs.259084 AI144328 

Hs.327454 A1378123 

Hs.1 32775 A1028477 

Hs.283392 A1052781 

Hs.270564 AI361877 

Hs. 11 0059 AA82600 

NA AJ027844 
Hs.229374 AI380491 

Hs.124344 H12462 
HS.144119 AID90305 

Hs.333513 AI379735 

Hs.1 35339 AI051664 
Hs.2186 AA1 82528 

Hs.101370 AA287260 
Hs.238514 M613460 



NA 



AA665359 



Hs.98507 AB011115 
Hs.1 29268 AB037S09 
Hs.296317 AB058692 



2874997 wd43h1 1 .x1 cDNA, 3' end 

/clone=IMAGE:2330949 /clonej5nd=3' 

2880855 ob58h11.s1 cDNA,3'end 

/clone=!MAGE:1335621 /clone_end=3' 

2358887 Oe10d02.s1 cDNA 

/clone=lMAGE:1 385475 
6359997 HA1247cDNA 

2824475 ai35b09.s1 cDNA, 3' end 

/clone=1 358969 /clone_end=3' 

4071931 tb21e09.x1 cDNA, 3' end 

/clone=IMAGE:2055016 /clone_end=3' 

41 1 3470 qz1 9h1 1 .x1 cDNA, 3' end 

/clone=lMAGE:2022021 /clone_end=3' 

3053232 602680377F1 cDNA, 5' end 

/done=lMAGE:4813147 /clone_end=5* 

3735348 qd64a01 j(1 cDNA, 3' end 

/clone=lMAGE:1734216 /clone^end^ 

41 09261 qy1 5b06.x1 cDNA, 3' end 

/cbne=!MAGE:2012051 /done_end=3' 

3666137 hg02g06.x1 cDNA, 3' end 

/clone=IMAGE:2944474/clone_end=3' 

41 87976 tc80e02.x1 cDNA, 3' end 

/clone=IMAGE:2072474 /done_end=3' 

3245786 ti02c07".x1 cDNA, 3' end 

/clone=IMAGE , 2129292/clone_end=3' 

3308772 Oy78h07.x1 cDNA, 3' end 

/clone=IMAGE:1671997 /clone j3nd=3* 

4113498 qz25d07.x1 cDNA, 3' end 

/clone=IMAGE:2027917 /c1onej3nd=3' 

2898912 601763318F1 cDNA, 5' end 

/c!one=!MAGE:4026173 /clone_end=5' 

3246543 cDNA clone IMAGE:1671612 3' 

41 90344 602851 994F1 cDNA, 5' end 

/clone=lMAGE:4993678 /clonej5nd=5' 

877282 MR1-GN0173-071100-009-g10cDNA 

3429364 oy81 b01 .s1 cDNA, 3' end 

/clone=IMAGE:l 672201 /clone_end=3 ( 

41 89588 small inducible cytokine subfamily E, 
member 1 (endothelial monocyte- 
activating) (SCYE1), mRNA 
/cds=(49,987) 

3307198 oy77f06.x1 cDNA, 3' end 

/clone=IMAGE:1671 875 /clone J2nd=3' 

1 766227 Homo sapiens, eukaryotic translation 
elongation factor 1 gamma, clone 
MGC:4501 IMAGE: 2964623, mRNA, 
complete cds /cds-(2278,323l) 

1932959 AL583391 cDNA 

/clone=CS0DL012YA12-(3-prime) 

2464498 xy52e08.x1 cDNA, 3' end 

/clone=)MAGE:2856806/done_end=3' 

2880102 nt89f05.s1 NCl_CGAP_Pr12 cDNA 
clone IMAGE: 1205697 similar to 
SW:ATP6 HUMAN P00846 ATP 
SYNTHASE A CH 

3043609 mRNA for KIAA0543 protein, partial 
Cds /cds={0,3336) 

7243156 mRNA for KIAA1388 protein, partial 
cds /cds=(572,2371) 
14017794 mRNA for KIAA1769 protein, partial 
cds /cds=(3466,4899) 



-1 TCAGACCATAGGTGGGTGTTGTTTCT 
TTTAAGTGTGTGTACTGTGTCCAA 

-1 TCATCTATGTAGCTTAATCTCATCGAC 
GTTTCGGTTCATTTCCTGCACAA 

-1 TTCCT7TTCCGCTAATCAAGAGTCCA 

GGGAGGTGGGAACAGCCTCAACAA 
-1 CCGGCAGCTGTGTTTAGGCCCTCCA 

GATGGAAGTTTCACTTGAATGTAAA 
-1 ACAAAGGAATGAAGCTTTATGACAGG 

GCACGTGAAATGTTTATAGTGAAA 
-1 ACTAAAGGTCACAACCCATTAACAAC 

CATGAAATTGGTGTTGG GAAG AAA 

-1 TGCTCAGGAAACCAAAAAGGATGTCT 
GCATGGAGGACAAAAAGGCACAAA 

-1 TGAGAACCGCGCACCCTACCCATCG 
GCCACGTGACCAGTCCTTTTTAAAA 

-1 GTCTTTGGGTCAGTGTCATCATTCTC 
TTCAAGTCTGGGGCTTGGGGAAAA 

-1 CTCCACACAGGAGAATCTCGGCGATT 
TACACCCACAGGCTACGCAGAAAA 

-1 GCGCTGCTCCCAAAATCTATCTGCTG 
TTTAATAG I I I I I ACCTTTCAAAA 

-1 GGGTTCAGGGGGTTTTCCCTTTGCCC 
GTTTGGCCCTGGGTTTAATAAAAA 

-1 CCAACTCCTCACAGGGCAGGCTAGC 
GGGCACCAGGTCGCCGGGGAAGTG 
G 

-1 CGGCTGAGAGCCCGGTAGGGCCCAG 
GGGCCAAGCGCAGGCAGAGGCCGC 
G 

-1 CTTGGGGTCCAGGGCACAGCGGTGC 
CGGGGACACAGCAGTTCCGAGGGTC 

-1 AGTATGGTAATTAGAAAGCATGTTAG 
AACATGTGGAAAAAGGGGGAAAAA 

-1 CATCAGTCCTCATCAGCTGAAGTGGC 
TTCCCAAGGATTTAAATAAATAGT 

-1 AGACATTGACTACAGGGTAATTTCTA 
TGATTATATTATTTAGAAGTATGA 

-1 CCAGTGAACTGTTAGCAACAATGCAG 
AAGAATCTGCATGTAATAAACTGA 

-1 ACTTAAATGCCTTTTAATTTTTGTCGA 
TGTAATAGTTTAATACCAGTAAA 



TTTTTAATTCTAGCTTCTnTTAAAGA 
TTATTTGGGTACCTAATAAAGGA 



CAAAGCCTCCACAGGAGACCCCACC 
CAGCAGCCCAGCCCCTACCCAGGAG 

CGAGTGACATTGGCTGACATCACAGT 
TGTCTGAACCTGTTGTGGCTCTAT 



TGAATTGCTTCAAAACCTCTTCCATCT 
CAGAAGACCAGACCCTGGGAACT 
GCTGAAGTGGCAATAGAGAGAGTCT 
GCTAGAAAGACGGAAGTCACCATCT 

TCTACTGACTATCCTAGAAATCGCTG 
TCGCCTTAATCCAAGCCTACGTTT 



GTGTGTGCTTAGCCAAATACAGTAAC 

TGTGACTGGCCCAGGGATGTTCTC 

GTGAGTCCAATGTATGCTTTAGAAGT 

AAAGACATTGACCGTCACAGACCA 

CTCAAGAAAAGACAGAAGAGACAGTG 

ATTTGGGATGAGTCTACTCTAGGA 
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4391 


Table 3A 


Hs.195175 


AF005775 


2286146 


4392 


db mining 


Hs.62187 


AF022913 


255B690 


4393 


db mining 


Hs.248077 


AF044592 


2852420 


4394 


db mining 


Hs.248078 


AF044595 


2852426 


4395 


Table 3A 


Hs.25812 


AF058696 


3098674 


4396 


db mining 


Hs.300865 


AF063725 


3142513 


4397 


db minlna 


Hs.249208 


AF063764 


3135618 


4398 


db mining 


Hs.293441 


AF067420 


3201899 


4399 


rib mininn 


Hs 293441 


AF057420 


3201899 


4400 


db mining 


Hs.247721 


AF073705 


33355B9 


4401 


Table 3A 


Hs.22380 


AF086431 


3483776 


4402 


db minina 


Hs.283882 


AF1 03295 


4838126 


4403 


Table 3A 


Hs. 167827 


AF 116909 


4768835 


4404 


db mining 


Hs.149235 


AF1 19843 


7770122 


4405 


db mining 


Hs. 193053 


AF121255 


6468774 


4406 


db mining 


Hs.247909 


AF127125 


4337068 


4407 


db mining 


Hs.204588 


AF150138 


5133574 


4408 


db mining 


Hs.205158 


AF150141 


5133577 


4409 


rib mininn 

Uu 1 1 III HI IU 


Hs. 2054 38 


AF150373 


5133809 


4410 


db mining 


Hs.283929 


AF161340 


6841093 


441 1 


rih mininn 

UU lilll III IM 


Hs .283931 


AF161351 


6841 115 


4412 


db mininn 

\JLS IMII ill 1^ 


Hs 326257 


AF161360 


6S41133 


4413 


db mining 


Hs.283934 


AF161365 


6841143 


4414 


db minina 

uu ' IN iy 


Hs.283935 


AF161370 


6841153 


4415 


' db mining 


Hs.283924 


AF1 68811 


5833844 


4416 


db mining 


HS.177461 


AF174394 


5802906 


4417 


Table 3A 


HS.1 60422 


AF218032 


10441993 


4418 


db mining 


Hs.169992 


AF308298 


12060846 


4419 


db mininn 

\dkJ II 111 J|| JV£ 


Hs 1705B0 


A1475577 


4326622 


4420 


Table 3A 


Hs.145668 


AI793342 


5341058 


4421 


Table 3A 


Hs.194382 


A1904071 


6494458 


4422 


db mining 


Hs.333140 


AJ225092 


3090425 


4423 


db mining 


Hs.272356 


AJ275371 


7573002 



Table 8 

mRNAfor CASH alpha protein 
/cds=(481 t 1923) 

GPI transamidase mRNA, complete 
cds/cds=(17,1204) 

lymphocyte-predominant Hodgktn's 
disease case #4 immunoglobulin heavy 
chain gene, variable region 
lymphocyte-predominant Hodgkin's 
disease case #7 immunoglobulin heavy 
chain gene, variable region 

Nymegen breakage syndrome 1 
(nibrin) (NBS1), mRNA/cds=(52,2316) 

clone BCSynL38 immunoglobulin 
lambda light chain variable region 
mRNA, partial cds/cds=(0,H6) 
clone LBLG9 immunoglobulin lambda 
light chain variable region gene, partial 
cds/cds=(0,289) 
SNC73 protein (SNC73) mRNA, 
complete cds /cds=(395,1549) 
SNC73 protein (SNC73) mRNA, 
complete cds /cds=(395,1549) 
clone mcg53-54 immunoglobulin 
lambda light chain variable region 4a 
mRNA, partial cds /cds=(0,324) 
AL557896 cDNA 
/clone=CS0D J003YD1 0-(5-prime) 
clone N97 immunoglobulin heavy chain 
variable region mRNA, partial cds 
/cds={0,377) 

clone HH419 unknown mRNA 
/cds=<1 89,593) 

PRO1085 mRNA, complete cds 
/cds=(539,1582) 

protein translation initiation factor 2C2 
(EIF2C2) mRNA, partial cds 
/Cds=(0,1133) 

isolate 459 immunoglobulin lambda 
light chain variable region (IGL) gene, 
partial cds /cds=(0 t 265) 
AF150138 cDNA /done=CBCBOG02 



HSPC077 mRNA, partial cds 
/cds=(0,396) 

HSPC088 mRNA, partial cds 
/cds=(0,305) 

602288541 T1 cDNA, 3' end 
/done=IMAGE:4374059 /clone_end=3' 

HSPC102 mRNA, partial cds 
/cds=(0,285) 

HSPC107 mRNA, partial cds 
/cds=(0,473) 

clone case06H1 immunoglobulin heavy 
chain variable region gene, partial cds 
/cds=(0,322) 

apoptotic-related protein PCAR mRNA, 
partial cds /cds=(0,439) 

done PP902 unknown mRNA 
/cds={693,1706) 

serologically defined breast cancer 
antigen NY-BR-84 mRNA, partial cds 
/cds=(0,72l) 

tc92e07.y1 cDNA, 5' end 
/done=IMAGE:2073636 /clone_end=5' 

fmfc5 cDNA/clone=CR6-21 

ataxia telangiectasia (ATM) gene, 
complete cds /cds=(795,9965) 

mRNA for single-chain antibody, 
complete cds (scFv2) /cds=(0,806) 

partial IGVH3 gene for immunoglobulin 
heavy chain V region, case 1, done 16 
/cds={0,236) 



1 ACCCTATGCCCATTGTCCTGATCTGA 
AAATTCTTGGAAATTGTTCCATGT 

1 TTCACAGTCTTCTATTGTTGGACCAC 
TTACATTGTACCAAATGTTTTCCT 

1 ATTAAGCCCCCGTAGCCCATCCCGCA 
AGTTAGATACAGCTATGGTTAAGG 

1 TTATATTGTAGTGGTGGTATTTGCTTT 
CCGCCTGTTGGCTACTTCGACCC 

1 TTGTTCTCTGTCATGCCCACAATCCC 
TTTCTAAGGAAGACTGCCCTACTA 

1 ACTGAGGACGAGGCTGACTACTACT 
GTCAGTCTTATGATAGCACCTATCA 

1 AGATGGAGGATGAAGCTGACTACTAC 
TGTTACTCAACAGACAGCAGTGGT 

1 CATGTCAATGTGTCTGTTGTCATGGC 
GGAGGTGGACGGCACCTGCTACTG 

1 GTCAATGTGTCTGTTGTCATGGCGGA 
GGTGGACGGCACCTGCTACTGAGC 

1 TCCAACCTCCAGTTTGAGGATGAGGC 
TGATTATTACTGTGAGACCTGGGA 

1 GACTACAACTGGCAATCCCAACTCCT 
GGGCTAGGGCTTTTTCTACCTTTT 

1 TATTTCTGTGCGAGAGTTCCCCCTAA 
ACATGGCGGAGGCTTCTTCTACAA 

1 TGGCTAGGAGACCTTGGGCAGTACC 
TACAGTCTTGCTGTTTCTGTTTCAT 

1 GTGAGCTGAACAAATACATCATTTAA 
ATCTATGCTGCACTTTGAGTTGCT 

1 CCCGTGTGTTTACAGCATTTCCAGGT 
CCAGAGAGGTTGGCAGACAAGTGC 

1 AGCTGTGGGATATAAGTAGTGGTCAT 
TATGTCTTCGGAGGTGGCACCACT 

1 GCCCTTTGAGAAAGACTTTGTTCCTG 
AACTGCTCCCTTCTCTTTTAGGGT 

1 GGTCTGGTTCTAGATCAGCCTTTTCA 
GTCTGCCCTGGCCTGGTCATTAAT 

1 GAAAAACCTGGCTAGAGCAGAGCAC 
AGGATGTAAAAGGGTGGGGGAGAAC 

1 GGTTATCTGAGCATAACAGGGACAG 
GGTGGGCCACAGGATACCTCTGAGG 

1 ACAAGCAGGAGCACATCGCTCTTTTA 
TGAAAGCCCTTCAACATTTAACGT 

1 CAGGGACACCACTTATCCTGCTTCCA 
CTATAGCATGAATCAGTGCTCTCT 

1 CATCGCACACGAATTTGAATCATCTG 
CTCTTTGGAATCGCCTACACCCTG 

1 TGTATGTAGGTGTCTGAGCTTCACAA 
GCCTTTTATAGTCCATTCAGCACT 

1 CGACGACAACGGTGTATATTATTGTG 
CGAAAGATCGGGCAGATTTGACTT 

1 CGGTGAGACTCAGTGAAAGCCATCA 
GCAAAACTACAGTAATGCGGCACTA 

1 AAGTTAAACAAGACTCTGAAAGCCCT 
AAATCAACTAGTCCGTCGGCTGCA 

1 CTTGAGTGGTCCTCTTCTGCCTGCTG 
CTCATTTGTCTTGGGCAACCATTT 

1 CCCAGGAATATACAGTACTTCTGTAG 
TGTCCAGCCATTACTTAGCAAGGG 

1 TGCTCTGTCTGCTGGTTTGCATTGTT 

TCTGTCTGAGTTAAGAGACTGGCA 
1 TTCTTTTCTCCGTTAGCCACGCAGCT 

ACCTACTCCCGCTTCCGGTTCAAA 
1 AAAACTCATCTCAGAAGAGGATCTGA 

ATGGGGCCGCACATCACCATCATC 
1 GATGAACAGTCTGAGAGGCGAGGAC 

ACGGCCTTGTTTAACTGTGCGAGTC 
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4424 db mining 

4425 db mining 



Hs.272357 AJ275374 
Hs.272358 AJ275383 



7573008 >partial 1GVH3 gene for 

immunoglobulin heavy chain V region, 
7573027 partial IGVH3 gene for immunoglobulin 

heavy chain V region, case 1, 



TACTACTTGCCAGGTCCAAGAACGGG 
GCGG GTCCTGTTATCATTATTACA 
GCTGTGTTTTTCTGTGGGTGAAATAA 
AGGTTTCGGAGCCCGTTTTAGATA 



4426 


db mining 


Hs.272359 


AJ275397 


4427 


db mining 


Hs.272360 


AJ275399 


4428 


db mining 


Hs.272361 


AJ275401 


4429 


db mining 


Hs.272362 


AJ275405 


4430 


db mining 


Hs.272364 


AJ275413 


4431 


db mining 


Hs.272365 


AJ275453 


4432 


db mining 


Hs.50102 


AK002096 


4433 


db mining 


Hs.270247 


AK022039 


4434 


db mining 


Hs.156110 


AK024974 



7573056 partial IGVH1 gene for immunoglobulin 

heavy chain V region, 
7573060 partial IGVL2 gene for immunogtobu/m 

lambda light chain V region 
7573064 partial IGVH3 gene for immunoglobulin 

heavy chain V region 
7573073 partial IGVL1 gene for Immunoglobulin 

lambda light chain V region 
7573089 partial IGVH3 DP29 gene for 

immunoglobulin heavy chain V region, 

case 1, cell Mo VJI 1l6/cds=(0,257) 
7S73172 partial IGVH4 gene for immunoglobulin 

heavy chain V region 
7023770 mRNA for rapa-2 (rapa gene) 

/Cds=(836,3742) 
1 0433357 cDNA FLJ1 1 977 fis, done 

HEMBB1001254 /cds=UNKNOWN 
10437403 cDNA: FU21321 fis, clone COL02335, 

highly similar to HSA010442 mRNA for 

immunoglobulin kappa light chain 

/cds^UNKNOWN 



1 CATTTCTGTGCGAGAGTGAAGAGGG 

GACCCTAGAGGATTTCGTTGTGGGA 
1 GGACTCCAGGCTGAGGACGAGGCTG 

ATTATTAGTGATGCTCATAAACAAG 
1 CTCTTATTGTGCGAGAGACCTCCCGG 

AACTGCCACTGAAGGTGGAGGCTA 
1 CTCCCTGACTATCTCG GGCCTCTAGC 

CTGAGGACGAGGCTGATTATTATT 
1 AAGAACTCACTGTATCTGCAAATGAA 

CAGCCTGAAAACCGAGGACACGGC 

1 CACGGCTGTGTTTAACTCTGCGACAT 

GCGGGGGACTATGGTTCGGGGGAA 
1 TCAGGGTGATTGAAGGACACATA7TG 

AAGTACCTAGAATGCCAGAAAGTG 
1 AACAAAACTGTGATTTATATCAAATAA ' 

CAAT GGCTTGGAGGGGGTATGGA 
1 mTCCACAGGGGACCTACCCCTATT 

GCGGTCCTCCAGCTCATCTTTCAC 



4435 db mining 



Hs.156110 AK024974 10437403 



cDNA: FLJ21321 fis, clone COL02335, 
highly similar to HSA010442 mRNA for 
immunoglobulin kappa light chain 
/cds=UNKNOWN 



TTTTCCACAGGGGACCTACCCCTATT 
GCGGTCCTCCAGCTCATCTTTCAC 



4436 db mining 



Hs.156110 AK024974 10437403 



cDNA: FLJ21321 fis, clone COL02335, 
highly similar to HSA010442 mRNA for 
immunoglobulin kappa light chain 
/cds=UNKNOWN 



TTTTCCACAGGGGACCTACCCCTATT 
GCGGTCCTCCAGCTCATCTTTCAC 



4437 


db mining 


Hs.323884 


AK025398 


10437905 


4438 


db mining 


HS.1501 


AK025488 


10438019 


4439 


db mining 


Hs.287697 


AK026199 


10438971 


4440 


db mining 


Hs.287728 


AK026793 


10439729 


4441 


db mining 


Hs.1 04696 


AK026832 


10439779 


4442 


db mining 


Hs.24684 


AK026917 


10439839 


4443 


db mining 


Hs. 152925 


AK027260 


10440394 


4444 


Table 3A 


Hs.301763 


AL049935 


4884177 


4445 


db mining 


Hs.18368 


AL080186 


5262664 


4446 


Table 3A 


Hs.326292 


AL1 34898 


6603085 



4447 Table 3A Hs.260024 AL1 36842 6807668 

4448 db mining Hs.296356 AL1 37406 6807955 

4449 db mining Hs.56265 AL137736 6803315 



cDNA: FU21745 fis, done COLF5038 
/cds=UNKNOWN 

heparan sulfate proteoglycan (HSPG) 
core protein, 3' end /cds=(0,1193) 
cDNA: FU22546 fis, clone HSI00290 
/cds=UNKNOWN 

cDNA: FU23140 fis, clone LNG09065 
/cds=UNKNOWN 

mRNA for KIAA1324 protein, partial - 
cds/cds=(0,1743) 

mRNA for KIAA1376 protein, partial 
cds/cds={143,1456) 

mRNA for K1AA1268 protein, partial 
cds/cds=(0,3071) 

mRNA; cDNA DKFZp56401116 (from 
Clone DKF2p56401116) 
/cds=UNKNOWN 

mRNA; cDNA DKFZp56480769 (from 
clone DKFZp564B0769); partial cds 
/cds=(0,900) 

DNA sequence from clone RP5- 
1 167H4 on chromosome 20 Contains 
ESTs, STSs, GSSs and CpG islands. 
Contains a novel gene, the STK15 gene 
for serine/threonine kinase 15, the 
CSTF1 gene for cleavage stimulation 
factor subunit 1 (50 kDa) r a novel gene 
similar to NEDD9 for neural precursor 
cell expressed developmental^ down- 
regulated protein 9 (enhancer of 
fomentation 1, HEF1)(CRK- 
associated substrate-related protein, 
CAS-L) and a 60S ribosomal protein 
L39 (RPL39) pseudogene 
/cds={44,622) 

mRNA; cDNA DKFZp434A0530 (from 
done DKFZp434A0530); complete cds 
/Cds=(968,1732) 

mRNA; cDNA DKFZp434M162 (from 
done DKFZp434M162) 
/cds=fJN KNOWN 

mRNA; cDNA DKFZp586P2321 (from 
done DKFZp586P2321) 
/cds=UNKNOWN 



TGTGGCTGTACTTAACCTTCTCCAAC 

ATACATCCTGCATTACATGAATGG 

AAGCCTTTGAAGTGCCTCTGATTCTA 

TGTAACTTGTTGCAGACTGGTGTT 

GCATTGACCTGGAAGGAGAGAAGAT 

AGAGAGTGGAGGCTCTGAAGGAGAC 

CAGTACAGGGCTGGCAAGCAGTGAT 

CTCTCAGGTATATTTATCAATAATT 

CAAACCCTCCTTTCTGCTTGCCTCAA 

ACCTGCCAAATATACCCACACTTT 

GGTGCTGAATATGTCCTTGTAGGCTC 

TGTTTTAAGAAAACAATATGTGGG 

AGTGATTTGATTAACTCAGGGCAAGG 

CTGAATATCAGAGTGTATCGCACT 

GCTTCCACTGGAGGCTTGTATTGACC 

TTGTAACTATATGTTAATCTCGTG 

ATGCATGTTTACCAAAATGGCTGTTT 
ACAGTGCATTCAGTTCTGATATTT 

ACATGACAGGTGTAATTAGTCTGCTG 
AGCCAGCTTTACCCAATGAAGGGC 



AACAGCAACCAATAACGGATTGTAAA 
GTGTAAAGGCACAGGTTACTCATG 

CCATGCCAAGGAATGGAATTTCCATC 
CTGAGCCAGTTCAGTTAGGTGTCA 

CTAGAGTTCATCTCTGAGCTGTAAGG 
GTGACCAGGGGGCAGGGGGACGAT 
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4450 


Table 3A 


Hs.65151 


AL1 57438 


7018513 


44*1 




Hs 106875 


AL355722 


7799110 


4452 


rih mininn 

uu 1 1 iii ill ly 


Hs 283849 


AL359560 


8655615 


4453 


Table 3A 


Hs.23964 


AL360135 


8919158 


4454 


Table 3A 


Hs. 10927 
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db mining 
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Hs.343272 


BC002770 


12803854 
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db mining 


Hs.81221 
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12804210 
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db mining 
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12804210 
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db mining 
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13623574 



mRNA; cDNA DKFZp434A115 (from 
clone DKF2p434A115) 
/cds^UNKNOWN 

EST from done 35214, full Insert 
/cds=UNKNOWN 

mRNA; cDNA DKFZp762F0616 (from 
clone DKFZp762F0616) 
/cds=UNKNOWN 

sin3-assodated polypeptide, 18kD 
(SAP 18), mRNA /cds=(573, 1034) 

HSZ78330 cDNA/clone=2.49-(CEPH) 

DNA sequence from done RP1 1- 
165F24 on chromosome 9. Contains 
the 3 1 end of the gene for a novel 
protein (similar to Drosophila CG6630 
and CG11376, KIAA1058, ratTRG), an 
RPL12 (60S ribosomal protein L12) 
pseudogene, ESTs, STSs, GSSs and a 
CpG island /cds=(0,461 7) 
7-dehydrochofesterol reductase 
(DHCR7), mRNA/cds=<194.1621) 
AV740518CDNA, 5' end 
/done=CBDAGC01 /clone_end=5' 
AF1 50335 cDNA/cione=CBLAQF05 



/clone=CBLAOC04 /clone_end=5' 
AF1 50295 cDNA/c!one=CBLADB01 

AV756240 cDNA, 5' end 
/done=BMFAUHl2 /cione_end=5' 
U!-H-Bl2-agi-h-10-0-UJ.Sl CDMA, 3' 
end /done=IMAGE:2724714 
/clone_end=3' 
dq02e11.x1 cDNA t 5 , end 
/done=IMAGE:2846685 /clone_end=5' 



6866954 CM3-CT0275-0311 99-031 -a08 cDNA 



/clone=IMAGE;2687314 /c!one_end=3' 

6894910 CM4-ST01 82-051 099-021 -b06 cDNA 

7932801 CM1-LT0059-280100-1 08-e02 cDNA 

AV703056 cDNA, 5' end 
/ctone=ADBCMBQ6 /done_end=5' 
Homo sapiens, done IMAGE:3451446 t 
mRNA, partial cds /cds=(0,901) 



mRNA for KIAA1228 protein, partial 
cds/cds=(0,2176) 

Homo sapiens, Similar to hypothetical 
protein FLJ20419, clone MGC:15417 
IMAGE:3942735, mRNA, complete cds 
/cds=(208 t 918) 

Homo sapiens, done IMAGE:36 16574, 
mRNA, partial cds /cds={0,640) 

Homo sapiens, clone MGC:3963 
IMAGE:3621362, mRNA, complete cds 
/cds=(4D,402) 

rearranged immunoglobulin mRNA for 

mu heavy chain enhancer and constant 

region /cds=UNKNOWN 

rearranged immunoglobulin mRNA for 

mu heavy chain enhancer and constant 

region /cds=UNKNOWN 

rearranged immunoglobulin mRNA for 

mu heavy chain enhancer and constant 

region /cds=UNKNOWN 

Homo sapiens, clone MGC:19556 

IMAGE:4304S3l t mRNA, complete cds 

/cds=(1505,1666) 

Homo sapiens, clone IMAGE:4285740, 
mRNA /cd$=UNKNOWN 



heavy chain /cds=(65,1498) 



CAAGTAGACACCAGAGTCACTGTTTG 
GTTGGTGGGTGATAGTGGGGTCAC 

TGTCACCCTTCCATGACGCCTCCTCT 
GTGCATTTGAGTTCACTGTTTATG 
GGTAACATGAGCTATGGCAGTCGGTT 
GTGAAACCACAGGAAGTGTATGGG 

CAAATCGGGCACCACCTCCTTCAGG 

GCGCATGAGACCATATTAAATTCTA 

CAGAACTGCTTTCCTATGTTTACCCA 

GGGGACCTCCTTTCAGATGAACTG 

AGCAATAATATCTCTGTTTTCATTTCA 

GAACATTGTGCTGTGTGTCAGCA 



TTACAACTACATGATGGGCATCGAGT 

TTAACCCTTGGATCGGGAAGTGGG 

AATGTTTGAGCTGACCAAGCTTCTGA 

GATTCTTAACAGAAAAAGCCATGT 

ACGTCAGCTTAAAACTGGAAAGAAGT 

CTTCTGGTGTATACTGAGATTTGA 

GCCCAAAGGAGTAGCTCTCTGTTGTT 

ACTGTTGTGCTCTTCATGGATAAA 

GCAAAAAGCCCAAGAGCCTGAATTTA 

GACCAATCTATCATCTTCCTCCTC 

TGGAGATGTGATAACAACTCCTTATC 

TCTTTGTTGGCTCATCTGAAGTGT 

CTTGCAGTAAAATGTAGCCCTTCCTC 

CTGGTTGTGCAGGAGTGGCCCTCG 

TTTCTTTAGCCCAAGAGTGGAGGCTA 
AGCTACTTACTTCCAAGCCTGGGT 

AGGCAAAGGGAACTTGAAATTAGAAA 
ACCCCAGAAACAGTCACAATGGCT 
AGGGTCCCTTCCATAGTCCTCCTGCA 
TCATTTTCCTCCAACTTGAATAAA 

GCCAACCAGTTCAGAGTGTTCCCAAG 

GAATTGCCACCCTTACTCTTCAAA 

ATCCCAGTCTCAAATTTCTTCATTTGG 

AACTGATATGTAGGCCCTCATCG 

TCTCTCACTGTTATCATTTTTGCACAG 

GTGGTTTCAGCAGCTTGATGCCA 

ATTGTCATTTAGACTTTGAACAGCTCT 

GGGAAATAGAAGACTAGGGTTGT 

TTTCCTTGTTCCCTCCCATGCCTAGC 
TGGATTGCAGAGTTAAGTTTATGA 
GGATTCACCGTGGCCGACTCTTTTCC 
CTGCTTTGGTTTGTTTGAAATCTA 



CCCTCCACACCATCCTCCCCGATTTA 
AATATAGTCACTGCTACAAGTAAC 

TTCATCATTGCTTGCTTGCCTTCCTC 
CCTTCTGTCCGCTCTTACTCCCTC 

GCAAACTAACCGTGTCAACGGGGTG 
AGATGTTGCATCTTATAAAATTAGA 

GCAAACTAACCGTGTCAACGGGGTG 
AGATGTTGCATCTTATAAAATTAGA 

GCAAACTAACCGTGTCAACGGGGTG 
AGATGTTGCATCTTATAAAATTAGA 

AGTATCTGCTTTCCAGGCTGAAGTGA 
TTCATTCATTATTCTAGTCCTGCT 

AAGCTGTCTTCTTTGTTGGACAATCA 
GCCAGAATGATAAGCAAACCTGCA 

CTCTCGCGGTCGCACGAGGATGCTT 
GGCACGTACCCCCTGTACATACTTC 
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Table 8 

13623574 mRNA for immunoglobulin lambda 

heavy chain /cds=(65,l498) 
1 3623574 mRNA for immunoglobulin lambda 

heavy chain /cdss(65,1493) 
1 3938338 mRNA for KIAA1 578 protein, partial 

cds/cds=(0,3608) 
1 40431 90 ribosomal protein L23a (RPL23A), 

mRNA /cds=(23,493) 
14043522 Homo sapiens, clone IMAGE:4098694, 

mRNA, partial cds /cds*(0,250l) 

14250392 mRNA; CDMA OKFZp586G15l 7 (from 
clone DKFZp586G1517); partial cds 
/cds=(0,2755) 

1 4250566 Homo sapiens, Similar to solute carrier 
family 25 (mitochondrial canter, adenine 
nucleotide transtocator), member 5, 
clone MGC:3042 IMAGE:3342722, 
mRNA, complete cds /cds=(88,984) 

14318625 Homo sapiens, clone MGC: 17296 

fMAGE:3460701, mRNA, complete cds 

/cds=(3250,3498) 
1 4495714 mRNA for FLJ00043 protein, partial 

cds/cds=(0,424B) 
1 4495714 mRNA for FU00043 protein, partial 

cds/cds=(0,4248) 
1 3467989 601 571 679F1 cDNA, 5' end 

/clone=IMAGE:3838675/done_end=5' 

13674545 602648078F1 CDNA, 5' end 

/clone=IMAGE:4769802 /cione_end=5' 

14509406 0k13e12.s1 cDNA,3'end 

/clone=IMAGE:1 507726 /clone_end=3' 

501356 HUMGS01233 cDNA, 3' end 

/clone=pm1 527 /clone end=3' 
501509 HUMGS01387 cDNA^' end 

/done=pm1535 /clone_end=3' 
501 638 HUMGS01 517 cDNA^' end 

/done=pm1 520 /clone end=3' 
504667 HUMGS01 828 cDNAr3' end 

/clone=mp1214 /clone_end=3' 
6634000 mRNA for KIAA0226 protein, partial 

cds/cds=(0,3033) 
87831 1 yj1 5f02.r1 cDNA, 5' end 

/clone=lMAGE:148827 /cione_end=5' 
1 024654 601 81 9705F1 cDNA, 5' end 

/clone=lMAGE:4051657 /clone_end=5' 

179935 carboxypeptidase N mRNA, 3' end 
/cds=(0,1610) 

187721 B-factor, properdin 

187768 complement component 4B (C4B), 

mRNA /cds=(51 ,5285) 
561 725 (done 3,8-1) MHC dass ( mRNA 

fragment /cds=UNKNOWN 
339399 T-cell receptor aberrantly rearranged 

gamma-chain mRNA from cell line HPB- 

MLT/cds=UN KNOWN 
1 86300 interleukin 2 gene, clone pATtaclL- 

2C/2TT, complete cds, clone pATtaclL- 

2C/2TT/cds=(0,404) 
1 85254 lg rearranged mu-chain V-region gene, 

subgroup VH-III, exon 1 and 2 
1 85346 fgE chain, last 2 exons 

177970 Human angiotensin !-convertlng 

enzyme (ACE) gene, 5' flank 
1 80551 cis-acting sequence /cds=UNKNOWN 

1152177 yx70d02.r1 cDNA, 5 ( end 

/clone=IMAGE:267075 /clone end=5' 

1163360 yx93c06.r1 cDNA, 5' end 

/clone=lMAGE:269290 /clone_end=5' 

4557324 apolipoprotein E (APOE), mRNA 
/cds=(60,1013) 



1 CTCTCGCGGTCGCACGAGGATGCTT 

GGCACGTACCCCCTGTACATACTTC 
1 CTCTCGCGGTCGCACGAGGATGCTT 

GGCACGTACCCCCTGTACATACTTC 
1 CTCCTGTGGATTCACATCAAATACCA 

GTTCAGTTTTGTCATTGTTCTAGT 
1 GGCTCCTGATTACGATGCTTTGGATG 

TTGCCAACAAAATTGGGATCATCT 
1 AACGCCAGCAT7TTGTTAGAGGAGTT 

AGACTTGGAAAAGTTAAGGGAAGA 

1 ATGGGGACTAAGGGATTMGAGTGT 
GAACTAAAAGGTAACATTTTCCACT 

1 ACTGGCGAGTATGTTCTATGTTGGGC 
CTCCTGCTGCAAAACAATAAACAG 



1 GCTGATTAACTGTATTCCCCTTTCCC 
CTATGGCTGCTGGTGTAAATAAAC 

1 CCCAGGGTTTCATGTCTGAGGCCCTC 
ACCAAGTGTGAGTGACAGTATAAA 

1 CCCAGGGTTTCATGTCTGAGGCCCTC 
ACCAAGTGTGAGTGACAGTATAAA 

1 ACAAGAAATG GTTGAGGCGAATATTG 
GAAACACATGGGCTTAATGCTGAA 

1 ACACCTCTCTATTTTGAAGTCCCTAT 
GTGCCCTGTAATGTCTCGTTTTAA 

1 GGGAGAGCTCATGTCAGTGAATATAG 
ATCATTCTGTTGATACCCTTCTTT 

1 TTGAAACTTGTAACTGAGATGCTGTA 

Gil I I 1 1 GCCATCTGTAGTGATGT 
1 AAAGGGTTTTATCCACTGTCATTTCAA 

TTGGATAACATTTTGTCAAGTTT 
1 TCGGAAAGAAGAAGTGGGAGGATGT 

GAATTTTAGTTCTGAGTTTACCAAA 
1 GATCGGGAACTGGCTCCGTTGTGCT 

GAGGTCATCTTTGGTCATCAGCCTC 
1 TGGTGCTTGTGCAGCCTGGCAGTTCA 

TTGTCATCTTTAATAAACTAAGGA 
1 AGAAGTACAAGATTTCGTTCTTCCTT 

CCATTAAAGTACAATCTCCCTGGG 
1 TACAAGTGAAAGCTAAGATGAACACA 

TTTAAGTTAAATGGCAGCCTTGTT 

1 AAAAGGATGTGACAGAAGCAGAGAT 
GACCAGAAAGCACAGGGGCAGGGTT 

1 GGGTTTTCTATAAGGGGTTTCCTGCT 

GAACAGGGGCGTGGGATTGAATTA 
1 CCTGGGACCAGGGCATATTAAAGGC 

TTTTGGCAGCAAAGTGTCAGTGTTG 
1 TTTGTGGCTTGGGGCTGCC TACTA TA 

AACTATTGGGGGTTCGTCCATTTT 
1 TTTACACGCCCTGMGCAGTCTTCTT 

TGCTAGTTGAATTATGTGGTGTGT 

1 AATTCCTGAACCGTTGGATCACCTTC 
TGTCAGTCCATCATCTCCACCCTG 

1 CTTACGTTGGGACACCTAAATTCGCC 

GCGTCTGTAGAAGGCAGATTCGAG 
1 AAAACCGTGTCTGTCCCTTCAACAGA 

GTCATCGAGGAGGGGTGGCTGCTA 
1 AAACTGCCGGGTCCCCATCTTCAAAA 

GAGAGGAGGCCCTTTCTCCAGCTT 
1 CAAGAAAGCMCTTGAGCCTTGGGCT 

AATCTGGCTGAGTAGTCAGTTATA 
1 TGTGTTCTTTGAGTTCCCCCTTTACC 

CAAAAGTAATTTGGGGACCAAAGT 
1 G G GAAG G CAATCTG ATG GG G AAGTT 

GGCAATTTCTGGTTTGGGTGATTTA 
1 CCAGCCGTCCTCCTGGGGTGGACCC 

TAGTTTAATAAAGATTCACCAAGTT 
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Table 8 

4557390 complement component 8, beta 

polypeptide (C8B), mRNA 

/cds=(27,1802) 
14719826 cDNA: FU21026 fis, done CAE06312 

/cds=(27,677) 
4504070 glycoprotein lb (platelet), alpha 

polypeptide (GP1BA), mRNA 

/cds=(42,1922) 
4504086 Homo sapiens, clone IMAGE:4098234, 

mRNA, partial cds /cds=(0,904) 

45041 64 gelsolin (amyloidosis, Finnish type) 

(GSN), mRNA /cds=(14,2362) 
1111111 integrin, alpha 6 (ITGA6), mRNA 

/cds=(146,3367) 
4557750 MHC class I polypeptide-related 

sequence A (MICA), mRNA 

/cds=(39,1190) 
4557758 myeloperoxidase (MPO), nuclear gene 

encoding mitochondrial protein, mRNA 

/cds=(177,2414) 
4557758 myeloperoxidase (MPO), nuclear gene 

encoding mitochondrial protein, mRNA 

/cds=(177,2414) 
4557836 procollagen-lysine, 2-oxoglutarate 5- 

dioxygenase (lysine hydroxylase, Ehlers- 

Danlos syndrome type VI) (PLOD), 

mRNA/cds=(200 t 2383) 
4506248 phosphatase and tensin homolog 

(mutated in multiple advanced cancers 

1) (PTEN), mRNA /cds=(1 034,2245) 

4507644 triosephosphate isomerase 1 (TP11), 

mRNA/cds=(34,783) 
4557366 bleomycin hydrolase (BLMH), mRNA 

/Cds=(78,1445) 
4559407 colony stimulating factor 2 receptor, 

beta, low-affinity (granulocyte- 
macrophage) (CSF2RB), mRNA 

/cds=(28,2721) 
9945387 glycoprotein lb beta mRNA, complete 

cds/cds-(636,1871) 
4504376 hemochromatosis (HFE), mRNA 

/cds=(221 t 1267) 
1 1 038661 complement component 1 , q 

subcomponent, beta polypeptide 

(C1QB), mRNA/cds=(63,824) 
14550408 cytochrome P450, subfamily XXIA 

(steroid 21-hydroxylase, congenital 

adrenal hyperplasia), polypeptide 2 

(CYP21A2), mRNA /cds=(11 8,1 605) 
99B1245 transporter 2, ATP-binding cassette, 

sub-family B (MDR/TAP) (TAP2), 

transcript variant 1 , mRNA 

/cds=(96,2207) 
4557388 complement component 8, alpha 

polypeptide (C8A), mRNA 

/cds=(137,lB91) 
1 05351 30 inlerleukin 5 receptor, alpha (IL5RA), 

mRNA /cds=(249, 1 51 1) 
10834973 AL572804CDNA 

/c!one=CS0DI034YDl5-(3-prime) 
1 08351 48 interleukin 2 (IL2), mRNA 

/cds=(47,517) 
4557386 complement component 7 (C7), mRNA 

/Cds=(0,2531) 
10834979 interleukin 9 (IL9), mRNA 

ycds=(11,445) 
4557392 complement component 8, gamma 

polypeptide (C8G), mRNA 

/cds=(61,669) 
1 0834989 neural cell adhesion molecule 1 

(NCAM1), mRNA /cds=(201 ,2747) 
10835166 chromosome 12p 13 sequence 

/cds=(1 94,1 570) 
1 08351 84 regulatory factor X, 2 (influences HLA 

class II expression) (RFX2), mRNA 

/Cds=(1 59,2330) 
10834991 interleukin 13 receptor, alpha 2 

(IL13RA2), mRNA /cds=(93,1 235) 
1 0834993 interleukin 1 1 (1L1 1 ), mRNA 

/cds=(63,662) 



CATGCAAGGGCAAAAGGCAGTGCCA 
TGCAAGCTGTTTAAAATAAAGATGT 

AGGGGTGGGAGGAAGCAAAAGACTC 
TGTACCTATTTTGTATGTGTATAAT 
TCAGGATGTGAGCACTCGTTGTGTCT 
GGATGTTACAAATATGGGT6GTTT 

TGTTCACGTTGTTCACATCCCATGTA 
GAAAAACAAAGATGCCACGGAGGA 

AGCCCTGCAAAAATTCAGAGTCCTTG 

CAAAATTGTCTAAAATGTCAGTGT 

TGTCATCTCAAGTCAAGTCACTGGTC 

TGTTTGCATTTGATACATTTTTGT 

GAGTGACCACAGGGATGCCACACAG 

CTCGGATTTCAGCCTCTGATGTCAG 

GCCTGTTGCCCTTTCTGTACCATTTA 
TTTGCTCCCAATGTTTATGATAAT 

GCCTGTTGCCCTTTCTGTACCATTTA 
TTTGCTCCCAATGTTTATGATAAT 

TCCTGGATGCCTCTGAAGAGAGGGA 
CAGACCGTCAGAAACTGGAGAGTTT 



ACTTAACCATATAAATGTGGAGGCTA 
TCAACAAAGAATGGGCTTGAAACA 



GTGCCTCTGTGCTGTGTATGTGAACC 

ACCCATGTGAGGGAATAAACCTAG 

AAACAGACCTAATGCTCCTTGTTCCT 

AGAGTAGAGTGGAGGGAGGGTGGC 

GAGATAGCCTTGCTCCGGCCCCCTT 

GACCTTCAGCAAATCACTTCTCTCC 



CTGCTGCGTCTCCCTTCCAAACTCTG 

GTGCTGAATAAACCCTTCTGATCT 

CACTTGGCTGCATAAATGTGGTACAA 

CCATTCTGTCTTGAAGGGCAGGTG 

CAGCCAATGGACACAGTAGGGCTTG 

GTGAATGCTGCTGAGTGAATGAGTA 

TGCAGAGGATTGAGGCTTAATTCTGA 
GCTGGCCCTTTCCAGCCAATAAAT 



TTGACC7TCCACTAGACCATGAGCAC 
CTGGGCGGAAAGCCATATATCTTA 



ACAAGCAGACACCTGAAACAATCAAC 
GCCCAATAAAACAAAGTAGGATGA 

TGAGGAAGAAAGCATTTTGCATCAGC 

CTGGAGTGAACCATGAACTTGGAT 

GGAATAAGGTGTTGCCTGGAATTTCT 

GGTTTGTAAGGTGGTCACTGTTCT 

TGAACAGATGGATTACCTTTTGTCAA 

AGCATCATCTCAACACTAACTTGA 

CCCAGAGTTTTCAGGG4GTACACAG 

GTAGATTAGTTTGAAGCATTGACCT 

TTCCAGAAAGAAAAGATGAGAGGGAT 

GAGAGGCAAGATATGAAGATGAAA 

GGCTGCCCCAGAGGACAGTGGGTGG 

AGTGGTACCTACTTATTAAATGTCT 

CCGAGCAAAGATCAAAATAAAAAGTG 

ACACAGCAGCTTCACCAGAGCATT 

TTTCCTTCAAGCCTAGCCCTTCTCTC 

ATTATTTCTCTCTGACCCTCTCCC 

GGGTCAGTGTTCAAGAAGGAAAGCA 

GTTGTTG AA G CTAC AG AAG C C C AG G 

TGAAGACTTTCCATATCAAGAGACAT 
GGTATTGACTCAACAGTTTCCAGT 
GGACTGTCATTCAGGGAGGCTAAGG 
AGAGAGGCTTGCTTGGGATATAGAA 
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AKAA 


db mining 


rls.78712 


iNivl_UUUbao 


45U2U24 


aminolevulinate, delta-, synthase 1 
(ALAS1), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds={76,1998) 


1 


TCACTTAACCCCAGGCCATTATCATA 
TCCAGATGGTCTTCAGAGTTGTCT 




ou (Timing 


ns.ouuo 


mm nnrwao 

INlVl_UUUf OO 


45U<£tl/U 


CD3E antigen, epsiion polypeptide 
(TiT3 complex) (CD3E), mRNA 


1 


CC ACTG GATGGTCATTTG GC ATCTCC 
GTATATGTGCTCTGGCTCCTCAGC 




1 aDIc OA 








/cds=(54,677) 








He tlACk 


NRfl^J UUU/ bo 


4bUoU/Q 


colony stimulating factor 2 (granulocyte- 
macrophage) (CSF2), mRNA 
/cds=(8,442) 


1 


OTG GG C CACACTG ACCCTGATAC AG 
GCATGGCAGAAGAATGGGAATATTT 


ACA7 


ao mining 


Ulo 1 O/Q 

MS.io4y 


INiVMJUUVOO 


4503076 


colony stimulating factor 2 (granulocyte- 
macrophage) (CSF2), mRNA 
/cds={8,442) 


1 


CTG G G C CACACTG ACC CTGATAC AG 
GCATGGCAGAAGAATGGGAATATTT 


4548 


literature 


Hs.86958 


NMJJ00874 


4504600 


interferon receptor ifnar2-1 (splice 
variant IFNAR2-1) mRNA, complete cds 
/Cds=(326,1321) 


1 


TGATAGCATTGGTCTTGACAAGCACC 
ATAGTGACACTGAAATGGATTGGT 


4549 


literature 


Hs.88474 


NMJ500962 


11386140 


prostaglandin-endoperoxlde synthase 1 
(prostaglandin G/H synthase and 
cyclooxygenase) (PTGS1), mRNA 
/cds=(5,1804) 


1 


CTGAGGATGTAGAGAGAACAGGTGG 
GCTGTATTCACGCCATTGGTTGGAA 


4550 


Table 3A 


Hs. 160450 


NM_001026 


14916502 


ribosomal protein S24 (RPS24), 
transcript variant 1 1 mRNA 
/cds=(37,429) 


1 


CTGGCAAAAAGCCGAAGGAGTAAAG 
GTGCTGCAATGATGTTAGCTGTGGC 


4551 


Table 3A 


Hs.11 3029 


NMJJ01028 


14591916 


ribosomal protein S25 (RPS25), mRNA 
/cds=(63,440) 


1 


TGGTCCAAAGGCAAAGTTCGGGACA 
AGCTCAATAACTTAGTCTTGTTTGA 


4552 


literature 


Hs.161305 


NM_001057 


4507344 


tachykinin receptor 2 (TACR2), mRNA 
/cds^O.IW) 


1 


CAACAGGTGTCACACTAAGGAGACTT 
TGTTCATGGCTGGGGACACAGCCC 


4553 


literature 


Hs.1080 


NMJJ01058 


7669544 


tachykinin receptor 1 (TACR1), 
transcript variant long, mRNA 
/cds-(21 0,1433) 


1 


GCATGGAAATTCCCTTCATCTGGAAC 
CATCAGAAACACCCTCACACTGGG 


4554 


literature 


Hs.942 


NMJJ01059 


7669547 


tachykinin receptor 3 (TACR3), mRNA 
/cds=(143,1540) 


1 


GGCAG CTATGGTC AAATTGAGAAAGG 
TAGTGTATAAATGTGACAAAGACA 


4555 


db mining 


Hs.86947 


NM_001109 


4557252 


a disintegrin and metalloproteinase 
domain 8 (ADAM8), mRNA 
/cds=(9,2483) 


1 


GCTATCTTGTCTGGTTTTCTTGAGAC 
CTCAGATGTGTGTTCAGCAGGGCT 


4556 


literature 


Hs.1239 


NM_001150 


4502094 


alanyl (membrane) aminopeptidase 
(aminopeptidase N, aminopeptidase M, 
microsomal aminopeptidase, CD13, 
p150)(ANPEP),mRNA 
/Cds={1 20,3023) 


1 


CCGCCCTGTACCCTCTTTCACCTTTC 
CCTAAAGACCCTAAATCTGAGGAA 


4557 


db mining 


Hs.507 


NMJ>01264 


4502758 


corneodesmosin (CDSN), mRNA 
/cds=(14,1603) 


1 


CATATGGGAGAAGGCCAGTGCCCAG 
GCATAGGGTTAGCTCAGTTTCCCTC 


4558 


Table 3A 


Hs.74441 


NMJJD1273 


4557452 


chromodomain helicase DNA binding 
protein 4 (CHD4), mRNA 
/Cds=(89,5827) 


1 


TTAATACCAGGAACCCAGCGGCTCTA 
GCCACTGAGCGGCTAAATGAAATA 


AtZKa 
4oo9 


qd mining 


Hs.5057 


NIW_001304 


8051580 


carboxypeptidase D (CPD), mRNA 
/cds=(15,4148) 


1 


GTGGAGGGGTTTACCACCTTCCTAG 
GTCGTTCAACCAGGTTTTGTGAGGA 


4560 


db mining 


Hs.2246 


NM_001308 


4503010 


carboxypeptidase N, polypeptide 1 , 
50kD (CPN1), mRNA /cds=(21 3,1589) 


1 


GCAACCCTTCAGAAAGGCTTTGCTCC 
TGCTCTCAGATCAGATCAAGCATT 


4561 


db mining 


Hs.336916 


NMJJ01350 


4503256 


death-associated protein 6 (DAXX), 
mRNA /cds=(1 47,2369) 


1 


AACATTTGGAGGAAGGTGGGAAGCA 
GATGACTGAGGAAGGGATGGACTAA 


4562 


Table 3A 


Hs.288036 


NM_001402 


4503470 


tRNA isopentenylpyrophosphate 
transferase (IPT), mRNA 
/cds={60,1040) 


1 


TGCCCAGAAAGCTCAGAAGGCTAAAT 
GAATATTATCCCTAATACCTGCCA 


4563 


Table 3A 


Hs.129673 


NMJ)01416 


4503528 


eukaryotic translation initiation factor 
4A, isoform 1 (EIF4A1), mRNA 
/cds={16,1236) 


1 


AGAGGACTCTTCGAGACATTGAGACC 
TTCTACAACACCTCCATTGAGGAA 


4564 


Table 3A 


r_i_ QQQCC 

HS.99o55 


NM_001462 


4503780 


fonnyl peptide receptor-like 1 (FPRL1), 
mRNA /cds=(772,1 827) 


1 


TGGGGTAAGTGGAGTTGGGAAATAC 
AAGAAGAGAAAGACCAGTGGGGATT 


<tODO 


literature 


HS. ioo252 


Nlvl_Q015Q4 


a r-r\ a nnn 

4504098 


G protein-coupled receptor 9 (GPR9), 
mRNA /cds=(68 f 1 174) 


1 


AAACTAAAACTTCATCTTCCCCAAGT 
GCGGGGAGTACAAGGCATGGCGTA 


4566 


db mining 


HS.11 3207 


NMJXH505 


4504090 


G protein-coupled receptor 30 


1 


AAAACCTTCCCATAAAATGTAAGAAA 












(GPR30), mRNA/cds=(691,1818) 




AGCTGATGAGGCTGGTGACGTTCA 


db mining 




NlvM)Q151o 


14670355 


general transcription factor li, i (GTF2I), 
transcript variant 1 , mRNA 


1 


TGACATGGTAGCAGAAATAGGCCCTT 
TTATGTGTTGCTTCTATTTTACCT 


4568 










/cds=(370,3366) 






db mining 


Hs. 101 840 


NM_001531 


4504416 


major histocompatibility complex, class 
Mike sequence (HLALS), mRNA 
/cds={5,1030) 


1 


GCCACAAAATGTTCTTTGTTCTTTGG 
CTCCAAAAAGACTGTCAGCTTTCA 


A RRQ 

4ooy 


db mining 


M5.0 lcJ4 


NIVMJU1 542 


4504626 


mRNA for KIAA0466 protein, partial 
cds /cds-(40,3684) 


1 


CTGAGGCTCTCCCTTTCTCTGTGATT 
GGACAGTTGACAGCACCCAAACTC 


4570 


db mining 




NrvM)D1555 


4504624 


mRNA for KIAA0364 gene, complete 
cds /cds=(1 144,5127) 


1 


CCCTGTAACTCCTCACTGTACTGATT 
TACTGGCGCATGAAATTCTATTAA 


45/1 


Table 3 A 


Lie- OflC-1 <f <c 

ris.^ool 1 o 


i ll f s\s\a Ce^n 

NMJD01 560 


4504646 


interieukin 1 3 receptor, alpha 1 
(IL13RA1), mRNA/cds=(43 t 1326) 


1 


CTTGAGTAAAATAAATATTGTC Mill 
GTATGTCAAGCGGGCCGCCACCG 




IlltJidlUf c 


Hs.1211 


Kiffl nn-iRi 1 

INIVJ__UU | O 1 1 


O lOtjy/0 


acid phosphatase 5, tartrate resistant 
(ACP5), mRNA/cds=(89,1066) 


1 


GGG AGGG AGG GAG GG AAAGCTTC CT 
CCTAAATCAAGCATCTTrCTGTTAC 


4573 


literature 


Hs. 10247 


NM_Q01627 


4502028 


mRNA for MEMD protein /cds=(Q,1748) 


1 


TCACAGATGCATATAGACACACATAC 
ATAATGGTACTCCCAAACTGACAA 


4574 


db mining 


Hs.268571 


NM_001645 


5174774 


Intergenic region between apoE and 
apoCI genes /cds=UNKNOWN 


1 


GCTGAGGACTCCCGCCATGTGGCCC 
CAGGTGCCACCAATAAAAATCCTAC 
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4575 


db mining 


Hs.69771 


NM_001710 


4576 


literature 


Hs.1281 


NM_001735 


4577 


literature 


Hs.171763 


NMJ5Q1771 


4578 


literature 




MM nm779 


4579 


Table 3A 


Hs.340325 


NMJHM774 


4580 


literature 


Hs.82685 


NMJD01777 


4581 


literature 


Hs.264190 


NM_001780 


4582 


literature 


nS.olUY 


IMfVl_UvJ I f G*t 


4583 


Table 3A 


Hs. 10029 


NM__001814 


4584 


db mining 


Hs.11 


NM_0D1815 


4585 


db mining 


Hs.1 19140 


NNL0D1970 


4586 


db mining 


Hs.99863 


NM_001972 


4587 


db mining 


nS.99863 




4588 


literature 


Hs.193122 


NM__OO2Q00 


4589 


db mining 


Hs.897 


NM_002001 


4590 


db mining 


HS.7 f 252 


kim nnonn 


4591 


db mining 


HS.1 08694 


NMJ)02099 


4592 


literature 


Hs.342656 


nm_oo2H9 


4593 


literature 


Hs.342656 


NMJJ02119 


4594 


db mining 


Hs.1802 


NMJ>02120 


4595 


db mining 


Hs.279930 


NMJJ02124 


4596 


db mining 


HS.73885 


NM_002127 


4597 


db mining 


Hs.1521 


NM_002180 


4598 


db mining 


HS. 173880 


NMJJ02182 


4599 


literature 


Hs.172689 


NMJ>02183 


4600 


literature 


HS.12503 


NMJD02189 


4601 


literature 


HS. 149609 


NM_002205 


4602 


Table 3A 


Hs.149846 


NMJ302213 


4603 


db mining 


Hs.78465 


NM_002228 


4604 


db mining 


HS.169824 


NM_002258 


4605 


db mining 


Hs.172195 


NMJ302408 


4606 


literature 


Hs.77367 


NMJ302416 



Table 8 

14550403 B-factor, properdin (BF) S mRNA 

/cds=(129,2423) 
4502506 complement component 5 (C5), mRNA 

/Cds=(1 2,5042) 
4502650 CD22 antigen (CD22), mRNA 

/cds={56,2599) 
4502654 CD33 antigen (gp67) (CD33), mRNA 

/cds=(12,1106) 
4502662 yf59e04.s1 CDNA, 3' end 

/cione=IMAGE:26202 /clone_end=3' 
4502672 CD47 antigen (Rh-related antigen, 

integrin-associated signal transducer) 

(CD47), mRNA/cds=(106,1077) 
4502678 cDNA: FLJ22121 fis, clone HEP18876, 

highly similar to AF1 91 298 vacuolar 

sorting protein 35 (VPS35) mRNA 

/cds=UNKNOWN 
4502690 CD97 antigen (CD97), mRNA 

/cds=(70,2298) 
4503140 cathepsin C (CTSC) r mRNA 

/cds=(33,1424) 
4502792 carcinoembryonic antigen-related cell 

adhesion molecule 3 (CEACAM3), 

mRNA/cds=(54,692) 
4503544 eukaryotic translation initiation factor 

5A (EIF5A), mRNA /cds=(43,507) 
4503548 eiastase 2, neutrophil (ELA2), mRNA 

/cds=(38,841) 
4503548 eiastase 2, neutrophil (ELA2), mRNA 

/cds=(38,841) 
4503672 Fc fragment of IgA, receptor for 

(FCAR), mRNA/cds=(39,902) 
4503674 Fc fragment of IgE, high affinity I, 

receptor for; alpha polypeptide 

(FCER1A), mRNA /cds=(1 06,879) 
450371 8 fragile histidine triad gene (FHIT), 

mRNA/cds=(362,805) 
8051 602 glycophorin A tfndudes MN blood 

group) (GYPA), mRNA/cds=(55,507) 
4504400 major histocompatibility complex, class 

It, DN alpha (HLA-DNA), mRNA 

/Cds=(76,828) 
4504400 .major histocompatibility complex, class 

It, DN alpha (HLA-DNA), mRNA 

/Cds=(76,828) 
4504402 major histocompatibility complex, class 

II, DO beta (HLA-DOB), mRNA 

/cds=(56,877) 
450441 0 major histocompatibility complex, cfass 

II, DR beta 3 (HLA-DRB3), mRNA 

/cds=(35,835) 
45044 1 4 HLA-G histocompatibility anDgen, class 

I, G (HLA-G), mRNA/cds~(5,1021) 

4504622 immunoglobulin mu binding protein 2 . 

(IGHMBP2), mRNA /cds=(49,3030) 
4504660 interleukin 1 receptor accessory protein 

(1L1RAP), mRNA /cds=(206,1 91 8) 

1 3324709 interleukin 3 receptor, alpha (tow 

affinity) (IL3RA), mRNA 

/cds={146,1282) 
4504648 interleukin 1 5 receptor, alpha (111 5RA), 

mRNA/cds=(82,885) 
4504750 integrin, alpha 5 (fibranectin receptor, 

aipha polypeptide) (1TGA5), mRNA 

/cds=(23,3172) 
4504772 integrin, beta 5 (ITGB5), mRNA 

/cds=(29,2419) 
771 01 22 v-jun avian sarcoma virus 17 oncogene 

homolog (JUN), mRNA /cds=(974,1 969) 

4504878 killer eel! lectin-Iike receptor subfamily 
B, member 1 (KLRB1), mRNA 
/Cds=(60,737) 

6031 1 83 mannosyl (alpha-1 ,6-)-glycoprotein 
beta-1,2-N- 

acetylglucosaminyltransferase 
(MGAT2), mRNA/cds=(489,1832) 
45051 86 monokine induced by gamma 

interferon (MIG), mRNA/cds=(39,416) 



PCT/US01/47856 



CAAGATGAGGATTTGGGTTTTCTATA 

AGGGGT7TCCTGCTGGACAGGGGC 

AAACATGGCCTTTGCTTGAAAGAAAA 

TACCAAGGAACAGGAAACTGATCA 

GTTTGAGATGGACACACTGGTGTGGA 

TTAACCTGCCAGGGAGACAGAGCT 

GSACCAAAGGCTGATTCTTGGAGATT 

TAACTCCCCACAGGCAATGGGTTT 

AATATTTGTTTAATCCCCAGTTCGCCT 

GGAGCCCTCCGCCTTCACATTCC 

AAAGTAACTGGTTGTCACCTATGAGA 

CCCTTACGTGATTGTTAGTTMGT 

CTCAGCCTCCTCATCTGGGGGAGTG 
GAATAGTATCCTCCAGGTTTTTCAA 



GGCAGGAGGTTCTCACTGTTGTGAA 

GGTTGTAGACGTTGTGTAATGTGTT 

AAGTGGGAATTTTCTGGAAGATGGTC 

AGCTATGAAGTAATAGAGTTTGCT 

GCCTGTGGCCCACCTGGGGTCACTT 

GGAAAGGATCTGAATAAAGGGGACC 

AAATAACTGGCTCCCAGGGTGGCGG 

TGGTGGCAGCAGTGATCCTCTGAAC 

TGCCCACACCCACACTCTCCAGCATC 

TGGCACAATAAACATTCTCTGTTT 

TGCCCACACCCACACTCTCCAGCATC 

TGGCACAATAAACATTCTCTGTTT 

GCACCCACCTTTCTGCACATAAGTTA 

TGGTTTTCCATCTTATCTGTCTTC 

AATTGTCAAACACAGCTTGCAATATA 

CATAGAAACGTCTGTGCTCAAGGA 

TCCAGAAACATGACAAGGAGGACTTT 

CCTGCCTCTTGGAGATCAGAGGAG 

TCATAGTTAAATTTGGTATTCGTGGG 

GGAAGAAATGACCATTTCCCTTGT 

ACACACATTCTTGCTCTACCCAAAGC 

TCTGGCTGGCAGCACTAAATGCTT 

ACACACATTCTTGCTCTACCCAAAGC 
TCTGGCTGGCAGCACTAAATGCTT 

GCAGTCTCCACAGTCTTCAGAAGACA 
AATGCTCAGGTAGTCACTGTTTCC 

GCCTCCCGTGCATCTGTACTCACCCT 
GTACGACAAACACATTACATTATT 

TTTCCTGTTCCAGAAAAGGGGCTGGG 
ATGTCTCCGTCTCTGTCTCAAATT 

CGGCCTTCTCCGGTGTCCTGTACCAA 
CTCTTCTATTTAAGAGAACCTCAG 
GGGACGTTCCATGCCCAGGTTAACAA 
AGAACTGTGATATATAGAGTGTCT 

ATGGGAGATGCCTGTGTAATTTCGTC 
CGAAGCTGCCAGGAAGAAGAACAG 

CCTCTCCATTGAAGGATTCAGGAAGA 
AGAAAACTCAACTCAGTGCCATTT 
CCTCACCTTGGCACCAGACACCCAG 
GACTTATTTAAACTCTGTTGCAAGT 

TGCAAATGTGAGTTTCCTCTCCTGTC 
CGTGTTTGTTTAGTACTTTTATAA 
AGCAGGAATTGGTGGCAGATTTTACA 
AAAGATGTATCCTTCCAATTTGGA 

TGGATCTGCCAAAAAGAACTAACACC 
TGTGAGAAATAAAGTGTATCCTGA 

TTCCTGTACTATTGTGTTTTGAGTGTG 
TTTTGGAACCTTCATAGAACACA 



TGACCCACTTACCTTGCATCTCACAG 
GTAGACAGTATATAACTAACAACC 
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Tabfe 8 



4607 Table 3A Hs.926 NM 002463 11342663 



myxovirus (influenza) resistance 2, 
homolog of murine (MX2), mRNA 
/cds={1 04,2251) 

4608 db mining Hs.173084 NM.002470 11342671 myosin, heavy polypeptide 3, skeletal 

muscle, embryonic (MYH3), mRNA 
/Cds=(84 t 5906) 

4609 db mining Hs.1 13973 NM_002472 4505300 myosin, heavy polypeptide 8, skeletal 

muscle, perinatal (MYH8), mRNA 
/cds=(73 f 5886) 

4610 db mining Hs.275163 NMJ)02512 4505408 non-metastatic cells 2, protein 

(NM23B) expressed in (NME2), nuclear 
gene encoding mitochondrial protein, 
mRNA/cds=(72,53Q) 

4611 Table 3A Hs.85844 NMJX)2529 4585711 neurotrophic tyrosine kinase, receptor, 

type 1 (NTRK1), mRNA /cds=(0,2390) 



4612 db mining Hs.93728 NMJ)02586 4505624 

4613 db mining Hs.41639 NM.002598 4505654 

4614 Table 3A Hs.181013 NM_002629 4505752 

4615 db mining Hs.288579 NMJJ02644 11342673 

4616 db mining Hs.261285 NMJ002669 4505894 

4617 Table 3A Hs.79402 NMJ)02694 14702172 



4618 Table 3A 

4619 literature 

4620 literature 

4621* db mining 

4622 db mining 



HSJ7202 NMJ302738 4506068 

Hs.1 80533 NMJ)02756 4506098 

Hs.118825 NMJ)02758 14589899 

Hs.241561 NMJ302770 4506146 

Hs.928 NM 002777 7382457 



4623 db mining Hs.78575 NMJ3Q2778 11386146 

4624 db mining Hs.250655 NMJ302823 4506276 

4625 db mining Hs.82547 NM_002888 4506424 

4626 db mining Hs.106061 NMJJ02904 14670267 

4627 db mining Hs.139226 NMJJ02914 4506486 



pre-B-ce!l leukemia transcription factor 
2 (PBX2), mRNA/cds=(0,1292) 
programmed cell death 2 (PDCD2), 
mRNA /cds={29,1063) 
phosphoglycerate mutase 1 (brain) 
(PGAM1), mRNA /cds=(3 1.795) 
polymeric immunoglobulin receptor 
(P1GR), mRNA /cds={1 56,2450) 

pleiotropic regulator 1 (PRL1, 
Arabidopsls homolog) (PLRG1) r mRNA 
/cds=(0,1544) 

polymerase (RNA) II (DNA directed) 
polypeptide C (33kD) (POLR2C), 
transcript variant gamma, mRNA 
/Cds={57,884) 

protein kinase C, beta 1 (PRKCB1), 
mRNA/cds=<136,2151) 
mitogen-activated protein kinase 
kinase 3 (MAP2K3), mRNA 
/Cds=(337 r 1293) 
mitogen-activated protein kinase 
kinase 6 (MAP2K6), transcript variant 1 , 
mRNA /Cds=(340,1 344) 
protease, serine, 2 (trypsin 2) (PRSS2), 
mRNA /cds=(6,749) 
proteinase 3 (serine proteinase, 
neutrophil, Wegener granulomatosis 
autoantigen) (PRTN3), mRNA 
/cds=(48,818) 

prosaposin (variant Gaucher disease 
and variant metachromatic 
leukodystrophy) (PSAP), mRNA 
/cds=(38,1612) 

prothymosin, alpha (gene sequence 
28) (PTMA), mRNA /cds=(1 55,487) 

retinoic acid receptor responder 
(tazarotene induced) 1 (RARRES1), 
mRNA/cds=(36,722) 

RD RNA-binding protein (RDBP), 
mRNA /cds=(1 08, 1 250) 

replication factor C (activator 1) 2 
(40kD) (RFC2), mRNA /cds=(207, 1271) 



4628 db mining Hs.123638 NMJJ02918 4506492 regulatory factor X, 1 (influences HLA 

class II expression) (RFX1), mRNA 
/Cds=(93,3032) 

4629 db mining Hs.166019 NMJJ02919 4506494 regulatory factor X, 3 (influences HLA 

class II expression) (RFX3), mRNA 
/cds=(B,2131) 
1 501 1 897 transcription factor NYD-sp10 mRNA, 

complete cds /cds=(1 09,2034) 
4506550 ribonuclease, RNase A family, 3 

(eosinophil cationic protein) (RNASE3), 
mRNA/cdS=(63,545) 
4506602 60S ribosomal protein L1 5 (EC45) 
mRNA, complete cds /cds=(34,648) 
4506602 60S ribosomal protein L1 5 (EC45) 
mRNA, complete cds /cds=(34,648) 
4506790 special AT-rich sequence binding 
protein 1 (binds to nuclear 
matrix/scaffold-associating DNA's) 
(SATB1), mRNA /cds=(21 4,2505) 



4630 db mining Hs.21273 NM.002920 

4631 literature Hs.73839 NMJD02935 

4632 Table 3A Hs,74267 NMJJ02948 
4533 Table 3A Hs.74267 NM_002948 
4634 db mining Hs.74592 NM_002971 



TTTCCCTGATTATGATGAGCTTCCATT 
GTTCTGTTAAGTCTTGAAGAGGA 

CACGAGAGTGAAGAGTGAGCCAGCC 
CTTCTGGAGCAGGAGCAGGACAGAA 

AAGAAAGGCACAAAATGTGCTATTTT 
TGGTCACTTGCTTTATGACGTTTA 

GTCCCTGGACACAGCTCTTCATTCCA 
TTGACTTAGAGGCAACAGGATTGA 



GTACCAGCTCTCCAACACGGAGGCA 
ATCGACTGCATCACGCAGGGACGTG 

GGGGGCTAGTTCTCTCCTCACTTGTA 

AACTTGTGTAGTTTCACAGAAAAA 

ACAGAAGAATTTGTGTGGAAGCAGGA 

TGTAACAGATACACCGTAAAGGCA 

CCCTGCCACATGGGTCCAGTGTTCAT 

CTGAGCATAACTGTACTAAATCCT 

CTTGAAGGAAGAGGGACCAGGGTGG 

GAGAGCTGATTGCAGAAAGGAGAGA 

AAACCATTAAAGTATACAGAGAGGAT 
GACACAGCCACAGAAGAAACTCAT 

AACATGCACAAAGCAGTTAATTAGGC 
AGCCTGGAGAAAACCAGAGATCCA 



ACTTCCAGAAACTCATCAAATGAACA 
GACAATGTCAAAACTACTGTGTCT 
GCTTTATGGGTTTGGCTTGTTTTTCTT 
GCATGGTTTGGAGCTGATCGCTT 

TTCTTTCTTGGCCTCAAGTTCAATATG 
GAGAGGATTGCTTCCCTGAATCC 

AACTATGTGGACTGGATTAAGGACAC 
CATAGCTGCCAACAGCTAAAGCCC 
CCTGACTTCTTCACGCGGGTAGCCCT 
CTACGTGGACTGGATCCGTTCTAC 



AGCCAGCAGGACATGAAGTTGCTATT 
AAATGGACTTCGTGA I 1 1 I IGTTT 



TTTGGCCTGTTTTGATGTATGTGTGA 
AACAATGTTGTCCAACAATAAACA 
AACTTGTG CCAC AAG AGTTAC AATCA 
AAGTGGTCTCCTTAGACTGAATTC 

AAAGCCTTTAAAAACGGCTGTCAGGT 
TTGATCTCAGTGTAACAACATGGC 
GAAAATGCGCCTTAGGCTGAGCCAA 
CATGACTGTCCCCCAAACTCCAGTG 

CCAGCTTCGGTTCCTTCCACCTCATC 
CGGCTGCTCTACGACGAGTACATG 

AAGATTGGTGCTCCTGATAAAGCAAA 
GGGCTAGGAATACAATGGAAAGGA 

TC ATTG GTACACATTCTGTATGCTGC 
TGTTTTCAAGTTGGCAAATTAAGC 
TATCAGCAACTGTCCTCATCAGTCTC 
CATACCCCTTCAGCTTTCCTGAGC 

GCAGCTTGGAGAAGGCGCAATACTC 

CAGCTCCACCGTTACCGCTAATATA 

GCAGCTTGGAGAAGGCGCAATACTC 

CAGCTCCACCGTTACCGCTAATATA 

CGGAGCCTCAAACAAGCATTATACCT 

TCTGTGATTATGATTTCCTCTCCT 
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4635 Table 3A Hs.89714 NM_002994 4506848 

4638 db mining Hs.82109 NMJJ02997 4506858 

4637 db mining Hs.301698 NM_003033 4506950 

4638 db mining Hs.78403 NMJ3O3083 4507102 

4639 literature Hs.80738 NM_003123 4507180 

4640 db mining Hs.81B84 NM_003167 4507306 



4641 literature 



4642 db mining 

4643 Table 3A 

4644 Table 3A 

4645 Table 3A 

4646 Tahte3A 



4652 db mining 



4654 db mining 

4655 db mining 

4656 db mining 

4657 db mining 

4658 Table 3A 

4659 Table 3A 

4660 Table 3A 



Hs.7510 NMJJ03188 4507360 



Hs.250641 NM_003290 4507650 

Hs. 178551 NM_003316 10835036 

Hs.4248 NM_003371 4507870 

Hs.89414 NM 003467 4503174 



Table 8 

small inducible cytokine subfamily B 
(Cys-X-Cys), member 5 (epithelial- 
derived neulrophil-activating peptide 78) 
(SCYB5), mRNAycds=(1 06,450) 

syndecan 1 (SDC1), mRNA 
/cds=(205,1137) 

BAG 180123 chromosome 8 map 
8q24.3 beta-galactoside alpha-2,3- 
sialyttransferase (SIAT4A) gene, 
complete sequence 
/Cds=(12296,13318) 

small nuclear RNA activating complex, 
polypeptide 2, 45kD (SNAPC2), mRNA 
/cds=(24,1023) 

gene for sialophorin (CD43) 
/cds=(159,1361) 

suifotransferase family, cytosolic, 2A, 
dehydroepiandrosterone (DHEA) - 
preferring, member 1 (SULT2A1), 
mRNA/cds=(52,909) 

DNA sequence from clone RP1- 
154G14 on chromosome 6q1 5-16.3. 
Contains the 3' end of the MAP3K7 
gene for mifogen-activated protein 
kinase kinase kinase 7 (TGF-beta 
activated kinase 1, TAK1), ESTs, STSs 
and GSSs/cds=(0,1700) 

tropomyosin 4 (TPM4), mRNA 
/cds=(50,796) 

ribosomal protein L8 (RPL8), mRNA 
/c<ls=(43,816) 

vav 2 oncogene (VAV2), mRNA 
/cds=(5,2641) 

chemokine (C-X-C motif), receptor 4 
(fusin) (CXCR4), mRNA /cds=(88,1 146) 



4647 db mining Hs.24640 NMJD03612 4504236 



Hs.1 00293 NM_003605 6006036 O-linked N-acetylglucosamine 

(GlcNAc) transferase (UDP-N- 
acetylglucosamine:polypeptide-N- 
acetylglucosaminyl transferase) (OGT), 
mRNA/cds=(2039,4801) 
sema domain, immunoglobulin domain 
(Ig), and GPI membrane anchor, 
(semaphorin) 7A (SEMA7A), mRNA 
/cds=(17,2017) 

4648 db mining Hs.131814 NM_0O3747 4507612 TRF1 -interacting ankyrin-related ADP- 

ribose polymerase mRNA, partial cds 
/cds=(0,3284) 

UDP-Gal:betaGlcNAc beta 1,4- 
galactosyftransferase, potypeptide 3 
(B4GALT3), mRNA/cds=(262,1443) 
14523051 embryonic ectoderm development 
(BED), mRNA/cds=(34,1317) 
receptor-interacting serine-threonine 
kinase 2 (RIPK2), mRNA /cds=(0,1622) 



4649 db mining Hs.321231 NMJJ03779 13929468 



4650 Table 3A Hs.1 51461 NMJ303797 

4651 Table 3A Hs.1 03755 NMJ503821 



4506536 



Hs.1 84376 NM_003825 4507096 



4653 dbmining Hs.158315 NMJ)03853 4504656 



Hs.1 02865 NM.003854 

Hs.159301 NM_003855 

Hs.35947 NM_003925 

Hs.287832 NM_003953 

Hs.108371 NM_003973 

Hs.155101 NMJ>04046 

Hs.238990 NMJJ04064 



4504652 
4504654 
4505120 
4506356 
4506600 



Homo sapiens, synaptosomal- 
associated protein, 23kD, done 
MGC:5155 IMAGE: 346 1227, mRNA, 
complete cds /cds=(73,708) 

interleukin 18 receptor accessory 
protein (IL18RAP). mRNA 
/CdS=(483,2282) 

interleukin 1 receptor-like 2 (IL1RL2), 
mRNA /cds=(1 34, 1 822) 

interleukin 18 receptor 1 (IL18R1), 
mRNA/cds=(24,1649) 

methyl-CpG binding domain protein 4 
(MBD4), mRNA ^$=(176,1918) 

myelin protein zero-like 1 (MPZL1), 
mRNA/cds=(132,941) 

E2F transcription factor 4, p107/p130- 
binding (E2F4), mRNA /cds=(62,1303) 



4757809 mRNA for KIAA1 578 protein, partial 

cds /cds=(0,3608) 
4757951 Homo sapiens, Similar to cyclin- 

dependent kinase inhibitor 1B (p27, 

Kip1), clone MGC:5304 

IMAGE3458141, mRNA, complete cds 

/cds=(377,973) 



PCT/US01/47856 



ATGTTTCTTGGGGAATATGTTAGAGA 
ATTCCCTTACTCTTGATTGTGGGA 



AGAGTGATAGTCTTTTGCTTTTGGCA 
AAACTCTACTTAATCCAATGGGTT 
GCCTCTTGCTTGGCGTGATAACCCTG 
TCATCTTCCCAAAGCTCATTTATG 



TTCAACTGACCAGTCGTGGTTACTCC 
CTGCTGCCAGGTCCTTCCCCTTCC 

GGCTG GCACCTCTCAACGTCTGTGG 
ACTGAATGAATAAACCCTCCTCATC 
TGGGAATAACGTCCAAAACACTCTGG 
ATCTTATATGGAGAATGACATTGA 



AGTACTGAACTCAGTTCCATCCGTAA 
AATATGTAAAGGTAAGTGGCAGCT 



GCCCAACTTCATTTCCATACTTCAGG 

GAACAGCAAATTGAGGATTTACTT 

CCGTTGAATGAGTGTGTTTTGTACAT 

AACTTCAGATACTTGTGAACATGC 

TTTCTTGGGAGAGTCACTCCAGCCCT 

GAAGTCTGTCTCTAGCTCCTCTGT 

TCAGGAGTGGGTTGATTTCAGCACCT 

ACAGTGTACAGTCTTGTATTAAGT 

TTAGGAGTGATTACTAATTATCAAGG 
GCACAGTTGTGGTACTGTCATTGA 



CGGACGGAAGGACGGAAAAAGCTCT 
ATTTTTATGTTAGGCTTATTTCATG 



AGTCCCTGACAGCCTAGAAATAAGCT 
GTTTGTCTTCTATAAAGCATTGCT 

GCATTTTCTGCCTATGCTGGAATAGC 
TCCCTCTTCTGGTCCTGGCTCAGG 

AGTAAGGGCACGTAGAGCATTTAGAG 
TTGTCTTTCAGCATTCAATCAGGC 
TGGGTCTTCAGCCTTACCCGGAAATA 
CTTGTGGTTTCTAGATCACCATCT 

ACAAGGCTGACACCAACAGAGATCGT 
ATTGATATTGCCAATGCCAGAGCA 



AGCTACTTCTGCCTTATGGCTAGGGA 
ACTGTCATGTCTACCATGTATTGT 

TGACTTGTTTTGCTCCATGTCTCCTC 

ATTCCTACACCTATTTTCTGCTGC 

CTGTGAAACCGTCAGTTCGGAAGGCT 

GGTTAGAACATGTGGGAGCAACAT 

GCCTAGTGTGTGTGCTTTCTTAATGT 

GTGTGCCAATGGTGGATCTTTGCT 

ACCAAACTGGACTCTCGTGCAGAAAA 

TGTAGCCCATTACCACATGTAGCC 

GCACCTGCTCCAAAGGCATCTGGCA 

AGAAAGCATAAGTGGCAATCATAAA 

CTCCTGTGGATTCACATCAAATACCA 
GTTCAGTTTTGTCATTGTTCTAGT 
GCCAACAGAACAGAAGAAAATGTTTC 
AGACGGTTCCCCAAATGCCGGTTC 



476 



WO 02/057414 



PCT/US01/47856 



4661 Table 3A Hs.239760 NMJ>04077 4758075 

4662 db mining Hs.272537 NM_00408B 47581 85 

4663 db mining Hs.75450 NM_004089 4758197 

4664 db mining Hs,32981 NM.004186 4759089 

4665 db mining Hs.444 NMJ304197 4759179 

4666 db mining Hs.74115 NMJJ04258 4758589 

4667 db mining Hs.25887 NM.004263 4759093 

4668 Table 3A Hs. 184211 NMJ)04279 4758733 

4669 db mining Hs.18142 NMJ304313 4757779 

4670 literature Hs.54457 NMJ304356 4757943 

4671 db mining Hs.42853 NMJ304381 14577922 

4672 db mining Hs.318546 NMJ104390 4758095 



4673 literature 

4674 Table 3A 

4675 Table 3A 

4676 db mining 



4683 Table 3A 



Hs.318546 NM 004390 4758095 



Hs. 124024 NMJ)04416 
Hs.74088 NMJ304430 
Hs.278611 NM 004482 



4677 db mining Hs.73734 NMJJ04488 

4678 db mining Hs.1 82447 NMJJ04500 

4679 db mining Hs.111065 NIW 0045D5 

4680 Table 3A Hs.76038 NM_004508 

4681 db mining Hs.296281 NM_004514 

4682 db mining Hs.172674 NIW 004555 



4758201 
4758251 
9945386 

4758459 
14110430 

475B563 

4758583 

4758599 
4758803 



Hs.78920 NM 004581 4759015 



4684 db mining Hs.90957 NMJ)04620 4759253 

4685 db mining Hs.25333 NM_004633 4758597 

4686 db mining Hs.82222 NM_004636 4759091 

.4687 db mining Hs.332229 NM_004669 4758005 

4688 Table 3A Hs.77324 NM 004730 4759033 



Table 8 

Homo sapiens, cJone MGC:19593 
IMAGE:3542491, mRNA, complete cds 
/cds=(118,1518) 

deoxynucleotidyltransferase, terminal 
(DNTT), mRNA /cds=(0,1 532) 
mRNA for GHZ, complete cds 
/cds=(233,637) 

sema domain, immunoglobulin domain 
(lg), short basic domain, secreted, 
{semaphorin) 3F (SEMA3F), mRNA 
/Cds=(78,2435) 

serine/threonine kinase 19 (STK19), 
transcript variant 2, mRNA 
/cds=(128,1234) 

immunogfobulin superfamiiy, member 2 
(IGSF2), mRNA /cds=(21 ,3086) 
mRNA; cDNA DKFZp761015121 (from 
clone DKFZp761015121); complete 
cds /cds=(11 1,2423) 
peptidase (mitochondrial processing) 
beta (PMPCB), mRNA/cds=(13,1482) 

arrestin, beta 2 (ARRB2), mRNA 
/cds=(53,1282) 

CD81 antigen (target of antiproliferative 
antibody 1) (CD81), mRNA 
/cds=(238,948) 

CAMP responsive element binding 
protein-like 1 (CREBL1), mRNA 
/cds=(33,2144) 

CDNA: FU22499fiS, clone HRC11250, 
highly similar to HSCATHH mRNA for 
cathepsin H (EC 3.4.22.16) 
/cds=UNKNOWN 

cDNA: FLJ22499 fis, done HRC1125Q, 
highly similar to HSCATHH mRNA for 
cathepsin H (EC 3.4.22.16) 
/cds=UNKNOWN 

deftex (Drosophila) homoJog 1 (DTX1), 
mRNA /cds=(503,2365) 

early growth response 3 (EGR3), 
mRNA /cds=(357,1 520) 

UDP-N-acetyl-alpha-D- 
galactosamine: polypeptide N- 
acetylgalaciosaminyltransferase 3 
(GalNAc-T3) (GALNT3), mRNA 
/cds=(0,1901) 

glycoprotein V (platelet) (GPS), mRNA 
/cds=(270,1952) 

heterogeneous nuclear 
ribonucleoprotein C (C1/C2) (HNRPC), 
transcript variant 1, mRNA 
/cds=(191,1102) 

ubiquitin specific protease 6 (Tre-2 
oncogene) (USP6), mRNA 
/cds=(1 696,4056) 
isopentenyl-diphosphate delta 
isomerase (IDI1), mRNA /cds=(50,736) 

interleukin enhancer binding factor 1 
(ILF1), mRNA /cds=(1 97,21 64) 
nuclear factor of activated T-cells, 
cytoplasmic, calcineurin-dependent 3 
(NFATC3), mRNA /cds=(21 0,341 6) 
Rab geranylgeranyltransferase, alpha 
subunit (RABGGTA), mRNA 
/Cds=(274 r l977) 

TNF receptor-associated factor 6 
(TRAF6), mRNA/cds=(221,1789) 
interleukin 1 receptor, type H (IL1R2), 
mRNA /cds=(61 ,1257) 
sema domain, immunoglobulin domain 
(lg), short basic domain, secreted, 
(semaphorin) 3B (SEMA3B), mRNA 
/cds=(235,2484) 
zh68e05.s1 cDNA, 3' end 
/clone=IMAGE:417248 /clone_end=3' 
eukaryotic translation termination factor 
1 (ETF1), mRNA /cds=(1 35,1 448) 



CTCTAGAAAGGCCCAAGTCCATGAGC 
ACAGAGGGTCTGATGAAGTTTGTG 

AGACCAAGAGGATATTCCTCAAAGCA 

GAAAGTGAAGAAGAAATTTTTGCG 

TGGAGAAGTTCCAGTCCTGTCTGAGC 

CCTGAAGAGCCAGCTCCCGAATCC 

GAAGTAGACTTTCTGTCCTCACACCG 

AAGAACCCGAGTGAGCAGGAGGGA 



GTGGGATTTCTGGGGAGGCTGGTGA 
AGGAGGGCAGGGTTCTTTTCTCTAC 

CTATAGCTTCATGACCGTAACATGTG 
ACCTGTGTGCTGGCAGGACGACTC 
ATGATCCCCATGTTGCAATATGGAGT 
CTCTGCCCTGAGATCTTCCCCATC 

TGGTCAGTCTTTGTTCTCTGAGAAAT 
TATGTTGGAAGCAGCATACTTTCA 

CCCCAAGATACACACTGGACCCTCTC 
TTGCTGAATGTGGGCA7TAATTTT 
TTCTAACACGTCGCCTTCAACTGTAA 
TCACAACATCCTGACTCCGTCATT 



TTTTTCATTTTGGAGCTAGTTACTGG . 
GAGTAAGGGAGGGTGGGGTGGGGG 

GGGACTGTCTTTTCTGTATTCGCTGT 
TCAATAAACATTGAGTGAGCACCT 



GGGACTGTCTTTTCTGTATTCGCTGT 
TCAATAAACATTGAGTGAGCACCT 



AGAGAAGACTCATCTTCACTATCGGC 

ACGTCCAACACCACGGGCGAGTCG 

AAACCGAAATATTGAAATGGTGTAAT 

GTTGTACCATTTGCACTGTGAGCA 

AGGTGGGGGAAAATGAATTTTGTATG 

CTGAATTTCTAAGCGCCTATTGTT 



GTGGATGTGGAGCAGGAGAGCTGGA 
TCGTGGCATTTGTTTCTGGGTTCTG 
AAAGTTGATACTGTGGGATTTTTGTG 
AACAGCCTGATGTTTGGGACCTTT 



TGTGGTTGCCTCTATGTGCTGTTTTT 
CCTCATACAAGTAAACACAGAAAG 

CCCAACTGAGGACCACTGTCTACAGA 
GTCAGGAAATATTGTAGGGAGAAA 

TGTTTGTTTCTTTGTGTTGACTTTGTC 
CCTGGCAAAATTTTCCACTCTGA 
AGGTGACCTGGTTACTTAGCTAGGAT 
TGGTGATTTGTACTGCTTTATGGT 

CCCTACCCTTGCCCTTTAACTTATTG 
GGACTGAATAAAGAATGGAGAGGC 

GGGCTTTTGCTCTGGTGTATTTTATT 

GTCAGAAAGTCCAGACTCAAGAGT 

TGGTCTGACTGTGCTATGGCCTCATC 

ATCAAGACTTTCAATCCTATCCCA 

GGGCGAGGCAGGCCGACTGTACTAA 

AGTAACGCAATAAACGCATTATCAG 



GTACGCCGCTACCTGGACAGCGCGA 
TGCAGGAGAAAGAGTTCAAATACAC 
TGCAGAGAGATACTAAGCAGCAAAAT 
CTTGGTGTTGTGATGTACAGAAAT 
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db mining 


Hs.24395 


NMJKW887 


4757869 


4693 
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Hs 145696 


NM 004Q02 


4757925 
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Hs 129738 


NM 004977 


4826787 
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nm nnd.QQn 
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4696 


db mining 


Hs.927 


NM_004997 


4826841 
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Hs.180610 


NM_005066 
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Hs.100001 


NM_005074 


4827009 
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4700 


db mining 


Hs.179735 


NMJJ05167 


4885066 


4701 


literature 


Hs.113222 


NMJJ05201 


13929430 


4702 


db mining 


Hs.181128 


NMJ305229 


11496880 


4703 


Table 3A 


Hs.248109 


NMJ305238 


4885218 


4704 
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Hs.85146 


NMJD05239 


4885220 


4705 


db mining 


HS.129953 


NMJ>05243 


4885224 
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Uu it in ill ly 








4707 


Table 3A 


HS.181307 


NMJ)05324 


4885384 


4708 


Table 3A 


Hs.79334 


NMJ>05384 


4885516 


4709 


db mining 


Hs.297939 


NMJ>05385 


6631099 


4710 


db mining 


Hs.78824 


NM_005424 


4885630 


4711 


Table 3A 


Hs.181195 


NM_005494 


4885494 


4712 


db mining 


Hs.153299 


NM_005510 


5031670 


471 <l 


Hh mininn 
UU iJHllJJIU. 


He 77Q61 


NM 005514 




4714 


literature 


Hs.279853 


NM_005516 


5031744 


4715 


db mining 


Hs.80286 


NMJ)05527 


5031768 


4716 


db mining 


Hs.171776 


NMJ)05536 


8393607 


4717 


db mining 


Hs.102171 


NMJJ05545 


5031808 



leucine rich repeat (in FLU) interacting 1 
protein 1 (LRRFIP1), mRNA 
/Cds=(1 78,2532) 

UDP-Gat:betaGlcNAc beta 1 ,4- 1 
galactosyltransferase, polypeptide 5 
(B4GALT5), mRNA /cds=(112,1278) 

leupaxin (LPXN), mRNA 1 
/cds=(93,1253) 

NJAC protein (NJAC) mRNA, compfete 1 
cds/cds=(7,306) 

splicing factor {CC1.3) (CC1.3), mRNA 1 
/cds-(149,1723) 

potassium voltage-gated channel, 1 
Shaw-related subfamily, member 3 
(KCNC3), mRNA/cds=(295,2568) 
meihionine-tRNA synthetase (MARS), 1 
mRNA/cds=(23,2725) 

myosin-binding protein H (MYBPH), 1 
mRNA/cdsK28,1458) 

splicing factor proline/glutamine rich 1 
(polypyrimidine tract-binding protein- 
assodated) (SFPQ), mRNA 
/Cds=(85,2203) 

solute earner family 17 (sodium 1 
phosphate), member 1 (SLC17A1), 
mRNA/cds=(12,t415) 

inactive palmitoyl-protein thioesterase- 1 
2i (PPT2) mRNA, complete cds 
/cds=(568,1473) 

ras homoiog gene family, member C 1 
(ARHC), mRNA/cds=(76,657) 
chemokine (C-C motif) receptor 8 1 
(CCR8), mRNA /cds=(120, 1 1 67) 
DNA sequence from PAC 212G6 on 1 
chromosome Xp1 1.3-p1 1.4. Contains 
synapsin 1, brain protein 4.1, properdin, 
tyrosine kinase (ELK1) oncogene, 
ESTs, STS, GSS/cds=(91 50,10436) 

v-ets avian erythroblastosis virus E26 1 
oncogene homolog 1 (ETS1), mRNA 
/cds=(278,1603) 

chromosome 21 derived BAC 1 
containing erythroblastosis virus 
oncogene homolog 2 protein (ets-2) 
gene, complete cds /cds=(290,1699) 

Ewing sarcoma breakpoint region 1 1 
(EWSR1), transcript variant EWS, 
mRNA/cds=(43,2013) 

kidney gamma-glutamyf transpeptidase 1 
type II mRNA, 3' end /cds=(0,596) 

H3 histone, family 3A (H3F3A), mRNA 1 
/cds=(374,784) 

nudear factor, interleukin 3 regulated 1 
(NFIL3), mRNA/cds=(213,1601) 

cathepsin B (CTSB), mRNA 1 
/Cds=(177,1196) 

tyrosine kinase with immunoglobulin 1 
and epidermal growth factor homology 
domains (TIE), mRNA /cds=(36,3452) 

Homo sapiens, MRJ gene for a 1 
member of the DNAJ protein family, • 
done MGC:1152 IMAGE:3346070, 
mRNA, complete cds/cds=(163,1143) 

DOM-3 (C. elegans) homolog 2 1 
(DOM3Z), transcript variants mRNA 
/cds=(129,1319) 

major histocompatibility complex, class 1 
I, B (HLA-B), mRNA /cds=(0,1 038) 

HSPC01 8 protein (HSPC018), mRNA 1 
/cds=(148,651) 

heat shock 70kD protein-like 1 1 
(HSPA1L), mRNA /cds=(0,1925) 

inositoi(myo)-1 (or 4)-monophosphatase 1 
1 (IMPA1), mRNA/cds=(98,931) 

immunoglobulin superfamily containing 1 
leucine-rich repeat (ISLR), mRNA 
/cds^B.isfld) 
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GGATAACAAGTAAATGTCTGAAAGCA 
TGAGGGGCTTTATTTGCCTTTAGC 

TGAGCTTGCTCTTACGTTTTAAGAGG 
TGCCAGGGGTACA J I I i IGCACTG 

ACTGGACAACTTTGAGTACTGACATC 

ATTGATAAATAAACTGGCTTGTGG 

CGCAGGGTGTACGAAGAATAGGGTG 

AAAAACCTCAGAAGGGAAAACTCCA 

AGGTTTTGTCTGGTTGCATATAATCTT 

TGCTCTTTTTAAGCTCTGTGAGC 

CCTTGCAGACCCCACCCCCTGCCTG 

CTCTCTTTCCCTACAACTAGGTGAG 

GCCCCTAAAGGCAAGAAGAAAAAGTA 

AAAGACCTTGGCTCATAGAAAGTC 

GGAGTTGCACTCTGGGTGGGAAGCA 

CTCAAATAAAGATGCGTGGTGTTAA 

AGCTTTTGAAAAGTGGAAAGGTCATT 

TTGTTGCATTTCCCCATTTCTTGT 



ACCTCCTTATTGAAGGGAAGAGGGAC 
CAGCACATGAGGCTGAGGCTGAGG 

GGTATCTCCCACACAGCCTGGCACTC 
CAACCGTACCCTTTATGAGACCTG 

AAGGATGGTCACACACCAGCACTTTA 

TACACTTCTGGCTCACAGGAAAGT 

ATCATCCTGCCAGCAGCACTCCTCCC 

GTTCCTCCAGCGTAGACTACATTT 

AGTGCTACACTCGTCTCCACTGTTTG 

TTTTACTTCCCCAAAATGGACCTT 



ACGCTACTATTACGACAAAAACATCA 
TCCACAAGACAGCGGGGAAACGCT 

TTTGAGAGGGTAGGAGGGTGGGAAG 
GAAACAACCATGTCATTTCAGAAGT 



CATGCTCAGTATCATTGTGGAGAACC 
AAGAGGGCCTCTTAACTGTAACAA 

GACCGGCTTCCCCTGTGAGCAGCAG 
AGCAGCACAATAAATGAGGCCACTG 

GAAGATACCAACCTGTGTGCCATCCA 

CG CTAAGAG AGTC AC C ATC ATG CC 

GTTATCACTCTGCCTGTGTATAGTCA 

GATAGTCCATGCGAAGGCTGTATA 

ACTGACAGAGTGAACTACAGAAATAG 

CTTTTCTTCCTAAAGGGGATTGTT 

TAAGCCAGCACTCACACCACTAACAT 

GCCCTGTTCAGCTACTCCCACTCC 

GGATGTTTTCTAGTTGTGCATGAATG 
CTGGCAACTTAGTAAGTTTTGACA 



CCCAAATAGTAATGCTTTAGAGGGAG 
GCAGTCATATCTCTGTGTGCAGAT 

ATGTGTAGGAGGAAGAGTTCAGGTG 
GAAAAGGAGGGAGCTACTCTCAGGC 

CCCCTTCCTCACACTGACCTGTGTTC 

CTTCCCTGTTCTCTTTTCTATTAA 

AAACTCTACCAAGGAGGATGCACTGG 

GCCTGCCTGCGGAACAGGGTATGT 

CCCTTGGCACGTAAACAGACTACTAG 

ACTTATTGTAGGTTCGTTTGAGCT 

CAAAGGCCAGCCAGCTTGGGAGCAG 
CAGAGAAATAAACAGCATTTCTGAT 



WO 02/057414 



4718 literature 



Hs.150101 NMJ505551 



4719 db mining Hs.154970 NMJJQ5653 

4720 Table 3A Hs.82173 NMJJ05655 

4721 db mining Hs.200600 NM_005698 

4722 db mining Hs.157144 NMJTO5819 

4723 db mining Hs.17704 NM_005844 



4724 db mining 

4725 db mining 

4726 db mining 

4727 Table 3A 



Hs. 135 194 NMJJ05849 

Hs.4953 NMJ)05895 

HS.211580 NMJ)05931 

Hs.68583 NM 005932 



4728 Table 3A Hs.54452 NMJJ06060 



4729 db mining Hs.292276 NMJJ06068 



Table 8 

7669500 rysosomal-associated membrane 

protein 1 (LAMP1), mRNA 

/cds=(190,1440) 
50321 74 transcription factor CP2 (TFCP2), 

mRNA /cds=(508, 1860) 
5032176 TGFB inducible early growth response 

(TIEG), mRNA /cds=(123,1565) 

5032076 secretory earner membrane protein 3 

(SCAMP3), mRNA /cds=(96,1139) 
50321 30 syntaxin 6 (STX6), mRNA ycds=(0,767) 

5031730 PERB11 family member in MHC class I 
region (HCGIX), mRNA /cds~(37,270) 

5031672 immunoglobulin superfamity, member 6 

(1GSF6), mRNA /cds=(44,769) 
5174440 golgi autoantigen, golgin subfamily a, 3 

(GOLGA3), mRNA/cds=(269,4861) 
5174564 MHC class 1 poiypeptide-related 

sequence B (MICB), mRNA 

/cds={5,1156) 
5174566 mitochondrial intermediate peptidase 

(MIPEP), nuclear gene encoding 

mitochondrial protein, mRNA 

/cds=(74,2215) 
51 74500 zinc finger protein, subfamily 1 A, 1 

(Ikaros) (ZNFN1A1), mRNA 

/Cds=(168,1727) 
5174720 qd64a01.x1 cDNA, 3* end 

/c!one=IMAGE:1734216 /done_end=3' 



4730 db mining Hs.131342 NMJ306072 5174670 

4731 db mining Hs.2414 NMJJ06080 5174672 

4732 db mining Hs.2654 NMJJ060B1 5174562 

4733 literature Hs.125359 NM.006288 5454117 

4734 db mining Hs.23168 NMJ)Q6313 14149626 

4735 db mining Hs.171921 NMJ)06379 5454047 

473S db mining Hs.240534 NMJJ06411 5453717 

4737 db mining Hs.181368 NMJ306445 5453983 

4738 db mining Hs.239506 NMJ)06561 5729815 

4739 db mining Hs.34526 NMJ306564 5730105 

4740 db mining Hs.86998 NMJJ06599 5729944 

4741 db mining Hs.167751 NMJJQ6604 5730012 

4742 db mining Hs.157427 NMJ)06605 5730010 

4743 db mining Hs.74861 • NMJ?06713 5729967 

4744 db mining Hs.75063 NMJJ06734 5803032 



4745 db mining Hs.56328 NM_006737 5B03051 



small inducible cytokine subfamily A 

(Cys-Cys), member 26 (SCYA26), 

mRNA/cds=(0,284) 

sema domain, immunoglobulin domain 

(Ig), short basic domain, secreted, 

(semaphorin) 3A (SEMA3A), mRNA 

/Cds=(1 5,2330) 

MHC binding factor, beta (MHCBFB), 
mRNA /cds=(90 f 1286) 
Homo sapiens, clone MGC:846 
IMAGE:3507917, mRNA, complete cds 
/cds=(60,545) 

Ubiquitin specific protease 15 (USP15), 
mRNA/cds=(9,2867) 

sema domain, immunoglobulin domain 
(Ig), short basic domain, secreted, 
(semaphorin) 3C (SEMA3C), mRNA 
/cds=(562,2817) 
1-acylglycerol-3-phosphate O- 
acyltransferase 1 (lysophosphatidic acid 
acyltransferase, alpha) 

U5 snRNP-specific protein (220 kD), 
ortholog of S. cerevisiae PrpBp (PRP8), 
mRNA /Cds-(41 ,7048) 

mab-21 (C. elegans)-like 1 (MAB21L1), 
mRNA/cds=(818,l897) 

G protein-coupled receptor (TYMSTR), 
mRNA/cds={81,1109) 

nuclear factor of activated T-cel!s 5, 
tonicity-resonsive (NFAT5), mRNA 
/cds=(318,49l3) 

ret finger protein-iike 3 (RFPL3), 
mRNA /cds={292,1 158) 

ret finger protein-like 2 (RFPL2), 
mRNA /cds=(292,1 158) 

activated RNA polymerase H 
transcription cofactor 4 (PC4), mRNA 
/cds=(0,383) 

DNA sequence from clone 67K17 on 
chromosome 6q24.1-24.3. Contains the 
HIVEP2 (Schnurri-2) gene for HIV type 
1 Enhancer-binding Protein 2, and a 
possible pseudogene in an intron of this 
gene. Contains STSs and GSSs and an 
AAAT repeat polymorphism 
/cds=(545,7885) 

kiJler cell immunoglobu)in-like receptor, 
three domains, long cytoplasmic tail, 2 
(KIR3DL2), mRNA/cds=(2,1369) 
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GTGAGATCGGTGCGTTCTCCTGATGT 
TTTGCCGTGGCTTGGGGATTGTAC 

GAACTTTCAGGAAGAAGCATGTTTTA 
TTCTGGACACAATGAAAGAAACCA 
TTGGGTGTAGATTTCTGACATCAAAA 
CTTGGACCCTTGGAAAACAAAAGT 

CAACCCAGCTTCCCTCTGCTGTGCCA 

CGGCTGTTGCTTCGGTTATTTAAA 

ATAGCCATCCTCTTTGCAGTCCTGTT 

GGTTGTGCTCATCCTCTTCCTAGT 

ACATGAGCTTCTACCTCCAGATGTGC 

CAGGGTGCATCTCAATAAACTTGG 

ACTGAAAAGACAACTGGCTACAAAGA 

AGGATGTCAGAATGTAAGGAAACT 

AAGTTGTG GCTGTTCTTGGGAAAGGG 

GTCACCGTGTCTGACAAAGTGTAA 

CCCCTCGCCCCGTCACACCGTTATG 

CATTACTCTGTGTCTACTATTATGT 

GCTGTGAGAGCTTGTTTCTGATTGTT 
TCATTGTTCGCTTCTGTAATTCTG 



ACCAACACTGTCCCAAGGTGAAATGA 
AGCAACAGAGAGGAAATTGTACAT 

TGCTCAGTTTTTCAGCTCCTCTCCAC 
TCTGCTTTCCCAAATGGATTCTGT 

ATATTCACTACCAAAAGAGGCAAGAA 
AGTCTGTACCCATC CAAGGAAAAA 

GCTGCATTACCTCTAGAAACCTCAAA 
CAAGTAGAAACTTGCCTAGACAAT 



TCCAAGTCGAAATCGCTGCTGAGGCT 
GAGATGAAGAAAGAAAAGTCCAAA 
CATCTCCTCCCAGAACGTCACAGTGC 
TCAGAGACAAACTGGTCAAGTGTG 

TTTGTCTGCACTTGAGTTCACTTGAG 
TTTACATTTGAAATGTGCATGTTT 
AGTTCCCTTTATTTCACATAAGCCCAA 
ACTGATAGACAGTAACGGTGTTT 



1 GGAGAGGGTGGGACCCAGTTTTGCG 
TGGTTGG I I 1 1 1 ATTAATTATCTGG 

1 CCTCTTTCCCTCTGTCTGTGCTTGTG 
TTGTTGACCTCCTGATGGCTTGTC 

1 CTGATTCTTCTGTCCTCATTGTGAAC 
ATAACCGTGTAGTTGAAACAGTCA 

1 TTTCCAATGTCTGCCACACAAACGTA 
TGTAAATGTATATACCCACACACA 

1 TCCTGAGAAACAACACATTTTTCCCC 
ATGAACGGTGCTGTTCTGAAGTCT 

1 TATTGCCACCATCCAACTCATTGAGT 
CTTATGGTTCACATCTTGTTTCCT 

1 AGTCCTATGGTTCACATCTTGTTTCCT 
ATAGAAATGTCCTGTATTCTGGG 

1 AAACCAGGAAGAAAAGGTATTTCTTT 
AAATCCAGAACAATGGAGCCAGCT 

1 AAGCAGTTGGACTTTCACAGCAGCAA 
GGAATTATCTTCAAGCACAGAGGA 



CTTCAGTGTAGCTCTCTCCTCTTCAA 
ATAAACATGTCTGCCCTCATGGTT 
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Table 8 

5803097 zinc finger protein 220 (ZNF220), 

mRNA/cds-(393,6407) 
1 1 321623 chromosome 6 open reading frame 1 0 

(C6orf10), mRNA /cds=(236,1942) 
58031 05 titin immunoglobulin domain protein 

(myotilin) (TTID), mRNA 

/cds={280,1776) 
6031 1 73 mouse double minute 2, homolog of; 

p53-binding protein (MDM2), transcript 

variant MDM2, mRNA /cds=(31 1 J 786) 

5901 91 9 CD86 antigen (CD28 antigen ligand 2, 
B7-2 antigen) (CD86), mRNA 
/cds=(147,1118) 

9845510 ras-related C3 botutinum toxin 

substrate 1 (mo family, small GTP 
binding protein Rac1) (RAC1), transcript 
variant Radb, mRNA /cds={0,635) 

5902053 ring finger protein 5 (RNF5), mRNA 

/cds=(0,542) 
1 378721 8 DOM-3 (C. elegans) homofog Z 

(DOM3Z), transcript variant 2, mRNA 

/cds=(129,1319) 
5901 935 HLA class I! region expressed gene 

KE4 (HKE4), mRNA /cds=(326,1615) 
5901923 centrosomal protein 1 (CEP1), mRNA 

/cds=(472,3456) 
1 3259505 endothelial cell-specific molecule 1 

(ESM1), mRNA/cds=(68,622) 
5902065 ribonuclease P (14kD) (RPP14), 

mRNA /cds=(1 69,543) 
5901 909 natural killer cell receptor, 

immunoglobulin superfamily member 

(BY55), mRNA /cds=(21 5,760) 
59021 29 suppressor of white apricot homolog 2 

(SWAP2), mRNA /cds=(1 43,21 22) 
9507238 pre-B lymphocyte gene 1 (VPREB1), 

mRNA/cds=(0,437) 
766949B killer cell lectfn-like receptor subfamily 

D, member 1 (KLRD1), transcript 

variant 1 , mRNA /cds=(260,799) 

6912353 ELL-RELATED RNA POLYMERASE II, 
ELONGATION FACTOR (ELL2), 
mRNA /cds=(0, 1922) 

691 2743 5'-3* exoribonuclease 2 (XRN2), mRNA 
/cds=(68,2920) 

691 2471 killer cell immunoglobulin-like receptor, 
two domains, short cytoplasmic tail, 4 
(KIR2DS4), mRNA /cds=(46,960) 

6912649 sema domain, immunoglobulin domain 
(Ig), short basic domain, secreted, 
(semaphorin) 3E (SEMA3E), mRNA 
/cds=(466,2793) 
1 09471 06 T-cell leukemia/lymphoma 6 (TCL6), 
transcript variant TCL6a2, mRNA 
/cds=(1767,2192) 

701 9342 cDNA FLJ201 61 fis, done COL09252, 
highly similar to L33930 CD24 signal 
transducer mRNA ycds=UNKNOWN 

7019434 interleukin 17C (IL17C), mRNA 

/cds=(0,593) 
7019574 interleukin 19 (IL1 9), mRNA 

/cds=(47,580) 
7524353 dirnethyiarginine 

dimethylaminohydrolase 2 (DDAH2), 

mRNA /cds=(276,1 1 33) 
7662640 PTD01 2 protein (PTD01 2), mRNA 

/cds=(473,1087) 
7662589 AF001542CDNA 

/clone=alpha_est21 8/52C1 
7661 761 HSPC048 protein (HSPC048), mRNA 

/cds=(87,419) 
7661759 HSPC054 protein (HSPC054), mRNA 

/cds=(1 07,397) 
7661781 HSPC073 protein (HSPC073), mRNA 

/cds=(278,649) 



TTCTCTCGTGCAACCAGTTTGCCCAT 

TCTCTTCCTATTACTTGCTCCAGG 

TGCTCTTCAGAAGTTTCACCC 1 1 IMA 

ATCTCTCAGCCACAAACCTCAGT 

ACGTTTACTGGTACTGCTTTCTAAATA 

CTGTTTTACCCGTTTTCTCTTGT 

GACAACCAATTCAAATGATTGTGCTA 
ACTTATTTCCCCTAGTTGACCTGT 



GGCCAAGCCCAGCTTAATGGCTCAT 
GACCTGGAAATAAAATTTAGGACCA 

CTCAAGACAGTGTTTGACGAAGCGAT 
CCGAGCAGTCCTCTGCCCGCCTCC 



CTTTTTCACCACCGTCTTCAATGCCC 
ATGAGCCTTTCCGCCGGGGTACAG 
ACATCGTATTTGCGGCCAGCCTCTAC 
ACCCAGTGAATGCCCCATGTAAAA 

TATTCCTTTTATATCACTGTGTTTGAA 

TCGAGGGGGAGGGGTGGTAACCG 

ATGGGAATAGTTGCATATGGGAATTT 

AAACC AAC ATGTG GCTG AG CCTTT 

GGCCTTTGAATGTAAAGCTGCATAAG 

CTGTTAGGTTTTGTTTTAAAAGGA 

CAGT7TGGCCTTATGCTTTATGCAGA 

CTTGAGTGTATGCAGGATTTCATT 

CAGACCAAGAGCACCACAGACTACAA 

CTGCCCAGCTTCATCTAAATACTT 

GTGGGTAAGGGGCTCAAGCTGTGAT 

GCTGCTGGTTTTATCTCTAGTGAAA 

ACCCTCCCAGGTTCCTGCTGAGATAT 

TTCTCACAATCAGACAAGAGCCAG 

GGGCAGAGAAGGTGGAGAGTAAAGA 

CCCAACATTACTAACAATGATACAG 



GGCTCACATCAAAAGGCTAATAGGTG 
AATTTGACCAACAGCAAGCAGAGT 

AACACATTTGAGGAATAGGAGGTCCG 
GGTTTTCCATAATGGGTAAAATGG 
GCTGTTCCACCTCCCTTCAGACTATC 
TTTCAGCCTTCTGCCAGCAGTAAA 



ACTATAAGTCATTTTGAGTGTTGGTG 
TTAAGCATGAAACAAACAGCAGCT 



GCTATTCACAGTTCTGGGGAACAACC 
AAAGGAGGAGGAGGACAAAGGGAA 

AAGCTACTGTGTGTGTGAATGAACAC 
TCTTGCTTTATTCCAGAATGCTGT 



CTATCCACAGAAGCTGGCCTTCGCC 

GAGTGCCTGTGCAGAGGCTGTATCG 

GTCATATAGTCCATGTCTGTGATGTG 

AGCCAAGTGATATCCTGTAGTACA 

TCCACTGGGTGAATCCTCCCTCTCAG 

AACCAATAAAATAGAATTGACCTT 

GAGTTTCTCTATCGCATTGGTCAACC 

AAAAGAGACGCATTCCATTGGGCG 

TTCTCTGCATCTAGGCCATCATACTG 

CCAGGCTGGTTATGACTCAGAAGA 

TGCGAAATTGTGGACTGTTGGACTGT 

GATTCTAAGTGGGGGAAATAGGCT 

GAACCT7TCTGAAACCAGTGGCAGCC 

CAAGTTAGAGCCCAGCATTAAGTC 

CCAGAATCTTCTATTCCCACTTCCCA 

TTTCTCAAATCATTTGACCTGTCG 
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4800 db mining 
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Hs.129751 NM_014339 

HS.296429 NMJJ14348 

HS.21814 NM_014432 

HS.1 10040 NMJH4443 

HS76698 NMJ)14445 

HS.326248 NMJ)14456 

Hs.278441' NM_014634 

Hs.19056 NM_014824 

Hs.11711 NMJJ14844 

Hs.7724 NM_014963 

Hs.31989 NM 015449 
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4793 db mining Hs.278428 NM_015902 

4794 db mining Hs.279583 NMJ316025 



Hs.179817 NM_016026 
Hs.236494 NM_016131 
Hs.115515 NM_Q16184 



7657229 
7657468 

7657690 
7657227 
7657551 

7657448 
7661861 
7662295 
7662057 
7662409 
14149687 

14149689 

7705374 

13435357 
7705788 

7705790 
7705848 
7705337 



Hs7905 NMJM6224 7706705 



Hs.66 NMJJ16232 

Hs.180403 NMJH6271 

Hs.3059 NM_016451 

Hs.321245 NMJM6530 

Hs.1 15897 NM^0 16580 

Hs.98309 NMJH6584 

Hs.273385 NM_016592 



11136631 
7706722 
7705368 
7706562 

14589925 
7706701 



Table 8 

solute carrier family 5 (neutral amino 
acid transporters, system A), member 4 
(SIC5A4), mRNA /cds=(16,1995) 
HLA class II region expressed gene 
KE2 (HKE2), mRNA/cds=(0,389) 
interieukin 1 receptor accessory protein- 
like 1 (1L1RAPL1), mRNA 
/cds={510,2600) 

Homo sapiens, Similar to homoiog of 
Yeast RRP4 (ribosomal RNA 
processing 4), 3'-5'-exoribonudease, 
Clone MGC:2403 IMAGE;2821702, 
mRNA, compfete cds /cds=(1 1 ,892) 
interieukin 17 receptor (IL17R), mRNA 
/cds=(32,2632) 

similar to rat integral membrane 
glycoprotein POM121 (POM121L1), 
mRNA/cds={0,1286) 

Interieukin 20 receptor, alpha (IL20RA), 
mRNA/cds=<236,1897) . 

interieukin 17B (IL17B), mRNA 
fcds=(4l,583) 

mRNA; cDNA DKFZp434L1621 (from 
clone DKFZp434L1621); complete cds 
/cds=(315,515) 

CDNA: FLJ22071 fis. clone HEP11691 
/cds=UNKNOWN 

KIAA0015 gene product (KIAA0015), 
mRNA /cds=(1 06,1 470) 

KIAA0769 gene product (KIAA0769), 
mRNA /cds=(239,2293) 

mRNA for KIAA0297 gene, partial cds 
/cds=(0,3815) 

KIAA0963 protein (K1AA0963), mRNA 
/cds=(215,4315) 
DKFZP586G1722 protein 
(DKFZP586G1722), mRNA 
/cds=(21 0,869) 
OKFZP434F091 protein 
(DKFZP434F091), mRNA 
/Cds=(334,1857) 

HlV-1 inducer of short transcripts 
binding protein (FBI1), mRNA 
/cds=(0,1754) 

progestin induced protein (DD5), 
mRNA/cds=(33,8432) 

Homo sapiens, Similar to CGf-81 
protein, clone MGC:705 
IMAGE:3350598, mRNA, complete cds 
/Cds=(248,1099) 

CGl-82 protein (LOC51109), mRNA 
/cds=(40,996) 

RAB10, member RAS oncogene family 
(RAB10), mRNA /cds=(90,692) 

C-type (calcium dependent, 
carbohydrate-recognition domain) lectin, 
superfamily member 6 (CLECSF6), 
mRNA/cds=(241,954) 

SH3 and PX domain-containing protein 
SH3PX1 (SH3PX1), mRNA 
/cds=(43,1830) 

interieukin 1 receptor-like 1 (IL1RL1), 
mRNA /cds=(0 f 1 670) 

STRIN protein (STRIN), mRNA 
/cds=(221,958) 

coatomer protein complex, subunit beta 
(COPB), mRNA /cds=(1 78,3039) 
cDNA FU10249 fis, done 
HEMBB1 000725, highly similar to 
Rattus norvegicus GTPase Rab8b 
mRNA;cds=UNKNOWN 
protocadherin 12 (PCDH12), mRNA 
/cds=(121 1,4765) 
SGRF protein, Interieukin 23 p19 
subunit (SGRF), mRNA /cds=(143,712) 



7706588 guanine nudeotide binding protein (G 
protein), alpha stimulating activity 
polypeptide 1 (GNAS1), mRNA 
/Cds=(68,1252) 



1 CCTCCTGGCTGTGGTGGTCTTTATTC 
ACGGCTACTATGCCTGAACTCTAT 

1 GAAATTAAGCGATACGAATCCCAGCT 
TCGGGATCTTGAGCGGCAGTCAGA 

1 TCACAGTGACCACTACAGAGTACTAA 
GAAGAGAAGATCAAGGGCATGAAA 

1 TCTTAAAGCCAGAAATAATGGAGGAG 
ATTGTGATGGAAACACGCCAGAGG 



1 CTTTTCTTTGTGCAGCGGTCTGGTTA 
TCGTCTATCCCCAGGGGAATCCAC 

1 CCACGTTGGGGTCACTACTGGAGTG 
GATGGAGGCCCTTCACATTTCTGGG 

1 TGACCTTTCGTGATTATCCGCAAATG 
CAAACAGTTTCAGATCTAATGGTT 

1 CAGTCATGGAGACCATCGCTGTGGG 
CTGCACCTGCATCTTCTGAATCACC 

1 AGGTTTCTTCATGAGTCATTCCAAGT 
TTTCTAGTCCATACCACAGTGCCT 

1 GAGGTCGTCTTAAACCAGAGAGCTAC 

TGAATATAAGAACTCTTGCAGTCT 
1 GCAGTCTCCCA4GGACCCACCATGC 

AGAAGTGTCAATAAACCACAAGTTC 
1 GGAGGGAGCCTCTGTGCAGATGTGC 

TTTCTTTACAGTG GCTGTAAAAAGT 
1 GATGCTTTTAAAGTTGTAGCTTCGTG 

CTTTGTACAGTTTTCTTTCTGGTT 
1 AATATATGCAATTCTCCCTCCCCCAG 

CCCTTCCCTG ACCC CTAAGTTATT 
1 AATCTGCCAGGCTATGTGACAGTAGG 

AAGGAATGGTTTCCCCTAACAAGC 

1 AGCACATACATTGATAGATGGGGTGT 
GGGACCAACAAACCAAATTAAAAG 

1 CAACGGCCAGGAGAAGCACTTTAAG 
GACGAGGACGAGGACGAGGACGTGG 

1 TTGTG G AAACTGTTTC AG CAAAGGTT 
CTTGTATAGAGGGAATAGGGAATT 

1 GGGGGAAGGAAGGCTTCAGACTTGG 
GGGAAGGGGAGATTATTGCAAATTG 



CTATGGAGGAATTGAGGGCAAGCAC 

CCAGGACTGATGAGGTCTTAACAAA 

ACACCAAACAGTTAAGTCCATTCTCT 

GGTACTAGCTACAAATTCGGTTTC 

TGCACACAGGGAGAGAACATGAGTC 

TCTCTTAATTTTTATCTGGTTGCTA 



1 TTCAATGGAAAATGAGGGGTTTCTCC 
CCACTGATATT7TACATAGAGTCA 

1 GACCACATTGCCAATAAAAGGTCCCT 

GAATTCCAAATTCTGGAAGCACGT 
1 AGGCCCAAATCACAGAATAAAGGACT 

AAGAGTGGATTTGCTGACATTCCA 
1 GCTGTCCTCAAAGTATATAATGTTTCA 

TGTACCAAGACCCTTTTCACAGT 
1 AAGGGTATTTGGTCTGGTTCATATGG 

TCAAATATTACTGCCTTGGTAGCA 



1 GGGGTGCCAGGAAATGCTCTCTGAC 
CTATCAATAAAGGAAAAGCAGTGAT 

1 TGGGAAGGGAAATTTGGGGATTATTT 
ATCCTCCTGGGGACAGTTTGGGGA 

1 GCCACAAAAGTTCCCTCTCACTTTCA 
GTAAAAATAAATAAAACAGCAGCA 
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Table 8 

RNA binding motif, single stranded 
interacting protein 1 (RBMS1), 
transcript variant MSSP-2, mRNA 
/Cds={265,1434) 

interteukin 1 receptor accessory protein- 
like 2 (1L1RAPL2), mRNA 
/cds=(756,2816) 

globotriaosylceramide/CD77 synthase; 
Gb3/CD77 synthase; afpha1,4- 
galactosyitransferase; 4-N- 
acetylglucosaminyltransferase 
(A14GALT), mRNA /cds=(1 33,11 94) 
clone H41 unknown mRNA 
/cds=(323,1099) 

DIPB protein (HSA249128), mRNA 
/cds=(177,1211) 

tRNA isopentenylpyrophosphate 
transferase (IPT), mRNA 
/cds=(60,1040) 

Homo sapiens, Similar to hypothetical 
protein FU20533, clone MGC:3448 
!MAGE:3631570, mRNA. complete cds 
/cdS=(3B0,8S5) 
AL544307 cDNA 
/cione=CS0DI01 9YG1 3-(5-prime) 
mRNA for KIAA1 757 protein, partial 
cds/cds=(347,4576) 
mRNA for KIAA1541 protein, partial 
cds/cds=(908,2341) 
interieukin 20 (IL20), mRNA 
/cds=(0,530) 

major histocompatibility complex, class 

I, F (HLA-F), mRNA ^=(0,1088) 

mRNA for WDR9 protein (WDR9 
gene), form B /cds={79,6888) 
cytochrome P450, subfamily XXIA 
(steroid 21 -hydroxylase, congenital 
adrenal hyperplasia), polypeptide 2 
(CYP21A2), mRNA/cds=(118,1605) 
cytochrome P450, subfamily XXIA 
(steroid 21 -hydroxylase, congenital 
adrenal hyperplasia), polypeptide 2 
(CYP21A2). mRNA /Cds=(1 18,1605) 
kallikreinl2(KLK12), mRNA 
/cds=UNKNOWN 
butyrophilln-Hke 2 (MHC class 11 
associated) (BTNL2), mRNA 
/cds=(0,1367) 

coagulation factor VII (serum 
prothrombin conversion accelerator) 
(F7), transcript variant 1, mRNA 
/cds=(51,1451) 
coagulation factor VII (serum 
prothrombin conversion accelerator) 
(F7), transcript variant 1, mRNA 
fcds=(51,1451) 

major histocompatibility complex, class 

II, DQ alpha 2 (HLA-DQA2), mRNA 
/cds=(0,767) 

ONA sequence from clone CTA-246H3 
on chromosome 22 Contains the gene 
for 1GLL1 (immunoglobulin lambda-like 
polypeptide 1. pre-B-cell specific), a 
pseudogene similar to LRP5 
(Lipoprotein Receptor Related Protein.), 
ESTs, Genomic markers (D22S414, 
D22S925, D22S926), CA repeats, 
STSs, GSSs and a CpG island 
/cds=(0,438) 

ATP-binding cassette, sub-family D 
(ALD), member 4 (ABCD4), transcript 
variant 5, mRNA /cds=(51 ,1 544) 
cDNA FLJ146*13fis, clone 
NT2RP1001 113, highly similar to CTL2 
gene /cds=UNKNOWN 
oncostatin M (OSM), mRNA 
/cds=(0,758) 
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ATAAGGTGCATAAAACCCTTAAATTC 
ATCTAGTAGCTGTTCCCCCGAACA 



GATACCCAGGAATTTCACAGGAACAG 
TTCTTTGCTGCCTTTATCCTCCAA 

CCCACCCTGCCGCCCGCATTATAAAC 
ACAGGAGAATAATCAATAGAATAA 



AAACCAGGCCCTTAAACTTCAGCTAG 

ACAACCAATATGCTGTGCTTGAAA 

CCAGATCCACAGCAGGCACATATCTC 

TCCAAGGGATGACCAGTTTTATGC 

GGACTTGAAGACCAAAGACTTTGAAA 

TTTGCGAGCTGCTCATGTGTGAGT 

GAAACGGCATAAAGATGAGAAATGAG 
CCTATTTGTTAGTGTTCGTGCTTA 



CCTGCCCTCGCCTGGAATCAGTGTTA 

CTGCATCTGATTAAATGTCTCCAG 

AATGAGTTGTGTTGAAGCCTCCGTCT 

CCCATCCTTGCCTGTAGCCCGTAG 

CAGAGTTGACGGACACTGCTCCCAAA 

AGGTCATTACTCAGAATAAATGTA 

GAACCTCAGGCAGCAGTTGTGAAGG 

CTTTGGGGGAACTAGACATTCTTCT 

GGACTGAGAAGCAAGATATCAATGTA 

GCAGAATTGCACTTGTGCCTCACG 

CAATGGTTGCACCTTATGACCTTGAG 
GGAAAGCCAGTTCATTTAAGAGGA 
GGGGGAGGGGAGGGGTTCGTACAG 
GAGCAATAAAGGAGAAACTGAGGTAC 



GGGGGAGGGGAGGGGTTCGTACAG 
GAGCAATAAAGGAGAAACTGAGGTAC 



ACTTCTTGGAACTTTAACTCCTGCCA 
GCCCTTCTAAGACCCACGAGCGGG 
TGTTCCATCAGCATCCCCTTTTTGGG 
CGAGGAGAAAATCGCAACTTTTTC 

CAGACTATTCCCCACCTGCTTCCCAG 
CTTCACAATAAACGGCTGCGTCTC 



CAGACTATTCCCGACCTGCTTCCCAG 
CTTCACAATAAACGGCTGCGTCTC 



GTCTGTGGGCCTCATGGGCATTGTG 
GTGGGCACTGTCTTCATCATCCAAG 

CTCCAAACAGAGCAACAACAAGTACG 
CGGCCAGCAGCTACCTGAGCCTGA 



CCAAAGTCCTCACTCAGACCAGTGCC 
CCTCCAGTTCAGTTGTCTATGTAT 

TGTCTTCCACCCTCAAGAAACTCTTG 
AACAAGACCAACAAGAAGGCAGCG 

GCAGGACCAGACCCTCCAGGAAAGG 
CAAGAGACTCATGACCAGGGGACAG 
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4831 literature 
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4833 db mining 
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4835 db mining 
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4837 db mining 

4838 db mining 
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4840 db mining 

4841 db mining 

4842 db mining 
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4844 db mining 

4845 db mining 
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4847 literature 

4848 db mining 

4849 db mining 

4850 Table 3A 

4851 db mining 



Hs.105052 NM 020979 



1 0280625 adaptor protein with pleckstrin 

homology and src homology 2 domains 
(APS), mRNA/cds={1 27,2025) 



4852 Table 3A 

4853 db mining 

4854 Table 3A 

4855 db mining 

4856 Table 3A 



Hs.1510 NM_021068 10835102 interferon, alpha 4 (IFNA4), mRNA 

/Cds=(1 40,709) 

Hs.76293 NM_021103 10863394 thymosin, beta 10 (TMSB10), mRNA 

/Cds=(65,199) 



Hs.3254 NM_021134 10863930 

Hs.7137 NM_021188 10863994 

Hs.11090 NM_021201 11139298 

Hs.241587 NM__021246 10864054 

Hs.110915 NM_021258 10864066 

Hs.210546 NM_021798 11141868 

Hs.302014 NMJ321803 11141874 

Hs.82887 NMJJ21959 11385174 

Hs.79372 NM_021976 11415051 

Hs.293934 NM_021983 11875206 

Hs.96560 NM 022086 11545798 



mitochondrial ribosomal protein L23 
(MRPL23), mRNA/cdS=(54,515) 
clones 23667 and 23775 zinc finger 
protein (LOC57862), mRNA 
/cds=(182,1618) 

high affinity immunoglobulin epsilon 
receptor beta sub-unit (CFFM4), mRNA 
/cds=(146,868) 

megakaryccyte-enhanced gene 
transcript 1 protein (MEGT1), mRNA 
/cds=(3,1151) 

interleukin 22 receptor (IL22R), mRNA 
/cds={23,1747) 

interleukin 21 receptor (IL21R), mRNA 
/cds=(68,1684) 

interleukin 21 (IL21), mRNA . 
/cds=(46,534) 

protein phosphatase 1, regulatory 
(inhibitor) subunit 11 (PPP1R11), 
mRNA /cds=(1 99,579) 

retinoid X receptor, beta (RXRB), 
mRNA/cds=(179,1780) 

major histocompatibility complex, class 
II, DR beta 4 (HLA-DRB4), mRNA 
/cds=(58,948) 

Homo sapiens, Similar to hypothetical 
protein FU11656, clone MGC:5247, 
mRNA, complete cds /cds=(1 49,271) 



Hs.288316 NM 022107 11545816 chromosome 6 open reading frame 9 

(C6orf9), mRNA 7cds=<373,855) 

Hs.991 34 NM JJ221 10 11 545822 DIR1 protein (NG7), mRNA 

/CdS=(268,879) 

Hs.24633 NMJ3221 36 1 1 545870 SAM domain, SH3 domain and nuclear 

localisation signals, 1 (SAMSN1), 
mRNA/cds=(82,1203) 

Hs.247885 NM 022304 1111111 histamine receptor H2 (HRH2), mRNA 

/cds=(525,1604) 

Hs.271815 NM 022352 11641262 caspase recruitment domain protein 9 

(LOC64170), mRNA/cds=(146,1246) 



Hs.294030 NMJJ22447 



13937360 topoisomerase-related function protein 
4-2 (TRF4-2), mRNA /cds=(336 t 869) 



Hs.15220 NMJ322473 11968022 
Hs.28921 NMJ322482 1 1 968149 



zinc finger protein 106 (ZFP106), 
mRNA/cdS=(335,5985) 
DNA sequence from clone RP3- 
322G13 on chromosome 20p1 1.21-12.3 
Contains the gene for NTF2-re!ated 
export protein (NXT1), a gene for a 
novel zinc finger protein with three 
isoforms, two isoforms for the 3' part of 
a novel gene, a gene for a novel protein 
similar to mouse and bovine beta- 
soluble NSF attachment protein (SNAP- 
beta), a novel gene similar to cystatin, 
another novel gene similar ro cystatin 8 
(CST8) with two isoforms, ESTs, STSs, 
GSSs and CpG islands /cds=(0,21 35) 



Hs.161786 NM_022570 13384603 C-type (calcium dependent, 

carbohydrate-recognition domain) lectin, 
superfamily member 12 (CLECSF12), 
mRNA/cds=(7l,676) 
12232484 interleukin 17E (IL17E), mRNA 

/cds=(258,791) 
1 3 1 62284 hypothetical protein FU 1 1 000 

(FLJ11000), mRNA/cds={223,780) 
13128993 hypothetical protein MGC2488 

(MGC2488), mRNA /cds=(553,1 170) 
1 31 291 1 1 hypothetical protein MGC2747 

(MGC2747V mRNAycds={92,247) 
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Hs.302036 NM_022789 

Hs.302981 NM_024033 

Hs.267194 NM_024039 

Hs.250723 NM_024104 



GGTGGGACACGCCAAGCTCTTCAGT 
GAAGACACGATGTTATTAAAAGCCT 



AGCTTGGTGTATACCTTGCAGGCACT 
AGTCCTTTACAGATGACAATGCTG 
AGGAAGAGCCACCTG CAAGATGG AC 
ACGAGCCACAAGCTGCACTGTGAAC 

GGGTGCAGCATGGCTCTAACAAGAG 
AAGAGATCACAGAAACGTGAGGATC 
TACATTCTCCCTTTAGCAACCTGAGT 
AAGAGACTCTCTGCCACTGGGCTG 

AACTCTTGGCCTCAGAGGAAGGAAAA 
GCAACTCAACACTCATGGTCAAGT 

AGGGAACAAGGGAGCAAGGGAACAA 
GGGACATCTGAACATCTAATGTGAG 

GTGGCCCCTGGACGGGTACAATAAC 

ACACTGTACTGATGTCACAACTTTG 

CCCCTACCCTGCCCCAATTCAATCCT 

GCCAATAAATCCTGTCTTATTTGT 

ACACGGAAGTGAAGATTCCTGAGGAT 

CTAACTTGCAGTTGGACACTATGT 

CGGTCCTTTTGCCATACACAGTTACA 

GAGATCAGTCAAATCCATACCACC 

ATACCTGTGAGGACTGGTTGTCTCTC 
TTCGGTGCCCTTGAGTCTCTGAAT 
TCATCTACTTCAGGAATCAGAAAGGA 
CACTCTGGACTTCAGCCAACAGGT 

TG CTTCTTG AAATG G ATTTAACAAC A 
GCCAGGAGCTTCCTGTCAGTAACC 



CCCTCCCCACTGCTGCTGAGTCTGTC 
TGATGTTTTGGTTGTGTGAATAAA 
AGGAGGAACTGGGGAAGGTGGTCAT 
TCAGGGGAAGAACCAGGATGCAGGG 

TGGGAAAGTGTGAGTTAATATTGGAC 
ACATTTTATCCTGATCCACAGTGG 

TTAAAAGGAGCACATTAAAATTCTCA 
GAGGACTTGGCAAGGGCCGCACAG 
GCACACGCCATCTGTGTAACTTCAGG 
ATCTGTTCTGTTTCACCATGTAAC 



TTTTTCCCAGCTCGCCACAGAATGGA 
TCATGAAGACTGACAACTGCAAAA 

AAGAGAAATATATGCCCTAGAGCTGC 
TCCAGCACCCTTGGTTTCTGATTT 
ACAGACAGACTCGATGCCCACACAG 
CTTCACTCTTTGAGCAACATGGAAT 



GCACGGTGTGTTGCCACGATTTGACC 
CTCAAC7TCTAGCAGTATATCAGT 



AGTGTAGTTACTAGTCTTTTGACATG 

GATGATTCTGAGGAGGAAGCTGTT 

TCACTGCCATACAGGTTTTCCAATAC 

ACAAGTGCTAGAAAATACACACAA 

TTGCTTGCCCTCCATGTCTTCCTAAA 

GAGCAGAACTTGGAGTTTCTCCTT 

AGAATGAGCCTGAATGTTGGTGGTTT 

TTGAAATCCTGACTTGGAGGTAAA 
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db mining 
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NM_024835 
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Hs. 1831 71 
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db mining 


Hs.212839 


NM_024879 
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db mining 
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NMJ>25085 
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db mining 


Hs.336937 


NM_025222 
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Hs.336937 


NMJ325222 
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Hs.336937 


NMJ325222 
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Hs.247879 


NM_025260 
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db mining 


Hs.241586 


NMJJ25261 
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db mining 


Hs. 11 8354 


NMJ025263 
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db mining 


Hs,301920 


NM_030651 
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Hs. 196270 


NM_030780 
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Hs.1 07149 


NM_030934 
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Hs.225946 


NM_031200 
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db mining 


Hs.25063 


NM_031268 
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Hs.301183 


NM_Q31419 
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db mining 


Hs.283801 


NM_032009 
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Hs.301104 


NM_032236 


4877 
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Hs 193669 


NM 032270 


4878 


db mining 


Hs.323662 


NM.032334 


4879 


db mining 


Hs. 106823 


NMJ332335 


4880 


db mining 


Hs.334639 


NMJ)32389 


4881 


db mining 


Hs.248367 


NMJ)32445 


4882 


db mining 


Hs.69233 


NM 032494 


4883 


db mining 


Hs.28514 


NM_032597 


4884 


Table 3A 


Hs. 10056 


NMJ)32811 
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Table 3A 


Hs.334788 


NM_032815 
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Hs.11360 


NMJJ32839 
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db mining 


Hs.29206 


NM 032895 
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Hs.154172 


R64548 
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db mining 


Hs.1 59386 


S74639 
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Hs.172762 


T75153 



Table 8 

13375916 hypothetical protein FU11583 

(FU 11583), mRNA /cds=(371, 1606) 
13489098 hypothetical protein FLJ12242 

(FLJ12242) t mRNA /cds={185,1057) 
1 3376244 C3HC4-type zinc finger protein (LZK1 ), 

mRNA/cds=(47,2140) 
13376250 hypothetical protein FU22002 

(FLJ22002), mRNA /cds=(1 15,783) 
T3376319 mRNA for KIAA1714 protein, partial 

cds/cds=(0,3175) 
1 3376639 mRNA for putative N-acetyltransferase 

/cds=(208,2808) 
13489105 mRNA; cDNA DKFZp434C0814 (from 

done DKF2p434C0814) 

/cds=UNKNOVVN 
13489105 mRNA; cDNA DKF2p434C0814 (from 

clone DKFZp434C0814) 

/cds=UNKNOWN 
13489105 mRNA; cDNA DKFZp434C0814 (from 

clone DKFZp434C0814) 

/cds=UNKNOWN 
13376871 G6B protein (G6B), mRNA 

/cds=<0 ( 725) 
13376873 G6C protein (G6C), mRNA 

/cds=(54,431) 
1 3376877 CAT56 protein (CAT56), mRNA 

fcds=(264,1025) 
13449284 chromosome 6 open reading frame 31 

(C6orf31), mRNA/cds=(0,602) 
1 3540550 folate transporter/carrier (LOC81 034), 

mRNA /cds=(128,1 075) 
1 3569898 novel protein similar to archaeal, yeast 

and worm N2,N2-dimethylguanosine 

tRNA methyltransferase (C10RF25), 

mRNA /cds=(1 94,2395) 

14043041 chemokine (C-C motif) receptor 9 

(CCR9), transcript variant A, mRNA 

/cds=(157,1266) 
13775167 PRO0461 protein (PRO0461), mRNA 

/cds=(779,970) 
1 3399228 molecule possessing ankyrin repeats 

induced by lipopolysaccharide (MAIL), 

homolog of mouse (MAIL), mRNA 

/cds=(48,2204) 
141 96461 protocadherin gamma subfamily A, 2 

(PCDHGA2), transcript variant 1, 

mRNA /cds={1 85,2983) 
14149943 602313002F1 cDNA, 5' end 

/clone=IMAGE:4422480 /clone_end=5 r 

14150008 hypothetical protein DKFZp586J1119 

(DKFZp586J1119), mRNA 

/cds=(27,2153) 
141501 17 hypothetical protein MGC14595 

(MGC14595), mRNA/cds=(101,850) 
14150119 mRNA for KIAA1823 protein, partial 

cd$/cds=(52,1185) 
14150222 SH3 domain-containing protein 651 1 

(LOC51165), mRNA/cds=(215,1489) 
14192940 MEGF11 protein (MEGF11), mRNA 

/cds=(1 59,3068) 
14210505 zinc finger protein (LOC84524), mRNA 

/cds=(92 f 967) 
1421 1930 testes development-related NYD-SP21 

(NYD-SP21), mRNA/cds=(76,2115) 

14249499 hypothetical protein FLJ14621 

(FLJ14621), mRNA /cds=(525,1307) 
14249507 hypothetical protein FU14639 

(FLJ14639), mRNA/cds=(273,689) 
14249551 hypothetical protein FLJ14784 

(FLJ14784), mRNA /cds=(1 33,1 569) 
14249657 hypothetical protein MGC14376 

(MGC14376), mRNA /cds=(1 84,255) 
836427 60257501 2F1 cDNA, 5' end 

/clone=IMAGr£:4703258 /clone_end=5* 

807023 AL560682cDNA 

/clone=CS0DLO04YM19-(5-prime) 
691915 16b3cDNA 
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CCTCGGCCCTGACAAACGGGGATCT 

TTTACCTCACTTTGCACTGATTAAT 

TGGCTTGGCCTTCTCTTTGGTGATCC 

CACCCCCAGCCATTTGCATTGCTG 

AATGTTTCTCTTCCTGTGAGACTTACT 

AAAGCAACTTAGTGGCAAAAAGT 

AGTACTTGAGTAGTCTCAATAGGAGT 

GTATTTGTAGACAGCAGTTTCCCT 

ACCCTAGATGAGCTGTCCTGCTCCAG 

TAACATTCTTTTTCTAAAATCATT 

AACTAGAAGATGTACTTCGACAGCAT 

CCATTTTACTTCAAGGCAGCAAGA 

ATTTGAGTTCCTGTGTGTCCAAAACT 

GAGGCACCATGTTCTTTGAAAACA 

ATTTGAGTTCCTGTGTGTCCAAAACT 
GAGGCACCATGTTCTTTGAAAACA 

ATTTGAGTTCCTGTGTGTCCAAAACT 
GAGGCACCATGTTCTTTGAAAACA 

GTCCACAGCGGACCCTGCTGATGCC 

TCCACCATCTATGCAGTTGTAGTTT 

CAGGCTCCCATATGTACCCCATCCCC 

CATACTCACCTCTTTCCATTTTGA 

GTTGTATTGGCAAGAGGGAGGGGTG 

AGAGCTGTTGGAGAACTGAGAATGA 

GTACCATCCTCACCGTAGTCATCATC 

ATCGCCGCGCAGCACCACGAGAAC 

ATTTATCGTAAACATCCACGAGTGCT 

GTTGCACTACCATCTATTTGTTGT 

ATCGCTGAATATGTTGATCAGTGATG 

AGTTGGGCTTAATGCAAAGATCCT 



AGGCTATTTACTTCCATGCTTCTCCTT 
TTCTTACTCTATAGTG GC AACAT 

GGGACCCCCACCCAGTGAGTCAACA 
TAGGCTCATGTCAAGTTTGAAAATA 
TGGTGTGATATGAACCAGTCCATTCA 
CATTGGAAAAACTGATGGTTTTAA 



TTTTTATCAGCGCCTCAATCTCTACTC 
GAAGAAGAAAGAGAAGAAACGTT 

CGCTGTCGCCTTAATCCAAGCCTACG 
TTTTCACACTTCTAGTAAGCCTCT 

CTGTCGGGCTCTGAAGCGAGCTGGT 
TTAGTTGTAGAAGATGCTCTGTTTG 

AGAAGCAGAATGCAGAAGGAGAATG 

AATCCTTTGGATACTTTCAAGGACA 

TCTGGCACAGTCCAGCTCACAACAAC 

ATCAAGAGCAGAATTTGGAGACTT 

GGGACTTGACTTTCTTTCTGGACTGT 

TTGTATTGAAACAAAGTGGTGTCA 

AGCCTAAACATGTATACTGTGCATTTT 

ATGGGTGACTTTGAAAGATCTGT 

AGACTGGTGATTTGGAGTAGTTTACA 

AGATTCCTCATTCAGAGTGCCCTC 

TTGCCTCCTCCAATCTGTGTTCTCAA 

CTGTGGTTGCCACCTCATTAACTT 

TGGAACATACCACATGTAGAAAGGTT 

GAACTGGI I I I I CAGCTATAATGC 

TCACTTAGCCTTTCTGGTTTCCCTTC 

CTGTGCATTGCCCATTTTCTCATG 

AGCCAAGAGGTATATCGATGATGGAA 

ATTAGCCACATGTACACTACATTT 

CTTCACCGCCCTACTTCCACCTCCGC 

CCAGCCTGTAATGTTTATATAAGC 

CTTTCAGAGCCAGTTTGTCCAAGGCC 

AGCATCCCGTCTGGGAGATGCACC 

GCCGTATATTACTGTGCGAGAGGGC 
CGGAGTGGTTACTCGGTATGGACGT 
AGGCAAAAGCGCCTCACGCATTCTTG 
TTCCTTGTTTGCTTCTTCGGTTTT 
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WO 02/057414 

4691 Table 3A Hs.294092 T93822 

4892 db mining Hs.301365 U19B85 

4893 db mining Hs.318720 U33547 

4894 db mining Hs.287811 U62824 

4895 db mining Hs.247987 U80113 

4896 db mining Hs.289036 U80180 

4897 db mining Hs.247898 U96393 

4898 db mining Hs.914 X00457 

4899 db mining Hs,296552 X03529 



4900 literature Hs.287797 X07979 

4901 db mining Hs.247804 X51887 

4902 db mining Hs.81220 X58397 



4903 Table 3A 

4904 db mining 

4905 db mining 

4906 db mining 

4907 db mining 



4911 Table 1 



4912 Table 1 



4913 Table 1 



4914 Table 1 



4915 Table 1 



4916 Table 1 



Hs.275959 X60656 

Hs.90093 X67643 

Hs.300697 Y14737 

Hs, 300697 Y14737 

Hs.181125 Y14738 



4908 Table 3A Hs.283770 Z00008 



4909 db mining Hs.37089 Z00010 



4910 db mining Hs.148661 Z00022 



Hs.181297 AA010282 



HS.1B9468 AA069335 



Hs. 13659 AA1 15345 



Hs.182278 M203528 



Hs.100651 AA251184 



Table 8 

726995 EST375308 cDNA 

6425B3 6024621 1 3F1 cDNA, 5* end 

/clone=IMAGE:4575051 /clone_end=5* 

3320135 Homo sapiens, clone MGC: 12387 

IMAGE:3933019, mRNA, complete cds 

/cds=(63,863) 
1 575443 mRNA for HLA-C alpha chain 

(Cw*1701)/cds=(0,1118) 
1791 06B immunoglobulin heavy chain variable 

region (V4-31) gene, partial cds 

/Cds=(0,356) 
1791 202 immunoglobulin heavy chain variable 

region (VH4) mRNA, VH4-59 allele, 

partial cds /cds={0,353) 
2078365 partial mRNA for !g lambda light chain 

variable region, clone MB91 (331 bp) 

/cds=(0,330) 
36405 Homo sapiens, Similar to major 

histocompatibility complex, class II, DR 

alpha, clone MGC: 141 14 

!MAGE:4309471, mRNA, complete cds 

/cds=(40,822} 
33351 DNA sequence from clone CTA-246H3 

on chromosome 22 Contains the gene 

for JGLL1 (immunoglobulin lambda-fike 

polypeptide 1, pre-B-cell specific), a 

pseudogene similar to LRP5 

(Lipoprotein Receptor Related Protein.), 

ESTs, Genomic markers (D22S414, 

D22S925, D22S926), CA repeats, 

STSs, GSSs and a CpG island 

/cds=(0,438) 
31441 mRNA for FU00043 protein, partial 

cds/cds=(0,4248) 
37616 V108 gene encoding an 

immunoglobulin kappa orphan 
3361 5 CLL-1 2 transcript of unrearranged 

immunoglobulin V(H)5 gene 

/cds=(39,425) 
31 1 34 eukaryotic translation elongation factor 

1 beta2(EEF1B2), mRNA 

/cds=(235,912) 
2244651 mRNA for heat shock protein apg-2, 

complete cds /cds=(278,2800) 
2765424 mRNA for immunoglobulin lambda 

heavy chain /cds=(65, 1 498) 
2765424 mRNA for immunoglobulin lambda 

heavy chain /cds=(65,1498) 
2765426 Homo sapiens, clone MGC:1 2849 

IMAGE:4308973, mRNA, complete cds 

/cds=(24,725) 
331 42 germline gene for the leader peptide 

and variable region of a kappa 

immunoglobulin (subgroup V kappa I) 
33146 germ line pseudogene for 

immunoglobulin kappa light chain 

leader peptide and variable region 

(subgroup V kappa I) 
33158 qg78c05.x1 cDNA, 3' end 

/done=!MAGE:1841288 /clone^end^* 

1471308 tc35al1.x1 cDNA, 3' end 

/done=lMAGE:2Q66588 /clone_end=3' 

1576904 tm30a06.x1 cDNA, 3* end " 

/clone=IMAGE:21 58066 /clone end=3' 



1670525 



1799239 



1886149 



NA 



AA252909 1885512 



mRNA; cDNA DKFZp586F2423 (from 
clone DKFZp586F2423) 
/cds=UNKNOWN 

Homo sapiens, calmodulin 2 
(phosphorylase kinase, delta), clone 
MGC:1447 IMAGE:3504793, mRNA, 
complete cds /cds=(93,542) 

golgi SNAP receptor complex member 
2 (GOSR2), mRNA /cds=(0,636) 

zr76a03.r1 Soares_NhHMPu_S1 cDNA 
clone IMAGE:659292 5\ mRNA 
sequence 
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1 TTAGAAAGAAAAGTCTTTTATTAGTAC 
TGTGTAGGGAAGGCTAAAGAAAT 

1 ACTGTGCGAAACGTACTGTATTACGA 
Mill GGAGTGGCCGAAGTAGTCC 

1 CAGACCCTGGTGATGCTGGAAACAG 
TTCCTCGGAGTGGAGAGGTTTACAC 

1 GTCCAGCAACAGTGCCCAGGGCTCT 
GATGAGTCTCTCATCGCTTGTAAAG 

1 GTGTATTACTGTGCGAGAGCCTTCCG 
CCATCCCGGAGTACGTCCAATATG 

1 CCCGTCCCTCAAGAGTCGAGTCACC 
ATATCAGTAGACAAGTCCAAGAACC 

1 GGCTCCAGGCTCAGGATGAGGCTGA 
TTATTACTGCTGCTCATATACAAGC 

1 CCCTCACTGTCACCTTCCCGAGAATA 
CCCTAAGACCAATAAATACTTCAG 



TGAATGACTTCTATCTGGGAATCTTG 
ACGGTGACCTGGAAGGCAGATGGT 



ACCACTGTATGTTTACTTCTCACCATT 

TGAGTTGCCCATCTTGTTTCACA 

AGAACAGAGATGATTACACCTACGAA 

GTCTGAGTTATGGTGTGAGTTGGA 

TTCATCATTGCTTGCTTGCCTTCCTC 

CCTCCTGTCCGCTCTCACTCACTC 

TGGATGTGGCTGCTTTCAACAAGATC 
TAAAATCCATCCTGGATCATGGCA 

TGAAGAACGACCAAAATTATTTGAAG 

AACTAGGGAAACAGATCCAACAGT 

GTCTACATACTTCCCAGGCACCCAGC . 

ATGGAAATAAAGCACCCACCACTG 

ATACTTCCCAGGCACCCAGCATGGM 

ATAAAGCACCCACCACTGCCCTGG 

CCCAAGGCATCAAGCCCTTCTCCCTG 

CACTCAATAAACCCTCAATAAATA 

AAGGCAGAGATCTTGACACCTAAGGA 
GTCTAGTTTAGGGCTTTGGTTGGA 

GTTGACATTAGAAGCAGGATTCTCTG 
GTACTCCCTCAGAAAATAGAATGC 



TTGGAGCGTTTTTGTGTTTGAGATATT 
AGCTCAGGTCAATTCCAAAGAGT 

GGTTGTGTCTCTGGTTTCCCCTTTTC 
CCCGTGGTTTTAATTTTTMGAAC 

ACCATAGCAGACAGGGTCAGATGGA 
ATATTAGCGGTTTAGGTGAAGAACC 

ATCCACATTCTTACC7TTGGTAGTCA 
GGTTTGGCTACTTTGCAGCTCGCC 

TCTGTTACCACCTCTAAAATATTGGG 
GTGGAATAAAGCTGGGTTCTTGCA 



AAG G ATGAAGGACTGATGGAGGGC A 
GAGGAACTGGAGGCAGCAGGCACAA 

AGATGTCTGTATAAACAACCTTTGGG 
TAGCAGGTGGTCAGTTAGGCAGGA 
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4919 Table 2 

4920 Table 1 
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4922 Table 1 



Hs.194480 AA258979 
Hs.5241 AA280051 
Hs.23128 AA282304 



NA 



AA282774 



Hs.89072 AA283061 
Hs.291448 AA290921 
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1894258 EST389427 CDNA 

1 921 589 fatty acid binding protein 1 , liver 
(FABP1 ), mRNA/cds=(42,425) 

1925220 Homo sapiens, Similar to RIKEN cDNA 
4931428D14 gene, clone MGC:15407 
IMAGE:4309613, mRNA, complete cds 
/cds=(123,1151) 

1925825 zt14g01.ii NCLCGAP_GCB1 cDNA 
clone IMAGE713136 5\ mRNA 
sequence 

1 926050 hypothetical protein MGC461 8 

(MGC4618), mRNA /cds=(1 07, 1621) 
1938772 EST388168 cDNA 



4923 Table 1 

4924 Table 1 

4925 Table 1 

4926 Table 1 

4927 Table 1 

4928 Table 1 

4929 Table 1 

4930 Table 1 

4931 Table 1 

4932 Table 1 

4933 Table 1 

4934 Tablet 

4935 Table 1 

4936 Table 1 

4937 Table 2 

4938 Table 1 

4939 Table 1 

4940 Table 1 

4941 Table 1 

4942 Table 1 

4943 Table 2 

4944 Table 1 

4945 Table 1 

4946 Table 1 
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Hs.211866 AA290993 

NA AA319163 

Hs.260238 AA332553 

Hs.343557 AA401648 

Hs. 186674 AA402069 

Hs.301985 AA412436 

HS.9691 AA418765 

Hs.24143 AA426506 

Hs.89519 AA429783 

NA AA457757 

Hs.82772 AA460876 

Hs.13809 AA476568 

NA AL047171 

HSJ7868 AL5137B0 

Hs.30120 AL533737 

Hs.285401 AL540399 

NA AV689330 

Hs.90960 AV710415 

Hs.237868 AV716565 

Hs.127160 AV719938 

Hs.21536 AV7209B4 

Hs.22003 AV730135 

Hs.339696 AV755367 

Hs.301553 AW021037 

NA AW402007 



1938989 wh99f02.x1 cDNA, 3' end 

/c!one=lMAGE:2388891 /clone_end=3' 

1971490 EST21341 Adrenal gland tumor cDNA 

5' end, mRNA sequence 
1984806 hypothetical protein FLJ10842 

(FLJ10842), mRNA/cds=(39,1307) 

2056830 6Q1500320F1 cDNA, 5' end 

fctone=IMAGE:3902237 /clone_end=5' 

2056860 qf56f06.x1 cDNA, 3' end 

/clone=(MAGE: 1754051 /clone_end=3' 

2071006 602435787F1 cDNA, 5' end 

/c!one=lMAGE:4553584 /clone_end=5' 

2080566 CDNA: FU23249 fis, clone COL04196 

/cds=UNKNOWN 
2106769 Wiskott-Aldrich syndrome protein 

interacting protein (WASPIP), mRNA 

/Cds=(108.1619) 
2112974 KIAA1046 protein (KJAA1046), mRNA 

/Cds=(577,1782) 
2180477 aa92c03.rl Stratagene fetal retina 

937202 cDNA Clone IMAGE838756 5\ 

mRNA sequence 
2185996 collagen, type XI, alpha 1 (COL11A1), 

mRNA /cds=(1 61 ,5581) 
2204779 mRNA for KtAA1 525 protein, partial 

Cds/cds=(0,2922) 
5936355 DKFZp5B6F2018_/1 586 (synonym: 

hirtel) cDNA clone DKFZp586F2018 5\ 

mRNA sequence 
12777274 ORF (LOC51 035), mRNA 

/cds=(135,1031) 
12797230 cDNA /clone=CS0DF002YH09-(5- 

prime) 

12870508 colony stimulating factor 2 receptor, 
beta, low-affinity (granulocyte- 
macrophage) (CSF2RB), mRNA 
/cds=(28,2721) 

10291193 AV689330GKCcDNAclone 

GKCDJE03 5*, mRNA sequence 

10729044 602563938F1 cDNA, 5' end 

/clone=lMAGE:4688769 /c!one_end=5 t 

1 081 371 7 interieukin 7 receptor (IL7R), mRNA 

/cds=(22,1401) 
10817090 AV659177cDNA,3'end 

/clone=GLCFUC08 /done_end=3* 
10818136 yf69a03.s1 cDNA, 3' end 

/clone=IMAGE:27414 /c!one_end=3' 
1 0839556 solute carrier family 6 (neurotransmitter 

transporter, GABA), member 1 

(SLC6A1), mRNA /cds=(234,2033) 

10913215 ribosomal protein S12 (RPS12), mRNA 

/cds=(80,478) 
5874567 karyopherin alpha 6 (importin alpha 7) 

(KPNA6), mRNA /cds=(55, 1665) 
6920693 UI-HF-BK0-aao-g-02-0-Ul.r1 

NIH_MGC_36 cDNA clone 

IMAGE:3054530 5', mRNA sequence 



PCT/US01/47856 



TGCTTGTCTTTTAAACACCTTCACAGA 

TATCATTTGCACCTTGCCAAAGG 

GGGTAGGCAGCTTGCACCCAGTTCT 

CCTTTATCTCAACTTATTGTCCTGG 

ACTTGGAAGAGAAGAACTTCGGCAAC 

GAGAACACTATCTCAAGCAGAAGA 



GCGGTGTCCCTGAGTGAGGGGAAAG 
TTGTAATAACACTTGTTCTCTCCTT 

ACGGGGTTCTGAAATTTAGCACACTG 
GGAAGTCCACATGGTTCATCTGAA 
AATGAGATCACAGATGGTGACACTGA 
GCGGAAGGATGCAGTACCTCGGAG 

GGCTAGTGGTGTTCAGAGAAATACCA 
AAACGTG I I I I IATCATTGCTGGT 

AGCTGCCTCAGGAGGTTCTTAACATA 
TAGGAATGTAATTATCAGATTCAA 
AGGAAACCAAGCCCTCACAGGAAAG 
AAAGCCTGATTCAAGAAAACAAAGT 

GCTGGGGCTGAGAGAGGGTCTGGGT 
TATCTCCTTCTGATCTTCAAAACAA 

TCATGGACACAAACTTTGGAGTATAA 
GCGACATCCCTTAAGCAACAGGCT 

GCCATTTTCCCTCCAGAAACAAAACC 
AAGATAATTTATCCTGAACACGGT 

TGTTTGTACGACTAGCATTCTTATGTC 
TGTACTTGAACGTGTAGTTAGCA 
AGGACCATAGGGAAGAGCCAGCCTT 
GCCTTTTCTTATATGATTTTGTTTA 

CCTGGGTTGCCTTGTAATGAAAAGGG 
AGATCGAGCCATTGTACCACCTTA 
AGCTGTTTAATTGAATTGGAATCGTT 
CCACTTGGAACCCAAGTTTGGAAA 

TCGTTCTACGTTATCTCATCTCCTTGT 

TTTCAGTGTGCTTCAATAATGCA 

TGTTTTTGCTTCCTCAGAAAC I I I I I A 

TTGCATCTGCCATCCTTCATTGG 

TGCACTTACTCATTAGTTTTTAGTTTG 

AACTCTCCTGCGAGGTCTAATGT 

TGGTTCTTCTGATGAGCAAGGGAACA 
ACACTGAGAATGAGGAGGAGGAGT 
AAGCAAGAGATTGTAAACCGGGTACA 
GATCCAAGAGATGAGAGAGGACCC 

CGTCTACTGCGGAAAAGTCAGGGGA 
AACTGCCAAACAAAGGAAAATGCCC 



GTGTTTGACTTCACTGCTGCGAAATG 
ACTGTCTCCTGGCTAGTAGGATCT 
ATGTGGGAGGGGCATGGCAGCTATG 
AAGGACCTCCTACCTCTGGTTTCTG 

CCAGCCTTTGCCTCTTCCTTCAATGT 

GGTTTCCATGGGAATTTGCTTCAG 

ACCTTGTAAGTGCCTAAGAAATGAGA 

CTACAAGCTCCATTTCAGCAGGAC 

GCCGAGATCTGCTCAGACTACATGG 

CTTCCACTATAGGGTTCTACAGTGT 

ATGTCTATAAATGGTGTCATAACTAG 

AGCACGGGCGTTATGTAAGTTTCT 



TGAGTCGTATTACAATTCACTGGCCG 

TCGTTTTACAACGTCGTGACTGGG 

ACATAGGCGAAGAAAACATGGCATTG 

AGTGTGCTGAGTCCAGACAAATGT 

GTGCAGTCCATCAGATCCAAGCCTGT 

CTCTTGAGGAACAACCGCGCAGAC 



486 



WO 02/057414 



4948 


Table 1 


NA 


AW499658 


4949 


Table 1 


NA 


AW499828 


49S0 


Table 1 


Hs. 145668 


AW500534 


4951 


Table 1 


Hs.1 20996 


AW504293 


4952 


Table 1 


Hs.1 94569 


AW945538 


4953 


Table 1 


NA 


BE1 77661 


4954 


Table 2 


NA 


BE253336 


4955 


Table 1 


Hs.343565 


BE540808 


4956 


Table 2 


NA 


BE569141 


4957 


Table 1 


Hs 271272 


BE737348 


4958 


Table 2 


Hs.20225 


BE792125 


4959 


Table 1 


Hs.31314 


BE872245 


4960 


Table 2 


NA 


BE884898 


4961 


Table 1 


Hs.250824 


BE887646 


4962 


Tabfel 


NA 


BE896691 


4963 


Table 1 


Hs.337986 


BF033741 


4964 


Table 1 


Hs.268177 


BF339088 


4965 


Table 1 


Hs.2554 


BF341 359 


4966 


Table 1 


Hs.334825 


BF530382 


4967 


Table 1 


Hs.79530 


BF663116 


4968 


Table 1 


Hs.46677 


BF667621 


4969 


Table 1 


'Hs.27590 


BF671020 


4970 


Table 1 


Hs.71331 


urua I no 


4971 


Table 1 


HS.337534 


BF965068 


4972 


Table 1 


Hs.334691 


BF965438 


4973 


Table 1 


Hs.279681 


BF965960 


4974 


Table 1 


Hs.5324 


BF966028 


4975 


Table 1 


Hs.1 79902 


BF966049 


4976 


Table 1 


Hs.1 09441 


BF969847 


4977 


Table 2 


Hs.289721 


BF981634 


4978 


Table 1 


Hs.125819 


BG034799 


4979 


Table 1 


HS.34906 


BG1 11773 



Table 8 

71 11 531 U{-HF*BROp-ajj-c-07-0-Ul.r1 
NlHJ/lGC_52 cDNA clone 
fMAGE:3074677 5', mRNA sequence 

71 11870 UI-HF-BN0-ake-c-Q6*0-Ul.r1 
NlHJ/JGC_50cDNA clone 
IMAGE:3076619 5\ mRNA sequence 

7113240 fmfc5cDNA/clone=CR6-21 

7141960 serine/threonine kinase 17b (apoplosis- 

inducing) (STK17B), mRNA 

/Cds=(261,l379) 
81 23293 AV703056 cDN A, 5* end 

/clone=ADBCMB06 /clone_end=5' 
8656813 RC1-HT0598-020300-011-h02 HT0598 

cDNA, mRNA sequence 
9123402 601 117146F1 N!H_MGCJ6 cDNA 

Clone IMAGE:3357826 5', mRNA 

sequence 

9769453 601 51 0248F1 cDNA, 5* end 

/c!one=IMAGE:3912034 /clone_end=5' 

9812861 60133B954F2 NIH_MGC_53 cDNA 
clone IMAGE:3681180 S'.lnRNA 
sequence 

10151340 DKFZp434K1715j"1 cDNA, 5' end 

/c)one=DKFZp434K171 5 /cIone < _end=5' 

1 021 3323 tuftelin-mteractfng protein (TIP39), 

mRNA/cds=(263,2776) 
10321021 retinoblastoma-bindlng protein 7 

(RBBP7), mRNA/cds=(287,1564) 
10333674 601506831F1 N1H_MGCJ1 cDNA 

clone IMAGE:3908551 5' t mRNA 

sequence 

10343176 cDNA: FU23435 fis, clone HRC12631 

/cds=UNKNOWN 
10361375 601440131F1 NIH_MGC_72 cDNA 

clone IMAGE:3925082 5', mRNA 

sequence 

1 0741453 Homo sapiens, clone MGC:17431 

IMAGE:2984883, mRNA, complete cds 

/cds=(1 336, 1494) 
1 1 285508 phospholipase C, gamma 1 (formerly 

subtype 148) (PLCG1), mRNA 

/cds=(76,3948) 
1 1 287850 siafyltransferase 1 (beta-galactoside 

alpha-2,6-sialytransferase) (SIAT1), 

mRNA/cds=(310,1530) 
11617745 cDNA FU14752 fis, done 

NT2RP3003071 /Cds=(205 t 1446) 
1 1 93701 1 M5-1 4 protein (LOC51 300), mRNA 

/cds=(1 86,1 043) 
11941516 PRO2000 protein (PRO2000), mRNA 

/cds=(650,l738) 
1 1 94491 5 histone acetyltransferase (MORF), 

mRNA /cds=(31 5,6536) 
1 1 976585 hypothetical protein MGC5350 

(MGC5350), mRNA ycds=(1 89,995) 
12332283 602268833F1 cDNA, 5' end 

/clone=IMAGE;4356776 /clone_end=5' 

12332653 hypothetical protein FLJ22427 

(FLJ22427), mRNA/cds=(40,2631) 
12333175 heterogeneous nuclear 

ribonucleoprotein H3 (2H9) (HNRPH3), 

transcript variant 2H9, mRNA 

/cds=(118,1158) 
12333243 hypothetical protein (CL25022), mRNA 

/cds=(157,1047) 
12333264 transporter-like protein (CTL1), mRNA 

/Cds=(0,1964) 
12337062 cDNA FLJ14235 fis, done 

NT2RP4000167 /cds=(82,2172) 
12384446 cDNA: FLJ22193 fis, clone HRC01 108 

/cds=UNKNOWN 
1 2428456 putative dimethyladenosine transferase 

(HSA9761), mRNA/cds=(78,1019) 

1 2605279 601 820448F1 cDNA, 5' end 

/c)one=IMAGE;4052578/clone_end=5' 



PCT/US01/47856 



1 TGGTGG CAAATCTGATTTTTGGAAAC 
GAGTATTGGAGGACTATAAAACAA 

1 ACATTTCTTGTTGGCACTACAGCAAC 
CACATACAGTACAGACAACCTCCA 

1 CCTGGCACATGTTGTCTGGAGTCTGG 
CACACTG GTTATCAATAGCACATT 

1 CTGTGGTCTGTTATATGAGAGAGATC 
CTTTAACTAGAGCAAAGAGGGAGT 

1 TCTCTCACTGTTATCA7 I I I" I GCACAG 
GTGGTTTCAGCAGCTTGATGCCA 

1 AATCACAGCAGTAACTCCCAGTAGGA 
AAGATTCTCAAAGGAATAGTTCTT 

1 CCTGGCCTTCAAGAAGTCGTAGTGG 
CTATTTTCTTTGGACAAAAGTAAGA 

1 ATAGACAGACGGAGGTCCTGATATCC 
ATGGGCCAACGGCTTGGATTATTC 

1 GATATTGGTAGTAAAGGGGTTACCTG 
TGAACTTCCAAAATTCCTTGGGGC 

1 GGTGGAGAATCAAAACGACCCCGCA 
AATAAACATGGCGATTTGGCTTGGG 

1 GATATCAGACAGCATCGTCTCTGCGA 
GCACAAAGATCTGTTTGCTGAGCA 

1 ACATTTTATAAGGCATTTGTGTTAGCC 
ACTCAGTCATCTTTGGGTGCTGC 

1 ATCTGGAGTGGGACCCTTCAAACCAT 
GTCTGTGCTTATGCGGGAAACAAT 

1 AATTAACG GCCATCACACCCACGACT 
GACGGTGATCAAACAAATTCACAG 

1 GACAGTACTCCTAAGACCCCTGTGTG 
TGTCCCGATGAGATCATGACTGGG 

1 CTGTGATATTTTGGTCATGGGCTGGT 
CTGGTCGGTTTCCCATTTGTCTGG 

1 CTCATAGCATAGCCAGCATTCAGCAC 
ACACAAACCTACTGCCCACATTTG 

1 CACATTTGAAGGCCAAAGGGAAAACG 
GGGGAAGCGGAAGGGTTGGATTGG 

1 TACGACCACTGAGAAACGGGCCACC 

CGGCACACGGATCTTGGAACACAAA 
1 CTCAGTGTAGGGCAGAGAGGTCTAA 

CACCAACATAAGGTACTAGCAGTGT 
1 AGGTTGTGGGGAGTATGTTTGGACCA 

AAAATTAAAATATTGTGGGAGGGA 
1 TGATAGCTCACTTAGTTAATTGTTTTG 

AAGCAAATTTTGGGTTGGATGGG 
1 ACTACTGCTTGCGTACCTCTCCGCTT 

TCCCTCTCCTTACTATCGACCATA 
1 GGTCCGACCAATTAATGACTCCATGA 

TCGGCCTCGGTTTTCACAAACCTT 

1 AGACAAAGAGAGCATAAATATAGCTC 
TACTCATGGGTACCATACCAGTGT 

1 GCAGGTTATCGCAAGATGTCTTAGAG 
TAGGGTTACGGTTCTCAGTGACAC 



1 AAATGGCTTTACCAAACATTGTCAGT 

ACCTTTACGTGTTAGAAGGCATTT 
1 CTTTCCACAGCAATTGTTTTGTACGA 

GGGGCCTTACAGCGCGGTCCACTT 
1 CCCTACTTGATTAAAGATTGAGGTGG 

AATTCTAGATGTGGTCATTCGTGT 
1 ACAGAGAGTCACCCGCGAGTACGAA 

ACAGGCACATTTTTAGAAACTCACA 
1 AGAAATGGTACGGGGAATGTGAATAA 

CACGAAATGGTATGGGGAAATGTG 

1 CACAACGGGTCTTAATGACGACGGAA 
AGATACATCCATCGGTATGAACGC 
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4980 
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NA 


BG1 18529 


4981 


Table 1 


Hs.285729 


BG163237 


4982 


Table 2 


Hs.111554 


BG164898 


4983 


Table 1 


Hs.193482 


BG165998 


4984 


Table 1 


Hs. 83731 


BG 179257 


4985 


Table 1 


Hs.278428 


BG286817 


4986 


Table 1 


Hs.1 73830 


BG289048 


4987 


Table 1 


Hs. 129872 


BG290577 


4988 


Table 1 


Hs. 170980 


BG387694 


4989 


TaWel 


Hs.266175 


BG391695 


4990 


Table 1 


Hs.58643 


BG397564 


4991 


Tabte 1 


Hs.24054 


BG489375 


4992 


Table 1 


Hs.29131 


BG497765 


4993 


Table 2 


Hs.172089 


BG5010S3 


4994 


Table 1 


NA 


BG501895 


4995 


Table 1 


Hs.3280 


BG505961 


4995 


Table 1 


Hs.279009 


BG532345 


4997 


Table 1 


Hs.74647 


BG536394 


4998 


Table 1 


NA 


BG542394 


4999 


Table 1 


HS.83077 


BG547627 


5000 


Table 1 


Hs.301497 


BG565035 


5001 


Table 1 


Hs.343475 


BG566964 


5002 


Table 1 


Hs.11050 


BG571068 


5003 


Table 1 


Hs.194110 


BG571747 


5004 


Table 1 


Hs.306155 


BG572371 


5005 


Table 1 


Hs.301756 


BG573202 


5006 


Table 1 


Hs.79101 


BG575739 


5007 


Table 1 


Hs.172780 


BG611117 


5008 


Table 1 


Hs.5064 


BG614405 


5009 


Table 1 


Hs.86437 


BG615272 



Table 8 

1 261 2035 602348464F1 NIH_MGC_90 cDNA 
done IMAGE:4443519 5\mRNA 
sequence 

12669951 60201 3364F1 cDNA, 5' end 

/done=IMAGE:4 149351 /clone_end=5' 

1 2671 532 ADP-ribosylation factor-like 7 (ARL7), 

mRNA /cds=(1 4,592) 
12672701 cDNA FLJ11903 fis, clone 

HEMBB1 000030 /cds=UNKNOWN 
1 2685889 CD33 antigen (gp67) (CD33), mRNA 

/Cds=(12,1106) 

1 3040034 progestin Induced protein (DD5), 

mRNA/cds=(33,8432) 
1 3044499 602383666F1 cDNA, 5' end 

/done=IMAGE:45l2712 /clone_end=5' 

1 3047679 sperm associated antigen 9 (SPAG9), 

mRNA /cds=(1 1 0,241 0) 
13281140 cell cyde progression 2 protein 

(CPR2), mRNA/cds=(126,1691) 
1 32851 43 cDNA FLJ20673 fis, clone KAIA4464 

/cds=(104,1402) 
13291012 602438603F1 cDNA, 5' end 

fclone=lMAGE:4564968 /clone_end-5' 

13450885 hypothetical protein GL009 (GL009), 

mRNA/cds^(77,628) 
1 3459282 nuclear receptor coactivator 2 

(NCOA2), mRNA/cds=(162,4556) 
1 3462580 mRNA; cDNA DKFZp586!2022 (from 

clone DKFZp585!2022) 

/cds=UNKNOWN 
13463412 602548201F1 N1H MGC 61 cDNA 

Clone IMAGE:4654344 5', mRNA 

sequence 

1 3467478 caspase 6, apoptosis-related cysteine 

protease (CASP6), transcript variant 

alpha, mRNA/cds=(78,959) 
13523883 matrix Gla protein (MGP), mRNA 

/cds=(46,357) 
1 3527940 T-cell receptor active alpha-chain 

mRNA from JM cell fine, complete cds 

/cds=(136,969) 
13534527 602571761F1 NIH MGC 77cDNA 

done IMAGE:469S046 5', mRNA 

sequence 

13546292 interleukin 18 {interferon-g am ma- 
inducing factor) (IL18), mRNA 
/cds=(177,758) 

1 3573688 arginine-tRNA-protein transferase 1 -1 p 
(ATE1) mRNA, alternatively spliced 
product, partial cds /cds=(0, 1544) 

1 357461 7 601 556208T1 cDNA, 3' end 

/clone=IMAGE:3826392 /clone_end=3' 

1 3578721 mRNA; cDNA DKFZp434C01 1 8 (from 
done DKFZp434C0118); partial cds 
/cds=(0,i644) 

1 3579400 hypothetical protein PRO2730 

(PRO2730), mRNA /cds=(1 83,596) 

13580024 chorionic somatomammotropin 

hormone 1 (placental lactogen) (CSH1), 

transcript variant 2, mRNA 

/cds=(1 16,886) 
13580855 Homo sapiens, clone MGC:17544 

ll\/!AGE:3462146 t mRNA, complete cds 
. /cds=(256,894) 
13583392 cydin G1 (CCNG1), mRNA 

7cds=(187,1074) 
1 3662488 60234301 6F1 cDNA, 5' end 

/clone=:|MAGE:4453466 /clone_end=5* 

1 3665776 60249091 0F1 cDNA, 5' end 

/ctone=IMAGE:4619835 /clonejandsS' 

13666643 602411368F1 cDNA, 5' end 

/clone=IMAGE:4540096 /clone_end=5' 



1 TGTTCTTGTGCTGCTGTTATCTATACT 
ATTTTTGTTCGTGCCTTCTGACT 

1 GTCTGGGTGCCAACTTGAGACAGGT 
GGTCTAGGAAATTGCGGTAAGAGCG 

1 CCCCTGGTTTTCTCGTTCTGCCTCCT 

TTGGACCTGTG7TTGT7TTCTGCT 
1 CCCTTAGAATGGTTACTGCCCTTGAA 

TTAACTTGACACAACTTGGGTTGG 
1 AG GCTGATTCTTGGAGATTTAACACC 

CCACAGGCAATGGGTTTATAGACA 
1 TCTCCTTTCAGTTCCTTTGTAGGATTT 

CTGGGCTTGAAGGATAGTCTTCA 
1 ATACTGTGTGATTTGCCCTTGCTGTC 

CAACCCTGTTCTTGCTGCCATTTA 

1 AGAATGTCCCACTTGCTGTCTCTTAG 

AGGCTGAGCTTCATTTCTATGAGC 
1 CAACCTCTGGAGAGTGCCTACTGTTA 

GAAGCTGAAGGGATGTCAAAGTCA 
1 CTTTAAATCTTAGATTGCTCCGCACA 

GATAAAGAGAACCAGGATTGGGGC 
1 GCCTCAGTACAGAGGGGGCTCTGGA 

AGTGTTTGTTGACTGAATAAACGGA 

1 AGGACTTAACGGGAATACGGGAATAA 
CTCCAATTACTTCATCTCTAGGGC 

1 TGCCTAAGAGCAAAGCATCCTCTGCG 
ACAAAAGAAAATTACTGTAGTGGC 

1 AAACACACAGGAAAAGGGCAAAGGG 
GGCACCAGGAGAACCGGGAGACAAA 

1 GACATGGAGCCCCCGGAAAAGCGGG 
TCTGGACACCAAGTCGATGTGTGAG 

1 ACAGAATCAGATTTTGCAGGTGTCCA 
ACCTATAGTGGCTAAGAATTATGT 

1 AAACTGTTTGGAGAATTTAAGCACTC 
TCTGATGGGGGACAACTCTATGGA 

1 AATAATTGGTCTTTTAAACAAACACG 
GAAGTTTGGTGGAATCGGTCATGT 

1 TGTGGCGATTAAGAGAGGTGAAGCAT . 
AACTGATTTGCAGGATATG GTTTG 

1 GCAGAACTCTAATTGTACGGGGTCAC 
AGAGGCGTGATATGGTATCCCAAA 

1 TGGAGATCCTTCTACTTGGCTGCTGT 
ATTCATGCATTATGTTGGTTTGAG 



1 ATTTGTACCAAATCTTTGGGATTCATT 
GGCAAATAATTTCAGTGTGGTGT 

1 GGTTTTAGCAGTTCTTTAGCCCGTGG 
TATTTCAGTGTTGGGTTTCATAGC 

1 GGGAGCCATAAGAACGACTCCAAAAA 
GAGCCCCAAAGGAGGACAAGGGGG 

1 TCAGGGTCTTGGATACTCAAGAGAAA 
* GGAGACTTGTGGTTAATGTTTGGA 



1 TCCTTAGCACACGAAAAAGCCCCTTC 
CCCTGGATTCATGTTTCTTATTTC 

1 AAGCAAGTAGACACCTTCATAACTAT 
GAATGAAGCTGCTGAAGTAGTGTT 

1 TCCATTAAAGATCGCAAATGTTGAGG 
TCCTGTAGCCTGAAAACTCTCTGC 

1 CTGATTCAAACAGGTTCCAACGTAAA 
ACGTTCACACTTCCACCATTTCCT 

1 TGATGTTGGTATGCTTGCCCTGTTAC 
TTATAGACAGTCTTTGTCATAGGC 
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Hs.111911 BG617515 



Hs.326392 BG618351 



NA 



BG622313 



Hs.1 73334 BG674441 

Hs.343615 BG675211 

Hs.250905 BG675766 

NA BG676788 

Hs.21812 BG676903 

Hs.171802 BG678827 

Hs.12396 BG679427 

Hs.4248 BG679662 

Hs.182937 BG681320 



NA 



BG682704 



Hs.250465 BG707615 

Hs.235883 BG708357 

Hs.1 19960 BG709079 

Hs.87908 BG709315 

Hs. 10056 BG720359 

Hs.6986 BG723274 

HS.181392 BG740787 

Hs.86543 BG743518 

Hs.77202 BG743900 

Hs.95835 BG747862 

HS.204959 BG758569 

Hs.37617 BG760189 

Hs.1 82447 BG766957 

Hs.301226 BG768471 

Hs.301226 BG768471 

Hs.124675 BG772661 

Hs.301226 BG775621 

Hs.1 80450 BG820S27 



Table 8 

1 3668886 602540462F1 cDNA, 5' end 

/done=lMAGE;467l5l9 /clone j»nd=5' 

1 3669722 son of sevenless (Drosophila) homolog 
1 (SOS1), mRNA/cds=(0,3998) 

13673684 602646981 F1 NIHJWGCJ9 cDNA 
clone IMAGE:47B8413 5\ mRNA 
sequence 

1 3905837 ELL-RELATED RNA POLYMERASE II, 
ELONGATION FACTOR (ELL2), 
mRNA/cds=(0,1922) 

13906607 602621493F1 cDNA, 5' end 

/clone-IMAGE:47551 65 /clone_end=5 , 

13907162 hypothetical protein (LOC51234), 

mRNA/cds=(0,551) 
13908185 602623378F1 NCI CGAP_Skn4 cDNA 

clone IMAGE:4748322 5', mRNA 

sequence 
13908300 AL562895cDNA 

/clone=CS0DC021YO20-(3-prime) 
13910224 RST31551 cDNA 

1 391 0824 602302446F1 cDNA, 5' end 

/clone=IMAGE:4403865/clone_end=5' 

1 391 1 059 vav 2 oncogene (VAV2), mRNA 

/cds=(5,2641) 
13912717 peptidylprolyt isomerase A (cyclophilin 

A) (PP1A), mRNA/cds=(44,541) 

13914101 602629666F1 NCLCGAP Skn4 cDNA 
clone IMAGE:4754273 5\ mRNA 
sequence 

13934138 mRNA; cDNA DKFZp434E2023 (from 

clone DKFZp434E2023) 

/cds=UNKNOWN 
1 398561 8 602628774F1 cDNA, 5' end 

/clone=lMAGE:4753483 /clone - end=5 , 

1 3987060 mRNA; cDNA DKFZp727G051 (from 

clone DKFZp727G051); partial cds 

/cds=(D,1423) 
1 3987530 Snf2-related CBP activator protein 

(SRCAP), mRNA /cds=<21 0, 91 25) 
1 3999546 hypothetical protein FLJ14621 

(FLJ14621), mRNA/cds=(525 t 1307) 
1 4002461 glucose transporter pseudogene 

/cds=UNKNOWN 
1 4051 440 major histocompatibility complex, class 

I, E (HLA'E), mRNA /cds={7,1083) 

14054171 602495247F1 cDNA, 5' end 

/done=IMAGE:4609330 /clone_end=5' 

14054553 protein kinase C, beta 1 (PRKCB1), 

mRNA /cds=(1 35,21 51) 
14058515 RST8356 cDNA 

14089222 hypothetical protein FLJ14886 

(FLJ14886), mRNA /cds=(11 1,1 169) 

14070842 602144947F1 cDNA, 5* end 

/clone=IMAGE:4308683fclone_end=5' 

1 407761 0 heterogeneous nuclear 

ribonucleoprotein C (C1/C2) (HNRPC), 

transcript variant 1, mRNA 

/cds=(191,1102) 
14079124 mRNA for KIAA1 085 protein, partial 

cds /cds*(0, 1755) 
14079124 mRNA for KIAA1085 protein, partial 

cds/cds=(0,1755) 
14083314 Obl3b06.s1 cDNA, 3' end 

/clone=lMAGE:1323543 /clone_end=3' 

1 4045938 mRNA for KIAA1 085 protein, partial 

cds/cds=(0,1755) 
141 6821 4 ribosoma! protein S24 (RPS24), 

transcript variant 1 , mRNA 

/cds=(37,429) 



PCT/US01/47856 



1 GGTCTTTGTCCCAGTAGAGTTCATAG 
TCTATTTAGTGTGCATGTTTTTCC 

1 TTGTGTCCAAAAGTGTTAACGAAGAC 
TACTTAACCCAATGATTGGCGCGA 

1 ATGCGTGGATATTGAGAACTTAGGTG 
TCTAATGGGGAGGATTATTGCTGT 

1 AAGCATTTCCATTTCAACGAGTTTGT 
CAGCTTTATTAATGTTGGGCAAAA 

1 AAACCTACCACTTTAAGAAGACAGCG 
ATGGGTAATTCTTTATTGGCAGGT 

1 ATTCAGCATTAGTTTCTCACATCTTCC 
CCCAGGTATCCCCAACAGAATTA 

1 ACACCTCTCTTAGGGCTCCATCAAAC 
AGAACTTTTAGACTGAGTAACGCT 

1 AAGTTTGTGCAGCACATTCCTGAGTG 
TACGATATTGACCTGTAGCCCAGC 

1 ACCATGAACAGTGTGTTGCTTCAGAC 
TATTACAAAGAGAATGGGGCAGGT 

1 TTTTTGAAAAGTATGTTTGGTAGAAAT 
TAGTTGTATGCCCTCAGGACGGT 

1 GAAATTAGTGTGAACATGTGGGAAGC 
CCGATGCATGTGGGTCAGGGATCT 

1 TCCCTGGGTGATACCATTCAATGTCT 
TAATGTACTTGTGGCTCAGACCTG 

1 CAGACAGCACAGCCTGAGGGTAGCA 
GCAGCCACCCATGTTCAGGTAAGTC 

1 GCCATGAGGTGGAGGACGTGGACCT 
GGAGCTGTTCAACATCTCGGTGCAG 

1 TCTGCACCCAAACAAATACCTTTTGA 
GATTTCTTATAGGCATTCCTCTCG 

1 GAAGCTCTGCCGCAGCGCCAGGCAC 
TTCCTACACCACTACTACGTCCACG 

1 CAGCTCGGACCACCGGCACCTCCCT 

TTTTATTTACAGATCACCCAGTAAG 
1 GGTCCCCTCCTGGAGACTCCCTCAC 

AAAATCTTTCCCCAAGCTGTTCCGC 
1 TGAATGGGCGTTTATCTTAATGACCA 

GTTATTGACCAAAGTGTACTCAGA 
1 AGCCTATTCCTATTCTCTAGCCTATTC 

CTTACCACCTGTAATCTTGACCA 

1 GCAATGGGCGGCCAACTATGAACCC 
TACGTGGTGGTGCCACGAGACTGTC 

1 GCCTGGAGCTTGGCTTTGTATCCAAG 

TGTATGGTTGCTTTGTCTAAGAGG 
1 AGGGAGACTCTCAGCCTTCAGCTTCC 

TAAATTCTGTGTCTGTGACTTTCG 
1 AGCCTACAAGCCACCTCGCCACTGT 

GAACTTGTCGTCACTCTTGGATGTC 
1 CCTGCTCACAGACCAGGAACTCTACA 

AGCTGGACCCTGACCGGCAGTACC 

1 AGCAGTTCCACAGTGTTTCACACTAC 
AGGATTTAAATATTTTGCTCCAGA 



CCTTTATCCACCTGGATTTTAGGGAC 

AAACACTGAAAACGAATAAGTCCA 

CCTTTATCCACCTGGATTTTAGGGAC 

AAACACTGAAAACGAATAAGTCCA 

CAGAGAACGAAAGTCAAGTGCAGCG 

AGTTGGGTGGAAGCTGATAGAGCAA 

CCACAAACCATTCAGATCAGGCACTT 
GCTGACCCTGGTTCTTAAGGACAC 
AAGAAACTATGTAGCATAGTGTCTTA 
ACACCTCAGTAAAGTAAGCTGGCC 
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Hs.1432 BG913430 

Hs.247474 BG913498 

Hs.72988 BI086609 

Hs.288036 BI086741 

Hs. 131 887 BI090806 

Hs.287797 BI091791 

Hs.146381 BI092128 

Hs.75249 BI092568 

Hs.73965 BI093470 

Hs.1 04679 BI094249 

Hs.7905 BI1 93299 

Hs.217493 B1195901 

Hs.33026 BI1 98202 

Hs.179661 BI222978 

Hs.23158 BI224666 

Hs.218387 H03298 

Hs.178703 H56344 

NA H57221 

Hs.74002 H81660 

Hs.5122 N31700 



NA 



R11456 



Hs.208603" R64054 



NA 



NA 



NA 



R85137 
T80378 
T80654 



Table 8 

14293906 protein kinase C substrate 80K-H 

(PRKCSH), mRNA/cds=(136,1719) 
14293974 hypothetical protein FLJ21 032 

(FLJ21032), mRNA/cds=(235,1005) 
14504939 signal transducer and activator of 

transcription 2, 113kD (STAT2), mRNA 

/cds=(57,2612). 
14505071 tRNA isopentenylpyrophosphate 

transferase (IPT), mRNA 

/cds=<60,1040) 
14509136 602415255F1 cDNA, 5' end 

/done=tMAGE:4523725 /done_end=5' 

14510121 mRNA for FU00043 protein, partial 

cds/cds=(0,4248) 
1451 0458 RNA binding motif protein, X 

chromosome (RBMX), mRNA 

/cds=(11,1186) 
14510898 mRNA for KIAA0059 gene, partial cds 

/cds=(0,680) 
14511 800 splicing factor, arginine/serine-rich 2 

(SFRS2), mRNA/cds=(155,820) 
14512579 Homo sapiens, clone MGC:18216 

IMAGE:41 56235, mRNA, complete cds 

/Cds=(2206,2373) 
1464831 9 SH3 and PX domain-containing protein 

SH3PX1 (SH3PX1), mRNA 

/cds=(43 f 1830) 
14650921 annexin A2 (ANXA2), mRNA 

/cds=(49,l068) 
14653223 mRNA for FU00037 protein, partial 

cds/cds=(3484,3921) 
14676422 Homo sapiens, tubulin, beta 5, clone 

MGC:4029 IMAGE:3617988, mRNA, 

complete cds /cds=(1 705,3039) 
146781 1 0 600943902F1 cDNA, 5' end 

/clone=lMAGE:2966352 /clone_end=5' 

866231 tc88d 1 .X1 cDNA, 3' end 

/clone=!MAGE:2073236 /c1one_end=3' 

1004988 AV7l6627cDNA,5 , end 

/clone=DCBBCH05 /clone_end=5 1 
1 01 0053 yr08e08.rl Soares fetal liver spleen 

1NFLS cDNA clone IMAGE:204710 5*, 

mRNA sequence 
1 059749 mRNA for steroid receptor coactivator 

1e/cds=(201,4400) 
1 1 52099 60229301 5F1 cDNA, 5' end 

/done=IMAGE:4387778 /clone_end=5' 

7641 91 yf46aQ9.r1 Soares fetal liver spleen 
1NFLS cDNA clone IMAGE:1 29880 S 
similar to gblM87943|HUMAALU4 

835933 7f01d1 1 .x1 cDNA, 3' end 

/clone=IMAGE;3293397 /done end=3* 



943543 



698887 



703539 



5066 


Table 1 


Hs.44189 


W00466 


1271875 


5067 


Table 1 


Hs. 3051 17 


W16552 


1290934 


5068 


Table 1 


Hs.17778 


W19201 


1295429 


5059 


Table 1 


Hs.340717 


W25068 


1302933 


5070 


Table 1 


Hs.8294 


W80882 


1391906 


5071 


Table 3A 


Hs.133543 


AA251316 


1886279 


5072 


Table 3A 


Hs.96487 


AA524555 


2265483 



yo41c07.r1 Soares adult brain 
N2b4HB55Y cDNA clone 
IMAGE:180492 5\ mRNA sequence 
yd05c01.r1 Soares infant brain 1NIB 
cDNA clone IMAGE:24693 5\ mRNA 
sequence 

yd22a08.n Soares fetal liver spleen 
1NFLS cDNA clone IMAGE:1 08950 5', 
mRNA sequence 
yz99f01.s1 cDNA, 3* end 
/clone=IMAGE:291 1 93 /done_end=3* 
capicua protein (CIC) mRNA, complete 
Cds /cds=(40,4866) 
neuropilin 2 (NRP2), mRNA 
/cds={0,2780) 
we58c01.x1 cDNA,3*end 
/done=!MAGE:2345280 /done_end=3' 



mRNA/cds=(273,3752) 



/done=IMAGE:3699226 /done_end=3* 



PCT/US01/47856 



AGCAGGAGACAGCTTCCTGATCTAGA 

TGTACAATTAGAGTTTAGGTTGGA 

TGGAACTAGTCACAATTGAAGTTCTT 

CATCCAGTAGGTGTTAAACAGTGT 

CCCACACAAGTGCGCCACATAAATCT 

GCGAGACTCCACGACAACACAGGG 

GCAAACAAGTTCTAAAGTTGTGGAGA 
AAAAGTGATGTGGTCAAGAGTTGA 

GCAAGAAAGAGAAACGTAAAAACAGA 
TAGAGATTCTGCCTGTGCTTTGGT 

GAGAGTTGCTGGTGTAAAATACGTTT 
GAAATAGTTGATCTACAAAGGCCA 
GGTTAACGCTTCTGTGAGGACCTTCT 
GGCTCTTGAGATACCCTAAATATT 

ACTTTCATTGGTAAATAAGCCTGTCTT 

CCTATCTGGATTTTTGGTGTGCA 

CAGTTATTTAAAGGCTGACAACTGCC 

TTCCAGACCCGCGCTGTATTAATA 

TGGTGGGTACAGAAACATTGTCACAG 

GGATCCTGGAACAGAGGAAGAGTT 

TTCTGACCTAATAATTACGGGAAATG 
G AAAGTCTGG G CC AG CATCAATAA 

TGGGTCGGCAAAGCTATTATAACTTT 

GAATGCTAACGGCATGTTTGACCT 

GCTGTGTCCTTTCTGGCACAATCGGG 

GATTCCATTCTTTAGACACTGGAA 

TTGACAAAGATGACATCGCCCCAAGA 

GCCAAAAATAAATGGGAATTGAAA 

GTAAAGATCAGAATACCAAGGCCAGC 
TAAGGCAACGACTCCCTCCCCAAA 

ATACGGGACAATAAAATCTGCCTTTT 
GCTCTGGAGGGAGATACTACCTCT 

ATGCTGGTGTCATGTGACATTTGTTG 
AGTCTCGGGCATGTTCACGGTGGG 
GGAAATTGTGCCAAAACCATGGAAAA 
TATTACTGTGTGTGGGGTGTCTGT 

TTTGTGTGTGAAATATAACATTGATTG 
AATTGCAGTTACATTTGGTTAGT 
AACATTCTACATAGCACAGGAGCTTA 
AGAGTGGCATTATCTTCTCGCCTT 

TAAGGTTAGGCAATAACTTAGGGGTA 
TATTCTCTTCCTGCATCCCAGTGC 

TAAGGTGTTTGCTGGGGGATGTTGTG 
TGTATTAGGGGAGTGTTTCCCTTG 

AAAACATTGCCAGACCATTTAGTCCT 
CTTGGAAGGGCCTCTCCGGTGGGG 

CGGGGGAATAGGAGGAAAAACATGG 
CATGGAACAAACCAACATAAAAGGT 

ACTGGTGTTGGTGCTTTTGTCTGTCA 
TACCATAGTATTTTCAAAACTTCA 

CCTTGAGAAACACCCATCTCCACTTC 

CTAGACAAACCAATGAACATTAGT 

AACTGTGAGGCAAATAAAATGCTTCT 

CAAACTGTGTGGCTCTTATGGGGT 

CTAAGTCATTGCAGGAACGGGGCTG 

TGTTCTCTGCTGGGACAAAACAGGA 

GCCGTTCTTTATAGAACAATTCCTTTC 

TCTTCTCTTGAATGTGGCAGTCA 

AGCCTACCTCCCTACCCCAAGCTGTC 

TGTTGAGAGCAGTGCTGACCCCAG 

TTTCATAAACCCACTCCTTCCTCTTCA 

C CCAC7TGCAATCCGCATGCTTC 

CAAGTTGGTTTAGTTATGTAACAACC 

TGACATGATGGAGGAAAACAACCT 
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Table 8 



5073 


Table 3A 


NA 


AA628833 


2541220 


af37g04.s1 


-1 


GACTCGTTACGCCGTAGTTTGTCCTA 












Soares Jota! Jetus_Nb2HF8_9w cDNA 




TCTTGTTTATCAAATGAATTTCGT 












done IMAGE: 1033878 3', mRNA 
















sequence 






5074 


db mining 


NA 


AA701193 


2704358 


2j80c03.si 


•1 


AGCCGCCCAGCTACTTAATCCCTCAG 












Soares_fetaMiver_spleenJ NFLS_S 1 




TAACATCTATCTAAATCTCCCATG 












cDNA done IMAGE:461188 3' similar to 
















gb:M11124 HLAC 






5075 


Table 3A 


Hs.307486 


AA729508 


2750867 


nx54a03.s1 cDNA 


-1 


TGGCCTGTGC 1 1 1 I ACCACACCGTCA 












/done= IMAGE: 1 265028 




AACCCTTGATCATTTCTGTAAACA 


5076 


Table 3A 


Hs.104157 


AA765569 


2816807 


EST380899 CDNA 


-1 


ACATTCTCATAGTCCAGGGGCTCAAC 
















AACTTTGGCCTTTTCCAGCACCAC 


5077 


db mining 


Hs.220649 


AA774984 


2834318 


QVl-GN0320-051200-552-b08 cDNA 


-1 


TCAGCAGTTGTGCCTTTTCTCACAGA 
















TCCAGCCGTCCTTCTCGCTGTCAC 


5078 


db mining 


Hs.192078 


AA884466 


2993996 


te30h04.x1 CDNA, 3' end 


-1 


TGCAAGCAATAAAATCTTGCTTTAATC 












/clone=IMAGE:2087479/c}one_end=3 t 




AGTAACCACTGTCTGACAGGACA 


5079 


db mining 


Hs. 194249 


AA907080 


3042540 


HOA43-1-G6.R cDNA 


-1 


GGTCGTAGAGAAGACAGCAAGGGAG 
















GGGATAAAACCCAGGAAGGACTTAA 


5080 


Table 3A 


Hs.143254 


AA961072 


3127626 


EST388440 cDNA 


-1 


GGCTCACGATGACAACCGCCTACGG 
















AAAAACTCTAATTCCTAAACATCTA 


5081 


db mining 


Hs. 163271 


AP343658 


13591717 


translocation associated fusion protein 


-1 


GACAAGCCAGGTCAGCCCAGATTGC 












IRTA1/IGA1 (IRTA1/IGHA1) mRNA, 




CAAAGCAGCACTTGCCTACACCAGC 












complete cds /cds=(1 36,402) 






5082 


Table 3A 


Hs.46476 


AI018105 


3232624 


EST386846 cDNA 


-1 


GGTTCCCTTGAAGCAGTGCCAACCTA 
















AATCTACCTCAGGTAAGTAGTTAG 


5083 


Table 3A 


Hs.238954 


AI031624 


3249836 


602637935F1 cDNA, 5' end 


-1 


GCTGACAGTATGGAGGCTAAAGGTG 












/c!one=lMAGE:4765448 /clone_end=5 r 




TGGAGGAACCAGGAGGAGATGAGTA 


5084 


db mining 


Hs. 133261 


AI052754 


3303745 


oy78e0i.xl cDNA, 3* end 


-1 


CAAGTGTGCCGGGCAAGTTTGGGAA 












/done=lMAGE:1671 960 /c1one_end=3* 




GGTGAAGCAATCTGTGACTTAAATA 


5085 


db mining 


Hs.292803 


A1056470 


3330336 


oy77d03.x1 cDNA, 3' end 


-1 


GAGCTACTCAAGGGGAAAAAAGGGC 












/c!one=IMAGE:1671 845 /c[one_end=3 , 




ATATAGTATGCTCTGGTAGTAAAAGT 


5086 


db mining 


Hs.6733 


AI057025 


3330814 


phosphoinositide*specific 


-1 


GCTCAAGATCACCTCTTTGTCATCTT 












phospholipase C PLC-epsilon mRNA, 




GAACAATG I I I I I CTCTTCTAGGT 












complete cds /cds=(235,7146) 






5087 


db mining 


HS.133930 


AI073993 


3400637 


oy66d03.x1 cDNA, 3» end 


-1 


TGGTGATAATAGAGATTGTTTCTGCC 












/clone=IMAGE:1 670789 /clone_end=3 l 




CTGGGGGTAGTTCAAGGATAACAC 


5088 


db mining 


Hs.133949 


AI074528 


3401172 


oy79d05.x1 cDNA,3'end 


-1 


CTTCAGGTTTGGCCCAGCCCCTCCTT 












/c)one=IMAGE: 1672041 /clone_end=3' 




GAAGACTCCTTCCATCCAGTCAAG 


5089 


db mining 


Hs. 13401 8 


AI076071 


3405249 


oy80b11.xl cDNA, 3' end 


-1 


CCCAAGTGAAGTCAAAGTTACTGTGT 












/clone=IMAGE:1672125 /clone_end=3' 




GGTTGATAG GGAACATGGCTGGAT 


5090 


db mining 


NA 


AI081253 


3418045 


oy67c02.x1 NCI_CGAP_CLL1 cDNA 


-1 


ACCCGCAGACCAGATGGTTGAAAGG 












clone !MAGE:1670882 3 7 similar to 




AAAAATTAAAGCCTTCTTGGGGATT 












gb:X64707 BREAST BASIC 
















CONSERVED PR 






5091 


db mining 


Hs.134590 


AI081258 


3418050 


oy67c11.x1 cDNA, 3' end 


-1 


GGAGTTAGATCAACCTTATGGGGAAG 












/clone=lMAGE:1670900/clone_end=3' 




GGAAAGGCAGGGCTTGTGACAATT 


5092 


Table 3A 


Hs. 105621 


AI084553 


3422976 


HNC29-1-B1.R cDNA 


-1 


GATGGCTGCTTGGTTGCTAAACCCAG 
















ACAGGGTCCTTCCAGTGCATCTGC 


5093 


db mining 


Hs.230775 


AI085588 


3424011 


oy68d10.x1 cDNA, 3' end 


-1 


CATTTGTGGGTGGAGGGTTTTGAATG 












/ctone-IMAGErl 670995 /clone_end=3* 




TCCTCTTTCCATGTCAGGCAAAGG 


5094 


db mining 


Hs. 146591 


AI086023 


3424446 


oy70f10.x1 cDNA, 3' end 


-1 


TTCTATGAAGGTTTCCCTGGACAAGA 












/cIone=IMAGE: 167121 1 /clone_end=3' 




AACTGCCAGAGAGCCCTTAGCTCA 


5095 


Table 3A 


Hs.23158 


AI097125 


3446707 


600943902F1 cDNA, 5' end 


-1 


TGCTGAATGTACCTGAGTGTATGTAT 












/cIone~IMAGE:2966352/clone_end=5' 




TTAAAAGGACTCACATGGGCATCA 


5096 


db mining 


Hs.1 50708 


AH 22689 


3538455 


oy79f03.x1 cDNA, 3 1 end 


-1 


TCTCAACCCTAATATTCATTGTTCCAT 












/c!one=IMAGE: 1672061 /clone_end=3' 




GAGCATTGTCAGGTTTTGGATGG 


5097 


db mining 


Hs.326995 


AI144314 


3666123 


oy84f01.x1 cDNA, 3' end 


-1 


ACAAGTGGAAGAGGAAGACAGAAGA 












/clone=lMAGE:1 672537 /clone j2nd=3* 




ATGGGTCAGGGAGATGCAAGGATGG 


5098 


db mining 


NA 


A! 14431 7 


3666126 


oy84f04.x1 NCI_CGAP_CLL1 cDNA 


-1 


TCCTTAGGGAAAAGAAGA Mil CAAA 












clone rMAGEM672543 i'sfmffarto 




CCCTTCGTTAGTTTCGGTAGGGCC 












gb:X64707 BREAST BASIC 
















CONSERVED PR 






5099 


db mining 


NA 


Al 187859 


3739068 


qeO7h05.xi Scares Jestis_NHT cDNA 


-1 


ACGCAATTTGTTCACATACATACACAT 












clone IMAG&1 738329 3', mRNA 




GCAAATCCCAAAAGAAGGTTTTA 












sequence 






5100 


Table 3A 


Hs.121210 


AI204611 


3757217 


EST384285 cDNA 


-1 


CCCAGCCCTCTATGTACCCGTGTCCC 



AGCCAGCAATAAATGCCATCTTGG 
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5101 db mining Hs.144814 AI220530 

5102 db mining Hs.126580 AI222355 

5103 Table 3A Hs.36475 AI243620 

5104 db mining NA A1263168 

5105 Table 3A ' Hs. 158501 AI290845 
5105 db mining Hs.150175 AI301070 

5107 db mining NA AI356349 

5108 db mining Hs.157560 AI356388 

5109 db mining NA AI356470 

5110 db mining Hs.157808 AI361701 

5111 db mining Hs.327396 AJ361729 

5112 db mining Hs. 157811 AI361733 

5113 db mining Hs.270193 AI361773 

5114 db mining NA AI364677 

5115 db mining Hs.327411 AI364926 

5116 db mining Hs.157279 AI364931 

5117 db mining Hs.157280 AI364944 

5118 db mining Hs.283433 AI355377 

5119 db mining Hs.304043 AI365414 

5120 db mining Hs.80426 AI365418 

5121 db mining Hs.157310 AI365460 

5122 db mining Hs. 157311 A1365473 

5123 db mining NA AI367021 

5124 db mining Hs.296281 AI368512 

5125 db mining Hs.327453 AI378055 

5126 db mining NA AI378091 

5127 db mining Hs.158876 Af376095 

5128 db mining Hs.283438 AI378109 



Table 8 

3802833 RST44972cDNA 

3804558 602691 805F1 cDNA, 5* end 

/clone*IMAGE:4824264 /c!one^end=5' 

3839017 EST372075 CDNA 

3871371 qh49e10.x1 Soafes_NFLjr_GBC_S1 
cDNA clone IMAGE: 1848042 3', mRNA 
sequence 

3933619 7q71b07.x1 cDNA,3'end 

/cbne=IMAGE:3703644 /clone_end=3' 

396041 6 qo1 6d04.x1 cDNA, 3' end 

/c|one=IMAGE: 1908679 /done_end=3' 

4107970 qz26d12,x1 NCL.CGAP_CLL1 cDNA 
clone 1MAGE2028023 3' similar to 
contains MER7.b2 MER7 repetitive el 

4108009 qz26e07.x1 cDNA, 3' end 

/done=lWIAGE:2028036 /ckme_end=3' 

4108091 qz27b1 1.X1 NCLCGAP_CLL1 cDNA 
clone IMAGE:2028093 3', mRNA 
sequence 

41 1 3322 qz1 8e09.x1 cDNA, 3 1 end 

/done=IMAGE:2Q21895 /cloneend;=3 f 

41 1 3350 qz24a08.x1 cDNA, 3' end 

/done=IMAGE:2027798 /c1one - .end=3 1 

41 13354 qz24b02.x1 cDNA, 3' end 

/done=fMAGE:2027787 /done_end=3' 

41 13394 qz19c05.x1 cDNA, 3' end 

/clone=IMAGE:2021960 /c!one_end=3' 

4124366 qzO5h09.x1 NCI CGAP CLL1 cDNA 
Clone IMAGE:2020673 3', mRNA 
sequence 

41 2461 5 qz23b07.x1 cDNA, 3' end 

/done=lMAGE:2027701 /done_end=3* 

4124620 qz23c04.Xl cDNA, 3' end 

/done=lMAGE:2027718 /done.end::^ 

4124633 qz23d11.x1 CDNA, 3' end 

/clone=IMAGE:2027733 /done_end=3' 

4125066 qz08a02.x1 cDNA, 3' end 

/done=IMAGE:2020874 /clone_end=3' 

4125103 7e97a03.x1 cDNA, 3' end 

/c!one=IMAGE;3293068 /clone_end=3* 

41 251 07 brain and reproductive organ- 
expressed (TNFRSF1A modulator) 
(BRE), mRNA /cds=(146,1 297) 

4125149 qz09e06j(1 cDNA, 3' end 

/clone=1MAGE:2021Q26 /clone_end=3* 

4125162 qz09f09.x1 cDNA, 3' end - 

fclone=IMAGE:2021033 /clone_end=3* 

4136766 qz23h06.x1 NCLCGAP^CLLI CDNA 
done IMAGE:2027771 3' similar to 
contains MSRl.tl MSR1 repetitive el 

4147265 interleukin enhancer binding factor 1 
(ILF1), mRNA /cds=(1 97,21 64) 

4187908 tc79e11.x1cDNA l 3 , end 

/clone=IMAGE:2072396/clone_end=3' 

4187944 tc80a09jc1 NCI_CGAP_CLL1 CDNA 
done IMAGE:2072440 3\ mRNA 
sequence 

4187948 fc80b01.x1cDNA,3'end 

/clone=lMAGE:2072425 /c!one_end=3' 

4 1 87962 7f 1 9b03.x1 CDNA, 3' end 

/clone=iMAGE:3295085 /clone end=3' 
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AGCCTGGAATTCTAAGCAGCAGTTTC 
ACAATCTGTAATTGCACGTTTCTG 
TGGTTACTCATGTCCTCAAAGACGAC 
TCATGATGCTGGATATGAAGAACT 

AGGCAAAAGTCATTTCTTCCCTATATT 
TTGTCATGCTTATCTCCTGTCTC 
GTATGAAGGCAAGAAAATTTCAGGGG 
AAAACAAGTGGTTATTTTCTGGCC 

GATACCCTCTTCCTAAGACTCATCGC 
GTCTCTTCCAGCCTCCTCGCCCCA 

TCTGTATGCTGTGGTCTCATCAGGAA 
CCTTTCTCTGCACTGCATTTTTCC 

AGAGCTGGTTCCAGAAGGTTCGGAT 
GAGTCCTGAATGTTTATGTAGGGCA 

TCCTTAGTCTCCTTCAATTTCCACACA 
CTGAACATGACATTTTACCCTTT 



TTTTCTGTTTTCTGTTTTAAGAAAATC 
TGGAACCGCAAGGCCGTCCCTTT 

CCAAAGCCTTTGTTGTTTGGTGGCGA 
GGCCCCrmTGAATGGGGTTTTT 

TGCCGCCCCCAGGATTCTTTTAAGAA 
TAAAAAGAAATGAGTGTGGACATG 

CCTACGATATCCTTTTCAAATAGGGG 
TGGGTCCAGCCCCC7TGTGCCCTG 

CTGGGAGAAAGGTACTTTGGGTTAGT 
GGTAGGGATAGGGATGAACGGGAA 

AGCATAATCCTAATGAGGAACTTTGT 
CTGAAGTCTGAGGCTGAGTTACTT 

TTTTGGAACCCTTAGCCCTGTGCAAA 
TCAAAGGATGTGAGGGGAAAAAGG 

ATTTCCCCTACGGATGGGACCAAGAA 
ACTGATGAGAACGGCCAAGTGTTT 

AACACCCGAAACCGTCTTCTGTGGCA 
TTTGTCAGTTGAAAAAGAACACCT 

CCAGTGGCTGGGATGGTGACAGTGA ' 
CATCCACAGTAAACAGATGAAATGT 

GGATTTCAGAAACAGTTGCAGATATT 
ATTGATTAGCTAGTTGGCAGTGGG 

CTTGTTCCCAGGCCAGCCCCACACA 
GTAGGCAGTCATTAAAGTTTGGTGA 

TTTTCCTTCAACTCTTGCGACTTTCTT 
GGTCTGCCTGTGTGGTTTTAATA 

TTCTGTTAATAGCAAACATTGCCTTTG 
AGTGCTACTACTAAACCTGAGGC 

TCTAGGGATCTGCCCGGCTCAAAATC 
CCAGGCCGTTAGGCTAAGTTGTTC 

CGGACMGGGCTGGCAGGTAAATGC 
CTTCAGTTTGTTGTTAAATAGAGGC 
AGCCTTAGCCCCTTTAAAGCACTTAA 
AGTTACTACTTCCAAATGTGATTT 

ACCTTGTCATTAACAGCTCACTTTGAT 
TGAACATCTACTCTGTGGCGGTT 

TGGAACGGCTATTTGCCGGTTTAAAA 
ACCAAAAACCCCGG i I I I I CCAAA 

GTAAGGCAGACGAGAGAGGCGGAGG 
TCTCACAGTGAACCACAGGATCTGG 
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5129 db mining Hs.158956 AI380117 



5130 db mining Hs.158967 AI380252 



5131 db mining Hs.158969 AI3802B3 



Table 8 

41 89970 K98b07.x1 cDNA, 3* end 

/done=lMAGE:21 07285 /clone__end~3' 

4190105 If94d05.x1 cDNA, 3' end 

/clone=IMAGE:2l06921 /clone_end=3' 

4190135 tf99g02.x1 cDNA, 3* end 

/clone=IMAG E:21 07442 /clone end=3' 



•1 



TTGCCTGCCATGCCCTTATAAGTGCC 
CTTTAATGTCATAGCATGTAAAGG 

GGGTTTGTGTCCCCATTTAGAATCTG 
ATGAAACGGTGGGCTTTCCTTCTT 

CAGAGCCTCCAGAATTATGTGAACTT 
GTCTCAAAACATTCTCTAAATGGC 



5132 db mining Hs.158971 AI380329 



4190182 tf94g05.x1 cDNA, 3* end 

/clone=IMAGE:21 06968 /clone_end=3* 



GAAAGGACCCGAGGGTTTGTATTTAA 
AAAGCCTCCCCTGGGCCTCAAAAA 



5133 db mining Hs.309122 AI380449 



41 90302 tg02f1 2.x1 cDNA, 3' end 

/c|one=lMAGE:21 07631 /clone end=3' 



GCCAACTGCTTAGAAGCCCAACACAA 
CCCATCTGGTCTCTTGAATAAAGG 



5134 db mining Hs.302447 AI380514 



4190367 tg01e02.x1 cDNA, 3' end 

/clone=lMAGE:21075l4 /clone__end=3' 



5135 db mining Hs.231261 A138Q594 4190447 



tf95h06.x1 cDNA, 3* end 
/clone=IMAGE:2107067 /cione_end=3 1 



TGTCTAGAACAGACTGAGAGTGACAC 
GCATATTTGATTGTGAGGACAGTT 

GTTTGGCCCCCAAAGTGTTTAGGAGA 
GCTTTCTCCCTAGATCGCCCTGTG 



5136 db mining Hs.153988 AI380719 



4190572 fg03h03.x1 cDNA, 3' end 

/clone=!MAGE:21 07733 /clone_end=3* 



CCAGGAGGGCCAGAATTTGAAAATTC 
CTTGGGGTTGTTCTTTTTCCAAAA 



5137 db mining Hs.159000 A1381037 



41 90890 tg20h01 .X1 cDNA, 3' end 

/clone=IMAGE:21 09361 /clone end=3' 



CAGTTTGAGCAAAAGCCTTTGAAATC 
CAAGACTTTTCCCCTTGGGGTGCT 



5138 db mining Hs.159025 AI381601 



5139 db mining NA 



41 94382 Id05g03.x1 cDNA, 3' end 

/clone=IMAGE:20748Q4 /clone end=3' 



AI382570 4195451 qz05f05.x1 NCI_CGAP__CLL1 cDNA 
clone IMAGE:2020641 3', mRNA 
sequence 

5140 db mining Hs.192078 AI383475 4196256 te30h04 J<1 cDNA, 3' end 

/clone=IMAGE:2087479 /clone end=3' 



CCAGTTGGTTTTTGGACTCCAAAGCC 
CAGGACCCTTCCAAATCCTGCTTG 

AGGCCTTTTTCAAAGAAAAACCCCTT 
TGGGGAAAAAGGGAAAGGGCAAAA 

TTTTGCTTGCTGTCGGGAGAATAAAG 
CAGGGAACCTTTATGTAGTGAAAA 



5141 db mining Hs.327467 AI383510 



41 96291 td03c10.x1 cDNA, 3' end 

/clone=IMAGE:2074578 /clone end=3' 



-1 



GGGTTTGGCCCGATTATATTAGGTTG 
GGTGGGGGAAAAATTTTATGGGGG 



5142 db mining Hs.105125 AI383774 



41 96555 6026391 20F1 cDNA, 5' end 

/clone=IMAGE:4762804 /clone end=5» 



GTGAACTGGATCTTGAGGCCGTGCT 
GGAAACCGGAAGGTACACTGCTTGG 



5143 db mining NA 



AI383803 



5144 db mining NA AI384024 



5145 Table 3A Hs.107622 AI391443 



4196584 tc98f01.x1 NCLCGAP_CLL1 cDNA 
clone IMAGE:2074201 3' similar to 
gb:J03626 URIDINE 5'- 
MONOPHOSPHATE 

4196805 td05b02.x1 NCLCGAP_CLL1 cDNA 
clone tMAGE:2074731 3* similar to 
contains Aiu repetitive element;con 

4217447 tf96e06.x1 cDNA, 3' end 

/clone=IMAGE:21 071 38 /clone end=3' 



CAAAACTTGAGATAAGGTTAAAACTG 
TGCCCAGAGGAAAACTGGTAGTCT 



TGCAGCCAGATTGTTCCAAGGTTGCC 
AATTACCTAGTGGGTAAATTTCCC 

AGTGCTTATCATGAAATGTGCTTCAC 
TGGTTCAGCTCTGTTGTTTCCTTA 



5146 db mining Hs.160956 AI391451 



5147 Table 3A Hs,160959 AI391500 



5148 Table 3A NA 



AI392705 



5149 db mining Hs.160978 AI392745 



5150 db mining Hs.160961 AI392793 



4217455 V96T03.X1 cDNA, 3* end 

/clone=IMAGE:2107133 /clone_end=3' 

4217504 602086202F1 cDNA, 5' end 

/cJone=IMAGE:4250424 /clone_end=5' 

4222252 tg23b03.x1 NCI_CGAP_CLL1 cDNA 
Clone IMAG&2109581 3\ mRNA 
sequence 

4222292 tg08b05.x1 cDNA, 3' end 

/clone=IMAGE:2103145 /clone_end=3' 

4222340 1g04g01.x1 cDNA, 3' end 

/c!one=lMAGE:21 07824 /clone end=3' 



-1 GTTATTTGGGAGACAAATGGACGGG 
CAGGAAGATTGATGCTCCGCTGTTC 

-1 AGCTGAAGGGCTTCAACTTTGCTTGG 
ATTTTTAAATATTTTCCTTGCATA 

-1 TGCAGGCTCATTGTGCTCCTTCTTCT 
GGGTTTCAATTGGATTTCAGTCCT 

-1 ATCTCTAATGAAGCCTAGGATCAGAT 
TTGTGGCATACCAACAGCACATGT 

-1 CCACAAGGGTTAGTTTGGGCCTTAAA 
ACTGCCAAGGAGTTTCCAAGGATT 



5151 db mining Hs.160982 AI392799 



4222346 



tg04g09.x1 cDNA, 3' end 
/clone=IMAGE:21 07840 /clone end=3' 



CGCTTTATTCCCACGAAACCTAGGAC 
AGTGGCCATCAAACCGAGCGCTTT 



5152 Table 3A Hs.189031 At392805 



4222352 



tg04h03.x1 cDNA, 3' end 
/c)one=fMAGE:21 07829 /clone end=3' 



CCTGTTGTGGCTGGCTGCATAATAAT 
TTCCAGGAGGCTTTCGGAAATGTT 



5153 Table 3A Hs.221014 A7392814 4222361 

5154 Table 3A Hs.168287 AI392830 4222377 

5155 db mining Hs.276774 AI392845 4222392 



MR2-HT1 1 52- 1 801 01 -007-d08 cDNA 

tg10b09jc1 CDNA, 3' end 
/clone=lMAGE:2108345 /clone_end=3' 

tg10d01.x1cONA, 3' end 
/clone=lMAGE:2108353 /clone end=3' 



-1 CGGTCCAGTCGGCTGC7TCCATTCCC 
TGAAGAAGAGGCCCTAAAGTTAAA 

-1 TTAGCCTCAAAGGGGTGGGGAAAAG 
CCCATACCTCCTGGGCCAGTCCTAG 

-1 CCTTAGAATTAAGTTGAATTTTCCTGC 
CTTGCTAAGCAAGACTTCCTGCA 
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5156 Table 3A Hs.159655 AI392893 



5157 db mining Hs.327469 AI392990 



5159 db mining NA 



5161 db mining Hs.159706 AI393038 

5162 Table 3A Hs.160273 AI393041 

5163 Table 3A Hs. 126265 AI393205 

5164 db mining Hs.159718 A1393217 

5165 db mining Hs.240635 AI393223 

5166 Table 3A Hs.160401 AI393906 

5167 Table 3A Hs.340891 AJ393908 

5168 Table 3A . Hs.274851 AI393960 

5169 Table 3A Hs.160405 AI393962 

5170 Table 3A Hs.76239 AI393970 

5171 Table 3A Hs.1 60408 AI393992 

5172 Table 3A Hs.244666 A1394001 

5173 db mining Hs.160410 A1394009 

5174 db mining Hs.160423 AI394303 

5175 Table 3A Hs.159678 AJ394671 

5176 db mining Hs.228337 AI394890 

5177 db mining Hs.159682 AI394730 

5178 db mining Hs.1596B3 AI394733 

5179 db mining Hs.177146 AI399977 

5180 Table 3A Hs.225567 AI400714 



Table 8 

4222440 tg05d07.x1 cDNA, 3 r end 

/c|one=IMAGE:2l 07885 /clone_end=3' 

4222537 tg22f02.x1 cDNA, 3' end 

/c!one=lMAGE:21 09531 /clone_end=3' 



5158 db mining H5.230848 AI392999 4222546 



tg22f11.x1 cDNA, 3' end 
/cfone=lMAGE:21 09549 /clone_end=3' 



AI393006 4222553 tg22g06.x1 cDNA,3'end 

/cfone=IMAGE:21 09562 /clone_end=3' 



5160 db mining Hs.228891 AI393017 4222564 



(g22h05.x1 cDNA, 3' end 
/clone=IMAGE:21 09561 /clone_end=3' 



5181 db mining NA 



A1400725 



5182 db mining Hs.224409 AI400796 



4222585 tg25b07.x1 cDNA, 3* end 

/clone=IMAGE:21 09781 /c1one_end=3 l 

4222588 tg25b10.x1 cDNA, 3' end 

/clone=IMAGE:2l 09787 /clone_end=3' 

4222752 Homo sapiens, Similar to RIKEN cDNA 
0610006H10 gene, clone MGC:9740 
fMAGE:3853707, mRNA, complete cds 
/cds=(171,1130) 

4222764 tg14c09.x1 cDNA, 3' end 

/clone=MAGE:21 08752 /clone_end=3' 

4222770 tg14d03.x1 cDNA, 3* end 

/c!one=IMAGE;21 08741 /c!one_end=3' 

4223453 tg05f08.x1 cDNA, 3' end 

/clone=iMAGE:21 07911 /clonej=>nd=3' 

4223455 wi30d1 1 Jrt cDNA, 3' end 

/clone=lMAGE;2391765 /clone__end=3' 

4223507 tg1 1d04.x1 cDNA, 3' end 

/clone=IMAGE:21 08455 /clone_end=3' 

4223509 tg1 1d08.x1 cDNA, 3 1 end 

/clone=IMAGE:21 08463 /c!one_end=3' 

4223517 hypothetical protein FU20608 

(FLJ20608), mRNA /cds={81 r 680) 

4223539 tg06c05.x1 cDNA, 3' end 

/done=IMAGE:21 07976 /clone_end=3' 

4223548 tg08d04.x1 cDNA, 3' end 

/clone=IMAGE:21 07975 /clone_end=3' 

4223558 tg1 1e02.x1 cDNA, 3* end 

/clone=lMAGE:21 08474 /clone_end=3' 

4223850 tg09g1 1 xl cDNA, 3' end 

/clone=JMAGE:21 08324 /clone_end=3' - 

4224218 tg24a07.x1 cDNA, 3' end 

/clone=IMAGE:21 09684 /done_end=3' 

4224237 tg24c05 J<1 cDNA, 3' end 

/clone=IMAGE:21 09706 /clone_end=3' 

4224277 tg24g04.x1 cDNA, 3' end 

/done=IMAGE:21 09750 /clone_end=3' 

4224280 tg24g09.x1 cDNA, 3' end 

/clone=JMAGE:21 09760 /ctone_entf=3* 

4243064 tg92e06,x1 cDNA, 3' end 

/clone=lMAGE:21 16258 /done_end=3' 

4243801 tg93g12.x1 cDNA, 3' end 

/clone=IMAGE;21 1 6390 /clone_end=3' 

4243812 tg93h12.x1 NC1_CGAP_CLL1 cDNA 
clone IMAGE:2l"l6391 3» similar to 
contains TAR1 ,t1 MER22 repetitive e 

4243883 IL3-ET01 14-01 1100-330-F11 cDNA 
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CAGCCACGGCCCCTCGCGTCTTCGC 
GGCACGTTAATTAAATGCGGAAAAC 

TTTTACCCAAATTTTAAAGGCCGGAT 
AAAAGGGTTTTTGTTTGGAAGGGA 

GGAGGTTAGGGCCTGAAGCTCAAAG 
CTCCCCCTTTTTAATAGTrTTTCCC 

CCCCTTTGGGCCCCCCGGGTTTTCC 
CTTTTTGGTTTCGGGTTGl I I I I IG 

ACGTGGGCCTTTGGACCCCTTATMG 
ATGGTCATAAGACCCCAAAACTGA 

ATGGCTATAAGGCCAAAAAAGTTTGG 
CGGCATGGGGGAI Mil IGCTCTT 

AGAGACGGCCACCTGAGACCAATTA 
GAATATCCACACCAGTGGAAGAGAG 

GCCTCCCCAACCCCTGGCCTCAATTT 
CCCTTTCTATAAAATGGAAGATGT 



ACACCCAGCCAAAGAAAAGCATACCT 
GAATCCAAGAGAGTATTTACACTG 

CTCAGAGAAGAACAGTGTAGAAACCC 
GCGCTGTGTGAAGCGAGGTTGGGC 

ACTTTCCATTGTTGAGCTGGGGAGTT 
GGATTTTGTCCATTTG I I I I I ATG 

TCCCAGTGATGATTCGCTCCCTTTGT 
TAATTACTCAGTGTTTCTTGTTTT 

TGCGTGCTGCTAATACTTAGGTACCC 
ATAATAGGTCTTTACACTCAGTTT 

CCTGACCTTGAGGCA I I \ I IGATTGT 
GCAGTTACCTAGGGTATGCTTGTG 

GAGGACTGGGACCGTGATTCCACTA 
ACCGGAAACCGTCGCCTTTCGGGCC 
GGGGAAGTCAAGGAGACACACACGC 
TCTTTCAACAGAATCAGCTCTTAAT 

AACTAGATCCTGCCTTAGAAAACCTT 
TTGCCATGAATGACAAATTCATGT 

TGTCAGCATCTGGAATAGTGTAAGTA 
TGCAGTGGAGGAAATCTCATCCTT 

TTAACAGGACCTCTGGGCCACCAAG 
GAGAAAGGGCTGGGGAAGCCAAGAG 

GTTCTGTGATAGTTTGTTTCCCCTCAT 
CTCCCTCACCTCTGCCTGGGTTG 

GGCCCCTCCTTTTGCTGGAGAGTTTT 
TTATAAACTGGAGCCCGATTTCAT 

GGGCTTTTTCTTCCCCTAATCAGGGT 
GACCTGGGCCTTTTGGGCAGGATC . 

AAGGAGGGGAGTGAATGATATTGCT 
GTCATTTCTCAGCAAATCATAGTGA 

TAAAATTCTCTGTGGGAAAAAGCCTG 
CCAATAAAATGGGGGTTTTTGGGC 

ACAGACTAAGCTGGTTTGGTGGATTC 
ATCTTTCACTTATGAAGAAAGCAG 

CCCAAAGCCTGGGGGGTTTGGCCCA 
AACCTTCCCCCTGGTTTTTATAAAA 

ACTGCTTTCAAGAAAGTGGGACCAGT 
GGCATTGTAGCCACCATAATCACT 
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5183 db mining 

5184 db mining 

5185 db mining 

5186 db mining 

5187 db mining 

51 88 db mining 

5189 Table 3A 

5190 Table 3A 

5191 Table 3A 

5192 Table 3A 

51 93 db mining 

5194 db mining 

5195 Table 3A 



Hs.174778 AM00826 

Hs.270294 AI401001 

Hs.224178 A1401179 

Hs.175336 AI401184 

Hs.327913 AI4O1303 

Hs.159693 AI417000 

Hs.79968 A1419082 



Hs.131067 
Hs.159103 



AI421806 
AI431873 



Hs.254006 AI432340 



Hs.283442 
Hs.327548 
MA 



A1435240 
AI43526B 
AI436418 



519S Table 3A Hs.165703 AI436561 

5197 Table 3A Hs.111377 AI436587 

5198 db mining Hs.283443 AI436589 

5199 Table 3A Hs.257066 AI438957 

5200 db mining Hs.165701 AI438979 

5201 db mining Hs.165702 AI438980 

5202 db mining Hs.327566 AI439020 

5203 db mining Hs.327567 AI439044 

5204 db mining Hs. 165704 AW39060 

5205 Table 3A Hs.1 65681 AI439580 

5206 db mining NA AI439601 

5207 Table 3A Hs.1 92463 AI439633 

5208 db mining Hs.1 65732 AI439643 

5209 Table 3A Hs.255490 AI439645 



Table 8 

424391 3 th10g1 1 .x1 cDNA, 3' end 

/clone=!MAGE:21 17924 /clone„end=3' 

4244083 tm29d1 1 ,x1 cDNA, 3' end 

/clone=lMAGE:21 58005 /clone_end=3' 

4244266 tg26g1 1 .x1 cDNA, 3' end 

/clone=lMAGE:21 09956 /clone_end=3' 

4244271 7o1 8b08.x1 cDNA, 3' end 

/done=IMAGE:3574239 /done_end=3' 

4244390 tg92d01 .x1 cDNA, 3' end 

/clone=lMAGE:21 16225 /clone_end=3' 

4260504 th02f02.x1 cDNA, 3' end 

/done=lMAGE:21 17115 /clone_end=3' 

4265013 splicing factor 30, survival of motor 

neuron-related (SPF30), mRNA 

/cds=(0,716) 
4267737 yt85b05,s1 cDNA, 3* end 

/clone=IMAGE:231057 /clone_end=3' 
4306229 tc97d09.x1 cDNA, 3' end 

/clone=!MAGE:2074097 /cione - end=3 1 

4309500 tg54e06.x1 cDNA, 3' end 

/cione=1MAGE:21 1 261 0 /clone_end=3' 

4301796 ti02a06.x1 cDNA, 3' end 

/clone=MMAGE:21 29270 /c!one_end=3' 

4301992 Ii02d10.x1 cDNA,3'end 

/done=IMAGE:21 29299 /c!one_end=3' 

4281540 t»01h02.x1 NCI.CGAP CLL1 cDNA 
clone IMAGE:2129235 3' similar to 
SW:SYB2 HUMAN P19065 
SYNAPTOBREVJN 

4282683 ti03b03.x1 cDNA, 3* end 

/clone=1MAGE:2129357 /c(one_end=3 J 

4282890 AL582032CDNA 

/done=CSODL003YA06-(3~prime) 
4282906 7f34g01 .xl cDNA, 3' end 

/clone=IMAGE:3296592 /c1one_end=3' 

4300957 UI-H-BI3^ka-b-10-0-Uts1 cDNA, 3' 
end /clone=IMAGE:2733930 
/clone_end=3' 

4301 1 1 1 tc89d1 1 .x1 cDNA, 3' end 

/clone=IMAGE:2073333 /clone,end=3' 

4301118 tc89d12.x1 cONA, 3* end 

/ctone=lMAGE:2073335/clone__end-3' 

4301397 tc89e05.x1 cDNA, 3' end 

/clone=!MAGE:2073344 /clonej>nd=3' 

4301 565 tc89h03.x1 cDNA, 3' end 

/clone=IMAGE:2073365 /done_end=3' 

4301677 tc84f07.x1 cDNA, 3' end 

/clone=IMAGE:2072869 /clone_end=3' 



4305318 
4305465 



QV3-DT0G43-21 1299-044-d03 cDNA 



tc85d10.x1 NCI_CGAP_CLL1 cDNA 
clone IMAGE:2072947 3', mRNA 
sequence 
4305688 7q86c05.Xl cDNA, 3' end 

/clone=IMAGE:3705201 /done_end=3' 

4305758 Ic91e06.x1 cDNA, 3' end 

/ctone=lMAGE:2073538 /clone end=3' 



-1 

-1 



A 



A 

A 

A 
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GCCCTTGGCAAATGATTTGAGACCCC 
TTTTGAAAACCATGTAGGATGAAT 

CACACAGCAGTGGCTTGGGGATGAG 
GAAGGAAGGGAGAATCTCAACGGAG 

TTTTTCTGTGAGTTAGGGGCATGGAG 
GCGGCAGTGTTGGGAGCTGGAGCC 

AGTTGGCTCTAGTTTAAAGATATAAAT 
ACGTACCTCACTTAAACCCCATGT 

CTTCAGGCCCAAGTTCAACGGGTTAA 
AGAGGTCCGCTCCCAAATTATTCT 

GTCCCAGTAGCCCCATTTCAGGGCTT 
GCTAGTTACATGGGTTTGTGTTTA 

GGATGTGTGATGTTTATATGGGAGAA 
CAAAAAGCTGATGTATAGCCCTGT 

CAATTTCCACCTCTAAGGGGGTCGG 
GAAAGGCACGCTGAGGGTGAATATG 
GCTTTCAAATGAATTTCAGGGCTTTC 
TTTGAAGCAGTCTTGTAAAGTTGT 

TCCTTTCTGGATACCAGGAATCACTT 
AAAAATCTGTGTATAATGCCCCCA 

AAACAGGGAACGACAGGAAAAAGAT 
GACCGTGATACACTCTGCTAAAAGC 

CCCCCCCGGCTTCCCCCTTTTTTCCC 
CGCCCGI I I I I I IGGGGGAATGGG 

GGCCATGCCGGGCCAGCCCCACCTG 
AAGCTCAGTGAAAGCTGATTAAAAA 



CGCAGGACTCTAAAGATCCAAGCTCA 
CAAAACACTCCAAATCCACCTCGA 

AACTTTACTTCTGTTCTTGGCAGGAC 
ATGGAGAGAGGGAGGGATTCCAAA 
GGGTGATAATTGAGGGTGCCGCTGG 
GAAGGTCCGAGAATGGGTTTTCATG 

GTTCATTGCTGTTCAGAGTGTTGCTG 
CTGTGGTGCTATAAATGCTCCCAG 

TATTCCACCAGTGAGCTACACTCCCG 
GCCCCTTTAGTGTTGTTTGTAAAC 

CCGTGTTGTGGCAAAATGGTCCCTG 
GAGTTTTTGACCCTGTGTTTAAAGA 



4305772 



tc91e08.x1 cDNA, 3' end 
/clone=lMAGE:2073542 /clone end=3* 



I IT! I I'GGGGCCGAAAACCCCCAATG 
AGGGGGATTAAAGCTGTTTTCCCC 

GGGGTTGTCCTTTTCCCACCCTGATG 
GGGAATTTATGGATGGGTTTCCTT 

AAATGAGTGACCAAAACACTTCTGTA 
CCACTTCTGTGAGCTGAGGTCCAG 

AGGAACCTAAAGAAACTGCCAAGTGT 
AGATAAGCATTGAGTATGTTACCC 
GGTTGTCCAGTTTTCGGTTTTTAACG 
CCCCCCATAGGGGATTTGGCCCCC 

GTTTTGGAATGAGGAATGA I I I I ICTA 
AGCCTGACATCAGATGTCTGACA 

GAAATTCTCCCCTTTTCCCCTCTCCTT 
CCCTTCTGCTGACCTGTTCTCAG 

CACAGAGGGAGTGTGCAGGGCCAGA 
TTTCATCCTGGGGCCACGCTGAAAT 
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5210 Table 3A Hs.9614 AI440234 



5211 Table 3A 

5212 Table 3A 

5213 Table 3A 

5214 Table 3A 

5215 Table 3 A 

5216 Table 3A 

5217 Table 3A 

5218 Table 3A 

5219 db mining 

5220 Table 3A 

5221 db mining 

5222 db mining 

5223 Table 3A 

5224 db mining 

5225 Table 3A 

5226' db mining 



Hs. 309279 AI440337 

Hs.89104 A1440491 

Hs.59844 AI440512 

HS.327610 AI452611 

Hs.121973 AI458739 

Hs.86437 A1469584 

Hs.149095 AW71866 

Hs.303662 AM72076 

Hs.1 70772 AI472326 

Hs.78746 AI474074 

NA AI475527 

Hs.292501 A1475611 

Hs.300759 AI475653 

Hs:300759 AI475653 

NA AI475666 



NA 



A147567B 



5227 Table 3A Hs. 105676 AJ475680 



5228 db mining Hs.170338 AI475682 



5229 Table 3A Hs.236030 A1475694 



5230 db mining NA 



AI475735 



5231 db mining Hs.327640 AI475806 



5232 db mining Hs. 170586 AI475815 



5233 Table 3A Hs.105052 A1475827 



5234 db mining Hs.258864 AI475833 



5235 Table 3A Hs. 170587 AI475884 



Table 8 

4281195 Nucleophosmin (probe bad, mutations, 
wrong clone used) (nucleolar 
phosphoprotein B23, numatrin) 

4282020 tc88b03.x1 cDNA, 3' end 

/clone=IMAGE:2073197 /clone_end=3' 

4300500 602590917F1 cDNA, 5' end 

/done=IMAGE:4717348 /clone_end=5' 

4300747 tc83f09.x1 cDNA, 3' end 

/cione=:!MAGE:2072777 /ctone_end=3' 

4286566 tj27g07.x1 cDNA, 3' end 

7clone=)MAGE:21 42780 /c)one_end=3' 

4311318 602428025F1 cDNA, 5' end 

/clone=:fMAGE:4547239 /done_end=5' 

4331674 602411368F1 cDNA, 5' end 

/done=lMAGE:4540096 /done^end^S' 

4333956 ti67d04.x1 cDNA, 3* end 

/done=IMAGE:21 37063 /clone_end=3' 

4334166 tj85n03.x1 cDNA, 3* end 

/ctone=lMAGE:2148341 /done_end=3' 

4334416 fi87c09.x1 cDNA, 3* end 

/clone=IMAGE:2148496 /done_end=3' 

43271 1 9 cAMP-spedfic phosphodiesterase 8A 

(PDE3A) mRNA, partial cds 

/cds=(0,2141) 
4328572 fc85g07jc1 NCLCGAP__CLL1 cDNA 

done IMAGE:2072988 3', mRNA 

sequence 
4328656 7f03g08.x1 cDNA, 3' end 

/clone=IMAGE:3293630 /done_end=3' 

4328698 ribosomal protein L36 (RPL36), mRNA 

/cds=(1 45,462) 
4328698 ribosomal protein L36 (RP136), mRNA 

/cds=(145,462) 
4328711 tc93c08.x1 NCI_CGAP_CLL1 cDNA 

clone tMAGE:2073710 3\ mRNA 

sequence 

4328723 tc93d10.x1 NCLCGAPJXL1 cDNA 
done 1MAGE:2073715 y similar to 
gb:M92287 G1/S-SPECIRC CYCLIN 
03 ( 

4328725 tc93d12.x1 cDNA, 3' end 

/clone=IMAGE:2073719 /clone_end=3' 

4328727 tc93e03.x1 cDNA, 3' end 

/clone=lMAGE;2073724 /clone_end=3' 

4328739 SWI/SNF related, matrix associated, 
adin dependent regulator of chromatin, 
subfamily c, member 2 (SMARCC2), 
mRNA/cds=(22,3663) 

4328780 tc86g02.x1 NCI CGAP_CLL1 cDNA 
Clone IMAGE:2073074 3', mRNA 
sequence 

4328851 tc94g03.x1 cDNA, 3 1 end 

/clone=IMAGE:2073844 /clone_end=3* 

4328860 tc94h02.x1 cDNA, 3' end 

/c!one=!MAGE:2073843 /clone_end=3' 

4328872 adaptor protein with pleckstrin 

homology and src homology 2 domains 
(APS), mRNA /cds=(1 27,2025) 

4328878 tc87b01 .X1 cDNA, 3' end 

/done-lMAGE:2073097 /clone_end=3' 

4328929 tc95c12.x1 cDNA, 3' end 

/done=IMAGE:2073910 /clone end=3' 
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TGATAGGACATAGTAGTACGGGTGGT 
CAGACATGAAAATGGTGGGGAGCC 



-1 CAATACCTACCCCCAGTGGCAGCCG 
CCTGCTCCTCATGACCCAAGTAAGT 

-1 TGT7TTAACAACTCTTCTCAACATTTT 
GTCCAGGTTATTCCCTGTAACCA 

-1 TAAGTGTCAGGTTTGTGGGGAAGGTT 
ATTCTTGCCTTGTGTATTTTGTCC 

-1 CAAACCCCTATCCCCCATTCTCCTCC 
TATCCCTCAACCCCGACATCATTA 

-1 CCTGCAACAGCTAAGGCCAAGCCAA 
ACTTACCGTGGACTCAAACACTTTG 

-1 TGMTTTGGAGTCCCTGGCACATAAA 
TCTACCTTCAAATCAGAGGTCCTT 

-1 TCCCACCCCTTTTCTACTGAATTTGT 
GGGGATCCTATAATAAAAGTGAAT 

-1 ACTACCAGAGCCCTAGGACTTCTGAG 
CACATTTAGAAAATACCAGAGGCA 

•1 CATGTCAGAGTTCTTAACAGAAAGCA 
AAGGTTTCCAACAGCACTTGCATT 

-1 ATGAAATCTCATGGGGCCAAACTGCA 
CATCAGCTACTGCTACCTTCTTGC 

-1 CCCTGTGGCAACTTGTGGGTACGGTT 
TAACTGGACCACGCTGAGCTTCTG 

-1 AGAAATAGTGTTTCTCGGAAGCTCAG 
TTTGGAGCTGACTGCACACGTTGC 

-1 GTTGCTGGCTGCCCTCCCCTGCACT 
CTCCCTGAAATAAAGAACAGCTTGG 

-1 GTTGCTGGCTGCCCTCCCCTGCACT 
CTCCCTGAAATAAAGAACAGCTTGG 

-1 ACGTGTCAGACACAATCCTGAGCCTT 
CTACAAGTGTTCCCTCTTACTCCT 

-1 AAGCCCTGTTTACCCAGGI i I I ICTT 
AAGGCGAGAAGGTTTAGGGTGGTG 



GAGAAAGCTCCCAGTCTGTCTTTCCC 
AACATCCCTTCAGTTTCAATAAGC 

TTCAGGTGAGTGTGCCTGGAGGTGG 
AGAACTATGGTTTTGATAACTTGGC 

AAGGTGCCATGTATTGAAAGTGTGCG 
TCAAAGAACATAAATATCAGTGGA 



TGTAATTATTTTCTGTATGTTCAAGAA 
GGTAAAGGAAAGGACAGCTATGGGA 

ATTTATTTGGGGTTGGTCCCCCCTTT 
GGGCCCCCCGGGTTTTCCCTTTTTT 

AACCATAAAAGGCCCGTTTGGTTAGT 
TTTCCCTGTTTCCTGGTTTGGGCT 

TTATGGGGTAACTCACTTTGG GCGGC 
ACGAAGAACTCCAGGCGGAAGCGT 



TCTCTCCCCATCCCAAGTCATCCAGC 
CCTTTTTCCTACCCTCAATAAACC 

CCCCCTGATGGACTTCAAATATGTCT 
CATCAACTACAGTATTAMTGCCA 



4% 
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5236 Table 3A Hs.170588 AI475905 



523? db mining Hs.170589 AI475909 



5238 db mining NA AI475926 



5239 Table 3A NA AI476556 



5240 db mining NA AI479016 



5241 Table 3A Hs.170784 AI479022 



5242 db mining Hs. 187200 AI479029 



5243 Table 3A Hs.337139 AI479075 



5244 db mining NA 



5248 Table 3A 

5249 db mining 

5250 db mining 

5251 Table 3A 

5252 Table 3A 

5253 db mining 

5254 db mining 

5255 Table 3A 

5256 db mining 

5257 Table 3A 

5258 db mining 

5259 db mining 

5260 db mining 

5261 Table 3A 

5262 Table 3A 



AI479094 



5245 db mining Hs. 185498 AI479659 



5246 Table 3A Hs.170909 A1492034 



5247 db mining NA 



A1492041 



Hs.1 19923 AI492066 

HS.327698 AI492127 

Hs.1 7091 2 A1492164 

Hs.341634 AM92181 

Hs.276903 AI492640 

Hs.170933 AI492648 

NA AI492653 

Hs.1 70331 AI492865 

Hs.327702 AI493426 

Hs.276907 A1493726 

Hs.342652 AI493740 

NA AI494343 

Hs.283456 AI494542 

Hs.171009 AI494612 

Hs.342008 Af498316 



Table 8 

4328950 tc95f06.x1 cDNA, 3' end 

/done=lMAGE:2073923 /done_end=3' 

4328954 tc95f10.x1 cDNA, 3' end 

/clone=lMAGE:207393i /done_end=3' 

4328971 tc95h10.x1 NCLCGAPJ5LL1 cDNA 
clone IMAGE:2073955 3' similar to 
gb:M59849 FIBRfLLARIN (HUMAN);, 
mRN 

4371782 tm53e03.x1 NCLCGAP_Kid1 1 cDNA 
clone IMAGE:2161852 3\ mRNA 
sequence 

4372184 tm29hQ5j<1 NCLCGAP_CLL1 cDNA 
clone !MAGE:21 58041 3' similar to 
gb:X58141 jnal ERYTHROCYTE 
ADDUCIN 

4372190 tm30a05.x1 cDNA, 3' end 

/done=tMAGE:21 58064 /c!one_end=3' 

4372197 tm30b06.x1 cDNA, 3' end 

/done=lMAGE:21 58067 /done_end=3' 

4372243 tm30h01 .x1 cDNA, 3 r end 

/clone=!MAGE:2158129 /clone_end=3' 

4372262 tm31b02.x1 NCLCGAP_CLL1 cDNA 
done IMAGE:21 58155 3* similar to 
contains TAR1.M MER22 repetitive e 

4372827 tm32h04.x1 cDNA, 3' end 

/done=IMAGE:215B327 /done_end=3' 

4393037 tgOefl^xIcDNA.yend 

/done-lMAGE:2108015 /clonej5nd=3' 

4393044 tg06g08.x1 NCLCGAP_CLL1 cDNA 
clone IMAGE:2 108030 3' similar to 
gb:L23320 ACTIVATOR 1 140 KD 
SUBUNI 

4393069 tg12b03j<1 cDNA, 3' end 

/done=IMAGE:21 08525 /done_end=3' 

4393130 tg07d04.x1 cDNA, 3' end 

/done=IMAGE:21 08071 /cione_end=3' 

4393167 tg12h01.x1 cDNA, 3* end 

/clone=IMAGE:21 08593 /done_end=3* 

4393184 Wt85e01.x1 cDNA, 3' end 

/done=IMAGE:2514264 /done_end-3' 

4393643 qz18a06xl cDNA, 3' end 

/done=!MAGE:202l 842 /done_end=3' 

4393651 qz18b06a1 CDNA, 3' end 

/clone=lMAGE:2021843 /c!one_end=3' 

4393656 q*18c02.x1 NCLCGAP_CLL1 cDNA 
done IMAGE:2021 858 3* similar to 
contains Alu repetitive element;, m 

4393868 th78a05.x1 cDNA, 3' end 

/clone=lMAGE:21 24752 /done_end=3' 

4394429 tg91a07.x1 cDNA, 3' end 

/done=)MAGE:21 16116 /done_end=3* 

4394729 qz12f08.x1 CDNA, 3' end 

/clone=!MAGE:2021319 /clone_end=3' 

4394743 yi60c05.rt cDNA, 5* end 

/clone=IMAGE:1 43624 /c1one_end=5' 
4395346 q2l4a10.x1 cDNA,3*end 

/clone=lMAGE:2021466 /clone_end=3' 

4395545 7f12b08.x1 cDNA, 3' end 

/clone=!MAGE:3294423 /clone_end=3' 

4395515 RST42450 cDNA 

4390298 UI-H-BI1-aeq-b-02-Q-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2720186 
/clone end=3' 
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CGAGAATGCCTAGGGAAACCAGCTA 
CGCTTACAAGCCAGCTACGCAGCCC 

GGAAACATTGGCCTGGGGGTGTCCC 
CCAAAAGGGGGCCGTTTTTAAAGGG 

TGGGTTGACATTGTTCGCACGGGGT 
GTTTCTTATATTAAAAAGACTCACT 



CTTTCCACAAAATAATCGATAACCTTG 
GGGGATTGTTTTATGGCTTGACA 

CCGCCTTGGGGAGACAGGTCTTGAT 
TGTCTTTTTCCCAGTGAACATTGTT 



-1 TCCCAGACTTTCAGGAAAGTAACTGT 
AGCACTGTTAATATCACAACAACA 

-1 TTTTAGCTGGGAGTGGGGGGACTAT 
GGGGAATAACTTTC CTTCATTTAAT 

-1 ACATGTGTGTGTTTTCCATGAGGCAC 
TGCTTTTTATGCATTTCCCTCCCC 

-1 CTGTATTTGAAGTCAGCAGGGCTCAG 
CAGGATTTGACCGACAGTTACCTC 

-1 TGGTTTATAGATGCACTTCCTTTCATA 
GGCAGTCCCTGGCACTTTCTTGC 

-1 AGGAGCTGGTATTATTGGAGGGTATT 
ATAGATCCAGTGTATTGTGACTGT 

-1 GCAGTAGTGCTAAGGCGTCTTTTGTA 
GGCT7TAGATTTTGTCGTTATGGC 



-1 GCTTGTCAGAACAGAAGATATTTCCA 
CCCTGCCTAGTAGATGTGTTTCAG 

-1 CCCCCGTTTTAGGTTAGGGCCTTGG 
GCAGGGGTTTGCCCCCTGTTACCCC 

-1 TTGGTTTTATTTATCCAAAACTGAGCC 
TTCTCATAGGCTTTACACCCGGA 

-1 GGCAGGCTCTAGCCACCCTGTCGGT • 
TCCC AATAAG CCATTTATTG AATAA 

-1 I I II I GACCAGTCTACATTTCGTATCT 
GTGGGATCTGCATTTGTGAATTC 

-1 TCTGGACAATGTTGATGCTAACCTTG 
ATGATATCCATCCCTATTACTGGG 

-1 AGGACATGAAGGTCTGAAAAAGAAAC 
AGGAAAATACAGACATCCCCGCTT 

-1 AAGTCAAGGAACCCTCTCGGGTCTCT 
GAGATCCAGGCCAACAGTAAACAG 

-1 AGGGGGCTTTAAAATTTAAAAATTGC 
CTTTTGTTTTAAAAAAGGCCCATGT 

-1 CCCCCTCCCACCCAAAGAAAAAGAAA 
TGGTAACTACCTGGACAAAACATT 

-1 CCCTTGGCTCTTATTGTTCTTGCTGG 
TGTGGTATGTTCCCGGCTGAAAAA 

-1 TTCCCCI I I I I ICCCCCI KM IAAAA 
AGCCCCl Mil I AAATGGGGCGC 

~1 AAGGACAGCTTGCTTGCTGATGAACA 
CTTCCACAGTCTTTTGAGCTAAGT 

-1 ACATGAGAATTAACCATGTCCAGTAG 
TTAAGTTCATTTTCCTACAGTGTGC 

-1 GCCAGAATGGTACAGAGTGGAGGGT 
GTTCTGCTAATGACTTCAGAGAAGT 
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Table 8 

5263 Table 3A Hs.169541 AI523598 4437733 thOSgl 1.x1 cDNA, 3' end 

/done=lMAGE:21 17732 /clone_end=3' 

5264 db mining Hs.171098 AI523617 4437752 tg95b03.x1 cDNA, 3' end 

/clone=IMAGE:21 1 6493 /clone_end=3' 

5265 db mining Hs.264120 AI523641 4437776 601436078F1 cDNA, 5' end 

/clone=lMAGE;3921187 /done_end=5' 

5266 Table 3A Hs.309484 AI523766 4437901 tg94f07.x1 cDNA, 3* end 

/done=lMAGE:21 16453 /c!one_end=3' 

5267 db mining NA AI523780 4437915 tg94h09.x1 NCI_CGAP_CLL1 cDNA 

clone IMAGE:2116481 3' similar to 
gb:Ml5059 LOW AFFINITY 
1MMUNOGLOBUL 

5268 db mining Hs.171108 AI523790 4437925 tg96b01.x1 cDNA, 3' end 

/clone=IMAGE:21 1 6585 /clone_end=3' 

5269 Table 3 A Hs.1 94054 AI523854 4437989 HA0669 cDNA 

5270 Table 3A Hs.228926 A1523873 4438008 tg97c12.x1 cDNA, 3' end 

/clone=lMAGE:2116726 /clone_end=3* 

5271 db mining Hs.207993 AI523884 4438019 tg97e12a1 cDNA. 3' end 

/done=IMAGE:21167S0 /done_end=3' 

5272 db mining NA AI523904 4438039 tg97hG3.x1 NCI_CGAP_CLL1 CDNA 

clone IMAGE:21 16757 3' similar to 
SW:MKK2 HUMAN P49137 MAP 
KINASE-ACT 

5273 db mining Hs.337129 AI523973 4438108 tg98h03.x1 cDNA, 3' end 

/clone=lMAGE:21 1 6853 /clone_end=3' 

5274 db mining Hs.340482 AI523988 4438123 Ig99b05.x1 cDNA, 3' end 

/clone=lMAGE:2116881 /done_end=3' 

5275 db mining Hs.283457 AI523989 4438124 7f27b07jc1 cDNA, 3* end 

/c!one=iMAGE:3295861 /done_end=3' 

5276 db mining Hs.229405 AI524O04 4438139 tg99d01.x1 cDMA, 3' end 

/c!one=!MAGE:21 1 6897 /c)one_end=3' 

5277 db mining Hs.283458 AI524O06 4438141 tg99d05.x1 cDNA, 3* end 

/clone=IMAGE:21 16905 /ctone_end=3' 

5278 db mining Hs.327719 A1524013 4438148 tg99e03.x1 cDNA, 3' end 

/clone=!MAGE:21 1 6924 /done_end=3' 

5279 Table 3A Hs.252359 AI524022 4438157 tg99f02.x1 cDNA, 3' end 

/clone=!MAGE:21 16923 «onejend=3' 

5280 Table 3A Hs.192524' AI524039 4438174 tg99h02.x1 cDNA, 3' end 

/clone=JMAGE-21 1 6947 /done_end=3' 

5281 db mining Hs.283459 AI524046 4438181 th01a01.x1 cDNA, 3 1 end 

fclone=IMAGE:21 16968 /clone_end=3' 

5282 db mining Hs.171119 AI524139 4438274 th09f04.x1 cDNA, 3 1 end 

/done=IMAGE:21 17791 /ctone__end=3' 

5283 db mining NA A1524156 4438291 th09h01.x1 NC1_CGAP_CLL1 cDNA 

done 1MAGE:21 17809 3' similar to 
contains Alu repetitive efement;con 

5284 Table 3A Hs:171122 A1524202 4438337 th10d11j(1 cDNA, 3' end 

/ctone-fMAGE:2117877 /done_end=3' 

5285 db mining Hs.171123 AI524214 4438349 th1 1 b04.x1 cDNA, 3* end 

/clone=JMAGE:21 17935 /c!one_end=3' 

5286 db mining Hs.171124 AI524233 4438368 th11d04.x1 cDNA, 3' end 

/clone=!MAGE:21 1 7959 /clone_end=3' 

5287 Table 3A Hs.174193 AI524263 4438398 th11g07.x1 cDNA, 3' end 

/done=IMAGE:2118012 /donejsndsS' 

5288 db mining Hs.230874 AI524266 4438401 th11g12.x1 cDNA, 3' end 

/done=IWIAGE:2l 18022 /done_end=3' 

5289 Table 3A Hs.12315 AI524624 4438759 hypothetical protein FU1 1608 

(FLJ11608), mRNA/cdS=(561,1184) 



GCACAACTTCTGGGAATCTAGTGGCT 
GTATGTTAAAGCATCGGTAAAAGA 

AAAAAGGCCCCTTGTTTGTTGGTTTT 
TGGCCCGTTGGGGAAAATGCCTGT 

TTTAGGAGCTGACCATACATGATGAG 
TGATACAGCCTGTACTTTGCTCAT 

GGTTTCCCACGAACGGGAGGCTGCT 
GAAGAGTCAAAGCCTGGGCAGACTC 

CAGGTCATGAGTATTCCAAGCTCAGG 
TGGTGAGTCCTCCTCACCGGGATG 



AAAGGGAAACTGGCTCTGGCACCAC 
CTACTGGAGACCAAACTTCACCAAA 

GACAAAATAGTTACCTATGCTTTCCTT 
CTGGCACCCCGAATGTACGCAGG 
ATCTGACCTGAGGGAGATCACAAATG 
CCTTCTGTATTGGGTGGTAATGAT 

TCCGTTGTAACACATCTAATGTGAAC 
GCATTATAAACATGGACCTGTACT 

ACATAACTATTCCGTTGATGAATAGC 
ATCAGGACTTAAATGGTGACCTTGT 



AACGGGTTTGGGTTTGGGGGGGTTT 
GTTCTTTTTATTG AATC CATTTAAGT 

TATAGGAGATGGGATACTCATTCCCG 
CTGCTATTGATAAGGTCGGAGGCG 

CAGAACGTCCTCAAGGACACACTCCT 
CCCTCGGGCCTCACTCTGGAGCAC 

CTGGACATGTTGTTTCCATGTTCAGT 
CCCTTCCCGGTTTTTGGGTGTTTT 

AAAGTAGCCATCCTGAGTCTCCAGGG 
TGATGAGCGGACTTGGGTGTGGAT 

CCTTCCATCTCATCGGTGGCCTCTCA 
CTGTGGCTCACTGTTTAACACATG 

TGTTCAAGGTCACATAGTTTAGGTAA 
GAAGCTCAAACCTGAGTTTTAGGT 

CACCTGATTCCCCCTCTTGCCCACAG 
GACTCTGCTGTTGTTTTCATTCTG 

TCTCGTGAGGTGATGTGGTGCTGCA 
GACTTAAGCTATCTGCCTTGAAGAT 

AACAAGCCTGGAATAATGCCCCCAAA 
GATTGAGTGGAAATCGCCCCTTTT 

CAGGACCAGATGGCCCAGGAGGAAG 
TGGATGCTTTCTTGGTAGGGAATGG 

CCTCCTGCTAGAAGACAGATTTCTTC 
CTTGGCTGACAGGCTGAATTAAGC 

AATTTCCAAAAACAAAACAAAACAAG 
CAGGTTTCATGGAGCCCGAGTCCA 

CCTTTATGCAAGTTGTAAGGG GTTGA 
CCAGTAAAGAGGAAGTTTTGCCCC 

AGTATTAGCTACAAACAAGCCTTGTT 
TCCTCTTGGCTGTCAGGCACTGCT 

AAGCCCCAGTAAGGTGTTCAGGACT 
GGTAAACGACTGTCCTCAAGTAAGG 

TGGTTCAGGTAGTAAATGCTTTTGGT 
CACATCAGAACTCTAGATCTGGGG 
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5290 db mining Hs.327722 AI524526 

5291 db mining Hs.231512 AI524700 

5292 db mining Hs.171140 AI524720 

5293 db mining Hs.292520 AI524724 

5294 db mining Hs.283462 A1538419 

5295 db mining Hs.231292 AI538420 

5296 db mining Hs.171216 AI538445 

5297 Table 3A Hs.203784 AI538474 

5298 Table 3A Hs.306024 AI538546 

5299 Table 3A Hs,1 92534 A1538554 

5300 db mining Hs.171260 A1540044 

5301 db mining Hs.283463 AI540109 

5302 Table 3A Hs.171261 AI540125 

5303 db mining NA AI54D130 

5304 Table 3A Hs.171264 AI540161 

5305 Table 3A Hs.222186 AI540165 

5306 Table 3A Hs.170935 AI540204 

5307 db mining Hs.327797 AI540784 

5308 db mining Hs.327798 AI540789 

5309 Table 3A Hs.170577 AI540813 

5310 Table 3A Hs.173182 AI554733 

5311 Table 3A Hs.282963 A1557431 

5312 db mining Hs.104679 A1559444 

5313 db mining Hs.118392 AI560561 

5314 Table 3A NA AI550551 

5315 db mining Hs.327874 AI568374 

5316 Table 3A Hs.340517 AI568459 

5317 Table 3A Hs.143951 AJ568622 



Table 8 

4438761 td1 1 C03.X1 cDN A, 3' end 

/clone=IMAGE:2075332 /done_end=3' 

4438835 Ih12c05.x1 cDNA, 3* end 

/done=IMAGE:21 18056 /clone_end=3' 

4438B55 Ui12el0.x1 cDNA, 3' end 

/done=lMAGE:21 18090 /done - end=3» 

4438859 Ih12f03.x1 cDNA, 3" end 

/clone=IMAGE:21 18077 /clone J3nd=3" 

4452554 td06a02.x1 cDNA, 3' end 
/clone=lMAGE:2074826 /clone_end=3 , 

4452555 td06a03.x1 cDNA, 3' end 
/clone=IMAGE:2074828 /done_end=3 l 

4452580 td06d02.x1 cDNA, 3' end 

/done=lMAGE:2074851 /clone_end=3' 

4452609 td06h08.x1 cDNA, 3* end 

yclone=IMAGE:2074911 /clone - _end=3' 

4452681 FK506-binding protein 3 (25kD) 
(FKBP3), mRNA/cds-<23,697) 
4452689 EST384032 cDNA 

4457417 td08e06.x1 cDNA, 3' end 

/c!one=IMAGE:2075074 /cJone_end=3' 

4457482 7f1 0e03 JC1 cDNA, 3' end 

/done=IMAGE:3294268 /clone_end=3' 

4457498 MR1-BNG21 2-280600-001 -c06 cDNA 

4457503 td09g11.x1 NCLCGAP_CLL1 cDNA 
clone IMAGE:2075204 3' similar to 
gb:X64707 BREAST BASIC 
CONSERVED PR 

4457534 td 1 0c1 0.x1 cDNA, 3' end 

/done=IMAGE:2075250 /done_end=3' 

4457538 td10d05.x1 cDNA, 3' end 

/done=IMAGE:2Q75241 /c1one_end=3' 

4457577 MYE6493acDNA 

4458157 tc87e08.x1 cDNA, 3' end 

/done=lMAGE:2073158 /clone_end=3' 

4458162 tc87f03.Xl CDNA, 3' end 

/done=IMAGE:2073149 /clone_end=3' 

4458186 602574255F1 cDNA, 5* end 

/cione=IMAGE:4702644 /clone_end=5' 

4487096 tn27f08jc1 cDNA, 3' end 

/clone=(MAGE:21 68871 /clone_end=3* 

4489794 602583966F1 cDNA, 5' end 

/clone=IMAGE:47l1721 /done_end=5' 

4509649 Homo sapiens, clone MGC:18216 

IMAGE:41 56235, mRNA, complete cds 
/cds=(2206,2373) 

4510902 RST42466 cDNA 

4510992 tq60f01.x1 NCLCGAP_Ut1cDNA 
done IMAGE:2213209 3' similar to 
gb:M36072 60S RIBOSOMAL 
PROTEIN L7A 

4531748 th13e03.x1 cDNA, 3' end 

/clone=IMAGE:2118172 /clone_end=3 t 

4531833 In39e07.x1 cDNA, 3' end 

/clone=lMAGE:2170020 /clonej3nd=3' 

4531996 tn41e10.x1cDNA,3'end 

/clone=lMAGE:2170218 /clone end=3' 
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-1 GCCTGGGCTGTTTTTGCTATATGTAA 
ATAAAGCCCTTGGGTCTTTATTTT 

-1 GGAGGTTAGGAAGCCCTTTTAAAGTA 
CAAACCCCCGGCATGGGGAATTTT 

-1 AACGGGAGTGATCGGGAAGTGAACA 
GTTTCATCATCTGCTGCTGCTATTC 

-1 CTGGTATGTTGCTTTGTAGGGGAAAA 
ACTAATTTTGTTGGGTCAGGGACA 

-1 CCGGACAAGCCATTTGATGTTCTAGT 
TTGCAATTACTCCACGCAAAGTGG 

-1 TTTGGGCATCAACTTCAACAACTACT 
ACCAGGACGCCTGAGGGTGCTTTT 

-1 TCGAAGAAAGTACCTGTAAATGTAGA 
GTAATTGCGAAGCTGTCAGGAATA 

-1 TCCTAGACCCTGCATTGTGAAATGGG 
G CTTGMTTTTAGTTCTG AATTTT 

-1 CTAAAGCAGTGTCTGACCTGGATTTG 
CTGCCAATTTGTAAGCTTTCATGA 

-1 GGAGCTGAGCAGGGATGCAAAACCA 
TCCAGTCTGTAAGATTCACAGAGAC 

-1 AAACGGTGTTTGAGCTGCTTTGGGAA 
AACCCATGTTGCAGATTTTCAGGT 

-1 CAGAGCTGTGTTTCCTCAACAAGTGT 
GCGAGCGGTCGTGTGCGCCATGAG 

-1 AAATCGCTTCTGTATTGTTAATAGCAA 
TATATGACCTCTGCTGTCCTCCT 

-1 GAAAGGATAATTTCGAACCCTTGCAT 
AGTTTCGGTATGGGCCGTGCCAAC 



-1 CCCTCTTGAACTGCACTGCCTAAGAA 
ATGTTGGTTGCATGGAGACATATT 

-1 TCTGCCTTATTTGGCTTGGAAGAGAA 
ACCGATAAACACTCCCGTGCTAGT 

A AAACAGCAGAAAAGTAATTTCTGGTG 
AACTGATGAGAATTCCCTATTGCA 

-1 AGGTTGTTTTGGAAAAATTATTTGTTT 
TGTCCTAAGGGGTCCTGCCCACC 

-1 CCTCCGGAACGTTTTTAAAAAG GAAA 
AAGCCCGGGTTTTCCCTTGGGAAAAA 

-1 CAGACCTGTGGGCTGATTCCAGACT 
GAGAGTTGAAGTTTTGTGTGCATCA 

-1 ACCAAGTTTGAATTTGTCAAATCCCA 
AGTCAATCCAGGATGTTCATTTCT 

-1 AGTGATCTGCCTTTCAGCAACTGTCT 
TATTTTGGTTCTTTGAAACTGTGA 

-1 TTTGAATGGCTGAAGCTAAGGCAACG 
TTAGTTTCTCCTTACTCTGCTTTT 

-1 ACCTTTGTGATTCTGTCTAGTGAAAAT 
GGGACA I I i I TAATAGTGCCAGA 

-1 GAACTTGCCCCTAAACTGGGTTAAAT 
GGACCCTGTTGAGTTTTCTGGACA 



-1 TAAATTGGGCAAAG Mill I ATGGAAT 
TTCCGGGGCAAGGTTTTGGGGGC 

-1 AAATCTCATTTGCAAGTTCTCCCATTA 
AGCAAGGGAGTAGTTTACTAGGA 

-1 ■ AAGAAAGGCCCATAACAGATGGCAAA 
ATAGAGGATTGGTGAGGGATATGC 
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5318 db mining HsJ5969 AI568695 

5319 Table 3A NA A1568725 

5320 Table 3A Hs.1 59014 AI568751 

5321 db mining Hs.1 74242 AI568753 

5322 Table 3A NA AI568755 

5323 db mining Hs.327876 AI568771 

5324 db mining Hs.179070 AI568773 

5325 Table 3A NA AI569898 

5326 Table 3A Hs.92448 AI570295 

5327 Table 3A Hs.5637 AI570531 

5328 Table 3A Hs.14623 AI571519 

5329 db mining Hs.8882 AI572757 

5330 Table 3A Hs^30430 AI579979 

5331 Table 3A NA AI581199 

5332 Table 3A Hs.327922 AI581383 

5333 Table 3A Hs.229918 AI581732 

5334 Table 3A Hs.292553 AI582954 

5335 Table 3A Hs.340925 AI590337 

5336 Table 3A Hs.101617 AI597917 

5337 db mining Hs.13646 AI611245 

5338 Table 3A NA AI619574 

5339 db mining Hs.340564 AI625119 

5340 Table 3A Hs. 188365 AI625368 

5341 Table 3A Hs.278554 AI627495 

5342 Table 3A Hs.171262 AI628893 

5343 Table 3A NA A1528930 

5344 db mining Hs.264154 A1630176 



Table 8 

4532069 proline-rich protein v/ith nuclear 

targeting signal (B4-2), mRNA 

/cds=(113,1096) 
4532099 th15a01.x1 NCL.CGAP_CLL1 cDNA 

done IMAGE:2118312 3', mRNA 

sequence 
4532125 th15d09.x1 cDNA, 3' end 

/clone=IMAGE:21 18353 /ctone_end=3' 

4532127 th15e04.x1 cDNA, 3' end 

/clone=lMAGE:21 18366 /ctoneend=3' 

4532129 tM5f03.x1 NCLCGAP.CLL1 cDNA 
clone !MAGE:21 18365 3\ mRNA 
sequence 

4532145 thl5h04.x1 cDNA, 3' end 

/clone=IMAGE:21 18391 /clone_end=3' 

4532147 th15h09.x1 cDNA, 3' end 

/done=IMAGE:21 118401 /clone_end=3' 

4533272 tr57ct2.x1 NCLCGAP_Pan1 cDNA 
clone IMAGE:2222422 3' similar to 
gb:D16234 PROBABLE PROTEIN 
DISULRD 

4533669 EST390564 cDNA 

4533905 602998983F1 cDNA, 5' end 

/ctone=IMAGE:5141013 /done_end=5' 

4534893 interferon, gamma-inducible protein 30 
(IR30), mRNA /cds=(40,951) 

4536131 tu43c07.x1 cDNA, 3* end 

/clone=IMAGE:2253804 /done_end=3' 

4564355 iq45a01.x1 cDNA, 3' end 

/done=IMAGE:221 1720 /done_end=3' 

4565575 fl94h10.x1 NCI_CGAP_Co14 cDNA 
clone IMAGE.-21 54787 3' similar to 
SWATP6_HUMAN P00846ATP 
SYNTHASE A 

4565759 Jo71c02.x1 cDNA, 3* end 

/clone=IMAGE:2183714 /clone_end=3' 

4567629 ar74fD3.x1 cDNA, 3* end 

/done=IMAGE:21 28349 /done_end=3' 

4568851 tr98e07.x1 cDNA, 3' end 

/done=JMAGE:2227140 /clone_end=3 l 

4599385 wh96a06.x1 cDNA, 3' end 

/done=!MAGE:2388562 /done_end=3' 

4606976 601 51 3709F1 cDNA, 5' end 

/clone=IMAGE:3914786 fclone_end=5' 

4620412 601287348F1 cDNA, 5' end 

/done=IMAGE:3621754 /clone_end=5' 

4628700 ty50c09.x1 NCI_CGAPJJt2 cDNA 

clone IMAGE:2282512 3 1 similar to 

gb:M23613 NUCLEOLAR 

PHOSPHOPROTEIN B 
4650050 ts47b12.x1 cDNA, 3' end 

/clone=IMAGE:223l711 /cIone_end=3* 

4650299 ts37c10.x1 CDNA, 3' end 

/clone=lMAGE:2230770 /clone_end=3' 

4664295 chromobox homolog 3 (Drosophila HP1 
gamma) (CBX3), mRNA /cds=(1 1 1 ,662) 

4665693 ty95h02.x1 cDNA. 3' end 

/clone=lMAGE:2286867 /clone_end=3' 

4665730 ty40d03.x1 NCLCGAPJJt2 cDNA 
done 1MAGE:2281 541 3* similar to 
SW:ATP6_HUMAN P00846 ATP 
SYNTHASE A 

4681 50S ad06a03.r1 cDNA /c!one=ad06a03- 
(random) 
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-1 AAAACCATTCCAGCTTAATGCCTTTAA 
TTTTAATGCCAACAAAATTGGGG 

-1 TGCAACCTTCTTAAAATGTGGGCTAC 
TGGAGATCATGCCACTGCACTCCA 

-1 AGCTCAGATGGGTCCCCAAAAGAGG 
CATAGGAAAGCGCGACCTCACTGCC 

-1 CAAATAAAAAGGCTGGGGCCAAAGG 
TGGGCACCAAAAGTCCTCCTATGTG 

-1 TGCAGCTCCCATTTCCTGAGCGTCTA 
CCAGGTACTAGGAGAACTCTTACA 

-1 ATTATCCTTTTCCCCAGGAAGCCCTC 
GGCCCCCAAAAAGGGAAACAGTTT 

-1 CATGAGCCCAGGGGTTTCATGACAAA 
CATTACTAGCATGTTCAACTGCCC 

-1 GCCCGGTTTATGGAAAAACCAGGAC 
CAGTTTATGTTTGGGGTTTTGGGAA 



GCTTGGTACTGTCATAGTGATTACAA 
ATTTCATGGAATGCGAAGAGCAAC 
TTTTCTCCCCTCTCTTCCCCTTCCAC 
GAACTGCAATACCAGTAACCTTGG 

AAGCCCAGATACACAAAATTCCACCC 
CATGATCAAGAATCCTGCTCCACT 
CATGTGTTGACTCTGTAATGGATTTAT 
GTAGCCCACTTCAGTCTGCAAAT 

AGGGGTGTCCCTTTTCCCCTTCATGT 
AAAATTCTMCTGGGGCTACCAGT 

TCTACTGACTATCCTAGAAATCGCTG 
TCGCCTTAATCCAAGCCTACGTTT 



-1 TGAAGAAACTGCCCTTTCTGTGATGT 
TTTTGAATACTACCCAACAGCCAA 

-1 CTTCCTAGCCCTAAGT7TGGCCTTTG 
GGTGGCTCCAAAAAGGATTAGGTT 

-1 TCCCCCTCGTTTTGTAGGGTTTGTAC 
ATAATAAAACAATGGGGTGGGGCC 

-1 TGTTAAGTGTGAGGTTTTCTGAACCC 
TTAGCAGAAGGACTTTTAATGTTT 

-1 AGTTCCACTGCTGTTCCTCTTACCTT 
GATTAAATGCCTATGCATGTACTT 

-1 AGTTCTGTTGTGTAATCTGGTGCTGG 
TTCCCTGGGCATATGTATTCTGTG 

-1 CCCCCTTGCTTGGTTTTAAGTAGGTA 
TGGAATGTTATTATAGGCCATAGT 



-1 TCAGTGTAAACATAATTAGGCCGTGA 
Gl I n IGCTCTTACTCCCAGGTTT 

-1 TGTAAACTTGTTTTAACAACTCTTTTC 
AACATTTTGGCCGGGGTATTCCC 

-1 TGCTGAAAGTGGTCCCAAAGGGGTA 
CTAGTTTTTAAGCTCCCAACTCCCC 

-1 TTCCCAGTTGCCACAGACCGTTTATA 
TG AAGAAATG CTAAAG AAGTTCC C 

-1 TCTACTGACTATCCTAGAAATCGCTG 
TCGCCTTAATCCAAGCCTACGTTT 



-1 AGTTCTAAAGCCGGGAATTCCTAAGG 
ATATACTAAATGAGATTATGTGTGG 
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5345 Table 3A 

5346 Table 3A 

5347 Table 3A 

5348 Table 3A 

5349 Table 3A 

5350 Table 3A 

5351 db mining 

5352 Table 3A 

5353 db mining 

5354 Table 3A 

5355 Table 3A 

5356 Table 3A 

5357 Table 3A 

5358 Table 3A 

5359 Table 3A 

5360 db mining 

5361 Table 3A 



5363 Table 3A 



Hs.340604 AI631850 

Hs.256729 AI634652 

Hs.319825 AI634972 

Hs.1 76920 AI638800 

Hs.1 97028 AI650871 

Hs.4283 AI651212 

Hs.203064 AI651922 

Hs. 195378 AI653766 

Hs.1 11941 AI650405 

Hs.200442 A1669591 

HS.101150 AI672433 

Hs.341178 AI678004 



Hs.324507 
Hs.1 78784 



AI678099 
AI681868 



Hs.90744 AI684022 
Hs.323323 AI684369 
Hs.58774 AI684437 



5362 db mining Hs.182817 AI684847 



NA 



AI688560 



5364 Table 3A Hs.201789 AI593179 

5365 literature Hs.202407 AI697497 

5366 Tab!e3A Hs.1 77708 A1597755 

5367 Table 3A Hs.205654 AI700733 

5368 Table 3A Hs.80887 A1701165 

5369 Table 3A Hs. 102793 AJ707589 

5370 Table 3A Hs.309433 A1707809 

5371 Table 3A Hs.1 07369 AI707896 

5372 Table 3A Hs.176430 AI708327 



Table 8 

46831 60 wa36h07.x1 cDNA, 3' end 

/clone=lMAGE:2300221 /c!one_j2nd=3' 

4685982 wx27c05.x1 cDNA, 3' end 

/clone=tMAGE:2544872 /clone_end=3' 

4686302 602021 477F1 cDNA, 5' end 

/c!one=IMAGE:41 5691 5 /done_end=5' 

4691034 It32e01.x1 cDNA, 3' end 

/clone=IMAGE:2242488 /clone_end=3' 

4734850 602643870F1 cDNA, 5' end 

/done=IMAGE:4774817 /clone_end=5' 

4735191 602621616F1 cDNA, 5' end 

/clone=IMAGE:47553l 5 /ctone_end=5' 

4735901 hy16b12.x1 cDNA, 3' end 

/clone=lMAGE:31 97471 /clone_end=3' 

4737745 ty01 b06.x1 cDNA, 3' end 

/done=lMAGE:2277779 /clone_end=3' 

4763975 qd92a04.x1 cDNA, 3' end 

/clone=lMAGE: 1 73691 0 /clone_end=3' 

4834355 tw34b09.x1 cDNA, 3' end 

/done=IMAGE:2261561 /done_end=3' 

43521 64 Homo sapiens, clone IMAGE:40541 56, 
mRNA, partial cds /cds=(0,526) 

48861 85 Xa30a04.x1 cDNA, 3* end 

/clone=IMAGE:2568270 /cfone__end=3' 

4888281 hypothetical protein FLJ20986 

(FU20986), mRNA /cds=(1 82,2056) 

4892050 602587746F1 cDNA, 5' end 

/clone=IMAGE:47 16442 /done_end=5' 

4895316 proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 11 (PSMD11), 
mRNA /cds=(0, 1268) 

4895663 tc96e09.x1 cDNA, 3' end 

/clone=lMAGE:2074024 /clone_end=3' 

4895731 Homo sapiens, Similar to zinc finger 
protein 175, clone MGC:12651 
IMAGE:4301632, mRNA, complete cds 
/cds=(367,522) 

4896141 602290551 F1 cDNA, 5' end 

/clone=IMAGE:4385293 /done_end=5' 

4S99854 Wd39f08.x1 Soares_NFL_TJ3BC_Sl 
cDNA clone IMAGE:2330535 3\ mRNA 
sequence 

MR1-CI0181-061100-001-a01 cDNA 



4970519 
4985397 

4985656 

4988638 
4989065 

4997365 
4997585 



we14b06.x1 cDNA, 3' end 
/clone=IMAGE:2341043 /clone_end=3' 

60236921 0F1 cDNA, 5' end 
/done=IMAGE:4477370 /clone j2nd=5' 

EST368531 cDNA 

v-yes-1 Yamaguchi sarcoma viral 
related oncogene homolog (LYN), 
mRNA /cds=<297,1 835) 
RST17769 cDNA 

as28g09.x1 cDNA, 3' end 
/done=IMAGE:2318560 /clone_end=3' 



4997672 as34a10.Xl cDNA, 3* end 

/done=IMAGE:2319066 /c!one_end=3' 

49981 03 at04c02.x1 cDNA, 3' end 

/done=IMAGE:2354114 /clone_end=3' 
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-1 GCCTGGGGGAGGAGAAGTCCCTTCC 
CATTCCAGCTCGATCAATCTTGCTG 

-1 GGAGTAGAGAGAGTCTTGCTACATGC 
GGGAACTAGAATTACATCACTGCG 

•1 AAGAAGTTTCATTGATATCCACTGGT 
CACATCATACCTGTCTATAGGGCA 

-1 TGCTTCAAGCACAGGATTTATGGAAT 
AGTTGGCAAATTAAACAACATGCT 

-1 CGGCAGCCTTATGGAATGAGTTTCTT 
. GTOATGAATGTT.GTCCCCAAAGCT 

-1 ACAGTTACTTTGGAGCTGCTAGACTG 
GTTTTCTGTGTTGGTAAATTG CCT 

-1 TGTGAAGAATCCCTACCATTAATACC 
CTGGGTGGGATAAATAAAAATGGG 

-1 CCCAAAATTTGTTTAAAGTTCCGACTT 
CCAAAAGGGGCCAATAAAAAGGG 

-1 CACCGCCTCTGCCTCCGCCTCTTCCA 
CTGGAGAGCCCGAGGTCAAAAGGTC 

-1 CCCTCACCTAGCAGTACTACCACAAT 
AATGCTATCATGGTGCCAGGGAAT 

-1 TCTCCTTCCCCATTGGGCCGCCTTTA 
TCAATTGCCTGTTTTGTTTTGTTT 

-1 TTTTTATCTTTCTTGGTGGGGGTGTG 
GTGGTGGTGAAGAGGACCTAAAAA 

-1 CGCCAGAGGTCAGAACATGTCTATTT 
TGAATTGGATCGTTACAAATGAGC 

-1 GCAGGCACTGACATTTTTGAGCAAAG 
ACGTGATGTTATGAGATAAATATC 

-1 TTCTGACACGATTACACAACGAGGCT 
TTAATGCCATTTGGGTAGGTGAGC 

-1 TTTTAAAGGGGAGGGGCCGGGGTTT 
GGTCCCCGGTCCCAAAGGTAAAAGTT 

-1 GAGTGAGAAGAGGCTTTTAAGGACCA 
TGTGAAGAGGCTTTTAAACACTTT 



-1 GGGTTGGGATAAACTGCTTAGATGTT 
TGCCTACTTGTCCAGTGAAATTAC 

-1 ACTGAAAAGTTGAAAGACTTTTGCAG 
TGAACATTTATATAACTCCCCGCT 

-1 ATTCATAGGTAGTGCCCAGAGAGAGT 
ACAAGCTCTGACTCATATGGCAGT 

•1 ACATGTTACCTGGAGTAGCTGTGTCA 
ACAGATTAATATGGAATGCTACTA 

-1 TGGTTCCTGTGCTCACCATAGGGCTG 
GTGTACATTGGGCCATTAATAAAC 

-1 ACAGATCCCTATTGCCAGACACATCA 
TTCTCTCCATCCAGAAAGCAAACA 

-1 TCTGGGAAAGACATTTTTAAGCTGCT 
GACTTCACCTGCAAAATCTAACAG 

-1 AGTCACGATAAACCTGGTCACCTGAA 
AATTGAAATTGAGCCACTTCCTTG 

-1 AAACTGGCGGCCCAACAAAACAGTG 
GGTTAAATGGGTCCCTGGGTGACAT 

•1 AGTGTTTCCTCCACATCTAAAGAAAG 
CCCATTTTGAAACTGGATACTGCA 

-1 CCCAGGTGGCCCCTCTCCATCAGAT 
GTTATTGCTCTTCCCCATTTATTTA 
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5373 Table 3A 

5374 Table 3A 

5375 Table 3A 

5376 Table 3A 

5377 Table 3A 

5378 Table 3A 

5379 Table 3A 

5380 Table 3A 

5381 Table 3A 

5382 Table 3A 

5383 Table 3A 

5384 Table 3A 

5385 Table 3A 

5386 Table 3A 

5387 Table 3A 

. 5388 Table 3A 

5389 db mining 

5390 db mining 

5391 db mining 

5392 db mining 

5393 db mining 

5394 db mining 

5395 Table 3A 

5396 db mining 

5397 db mining 

5398 Table 3A 

5399 Table 3A 



Hs.300710 AI709236 

Hs.297184 AI720536 

Hs.313929 AI733018 

Hs.310333 AI735206 

Hs.277201 AI740667 

Hs.204656 A1741246 



Hs.299883 
Hs.6187 



AI742850 
AI745230 



Hs.293842 AI748827 



HA 



AI749435 



Hs.204929 AI749444 

Hs.205071 AI76Q018 

Hs.1 60951 AI760020 

Hs.340921 AI760026 

Hs.26873 AI760224 

Hs.14373 AI760353 

Hs.204598 AI760374 

HS.283496 AI760389 

Hs.340927 AI760556 

Hs.205803 AI760674 

Hs.283497 AI760699 

Hs.264654 AI760835 



NA 



AI760901 



Hs.230931 AI760991 

Hs.328494 AI761029 

Hs.98531 AI76105B 

Hs.205452 AI761141 



Table 8 

4999012 RCO-MT0059-20060D-021-g05 cDNA 



5037792 601 50271 2F1 cDNA, 5' end 

/clone=IMAGE:3904539 /clone_end=5' 

50541 31 oh60h01 .x5 cDNA, 3' end 

/clone=IMAGE:1471441 /clone_end=3' 

5056730 at07fO3.x1 cDNA, 3' end 

/clone=IMAGE:2354429 /donej2nd=3' 

5108955 wg07b07.x1 cDNA, 3' end 

/clone=IMAGE:2364373 /done_end=3* 

5 1 09534 wg26g09.x1 cDNA, 3' end 

Wone=lMAGE:2366272 /done_end=3' 

51 1 1 1 38 hypothetical protein FLJ23399 

(FU23399), mRNA/cds={282 l 1769) 

51 1 351 8 wg1 0e05.x1 cDNA, 3' end 

/done=!MAGE:2364704 /clone_end=3' 

5127091 601571679F1 cDNA, 5' end 

/c!one=IMAGE:383S675 /cloneend=5' 

51 27699 at24b04.x1 Barstead aorta HPLRB6 
cDNA clone IMAGE:2356015 3' similar 
to gb:X55715 40S RIBOSOMAL PRO 

51 27708 at24c03.x1 cDNA, 3' end 

/clone=lMAGE:2356036 /done_end=3* 

5175685 Wh83b02.x1 cDNA, 3' end 

/done=lMAGE:2387307 /clone_end=3* 

5175687 wh83b05.x1 cDNA, 3' end 

/clone=IMAGE:2387313 /clon8_end=3 1 

51 75693 wh83c05 J<1 cDNA, 3' end 

/clo^e=IMAGE:2387336/clone - end=3 , 

5175891 wh62g06.x1 cDNA, 3' end 

/clone=lMAGE:2385370 /clone_end=3' 

51 76020 yx26h1 1 .r1 CDNA, 5' end 

/clone=IMAGE:262917 /clone_end=5' 

5176041 wh87d12jc1 cDNA, 3' end 

/clone=IMAGE:2387735 /done_end=3' 

5176056 Wh87f08.x1 cDNA, 3' end 

/done=lMAGE:2387751 /ctone_end=3' 

5176223 wi10d09.x1 cDNA, 3' end 

/done=lMAGE:2389841 /clone_end=3' 

5176341 wh96b04.x1 cDNA t 3' end 

/done=IMAGE:2388559 /clone_end=3' 

5176366 7f34c12jc1 cDNA, 3 1 end 

/clone=IMAGE:3296566 /clone_end=3' 

51 76502 wh96f1 1 .x1 cDN A, 3' end 

/clone=IMAGE:238862l /clone_end=3' 

5176568 wi09h06.x1 NCi_CGAP_CLL1 cDNA 
clone IMAGE:2389787 3', mRNA 
sequence 

51 76658 wh97b1 1 .x1 cDN A, 3' end 

/done=IMAGE:2388669 /done_end=3* 

5176696 Wi10d06.x1 cDNA, 3' end 

/clone=lMAGE:2389835 /clone_end=3' 

5176725 wi69b03j(1 cDNA, 3 1 end 

/clone=IMAGE:2398541 /clone_end=3' 

5176808 Wh97g08.x1 CDNA, 3* end 

/clone=IMAGE:2388734 /c!one_end=3' 
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AAGATGCCTAAGCGTTAACCAGGTGA 
AACAGGGGTGGGAGAGAGAAAGAA 

GTCATACACCTATCCCCCATTTTCCT 
CCTATCCCTCAACCCGGACATCAT 

GCAGGTGGCAGAATGGGGTGCATGA 
AGGTTTCTGAAAATTAACACTGCTT 

ACAGAGAGGCAGCATTTGTTTTCCAG 
TTAAAATTTGACCTCACTGTGATT 

CCCCCTTTTGTTGTGGTTTTATATTGG 
AACCCCCTTTTTCTTTGGAACTA 

CTGACCCCTTCCTCACCCCTGCCAAC 
AGTGGTGGCATATATCACAAATGG 

TGTTTTACCTCACTGTTGGACATACAT 
TCCAAGCTTTTCAACTCTAGGAG 
CAGAACATGCCCAAAGAAGCCTATAT 
CTTGCTGCTGGGAAATGTAAAGCA 

CAAACACCGGCAGTTGAAAGGAAAA 
GGACGGGGAATGTGATGGAAAAGAG 

CCCCCTCCCTGCCCCGGTGAGCTTT 
GGGGAACCCAAAAATTAGATTTTGC 



CCCAAATCCAAGGACCAATGCTGTTG 
TAAACAAGGGGTAAAGGGCCTAAA 

ACTCCACCAAGACTGTGAACTCCACC 
GGGGTAGGAAGCATATTTTACTCA 

GAGAACTCGTTTCAAGGAACTCGATG 
TTTCCGGGGACCAAGCCCGCCCAG 

CCAGCGAATTTCCAGCTTTTGAAACT 
CAGATTTCCTTTTGCGACCCAGGT 

GATGCGCGGCAAGAATGTACCTGTA 
GATGTGTACATACCACAGTGCTGTA 

TTTATCTCAGAATCTTGATGAACTCTG 
AAATGACCCCTGATGGGG GCATG 
GGCCCCCTGTCCTTACCTGTTTTGGG 
CCCCCTTAATTTTTTAACCCCGGG 

GTCACAGTGTAGACACATGGTGCTTC 
CATAGTGAGTAGAATATCCATTGT 

GTGGCCTGGCCTGGCTCTCACAGAC 
CCAAGGCTTCCGTGTAGAATATGTC 

GGATTGTGGCAGGAACTGTTTCCCCT 
CCCAGCCTTAAATTTTTCTGTGTT 

AAACCCACACCTCAGTGAATTTAAAA 
GAGTAGATGTTTTAAAAGACCGGA 



TGCCATTTGGTATTTTTTCCTGAAACA 
TTACATAATAAGAATGCAGCATGC 

GCCTGAAACCATCCTGCCTTCTAGGA 
AGACAGCAATTCTGGAAGAGCAAG 

GGTGGTTCCCCAGCCCTT TTCCC TGG 
CCCTGGGTTGGAAAATTTGTTTTC 

AAAACCTTTCGCCCGGCTTAAAATTT 
ACCGGGGTTTGGTTTTATTTGGTTT 

CTCCTTGGTGTCATGCAACTGAGGAA 
CCTAATTGGCTGGGTGGGTTGTTC 

GTTTGTAAAAGAACCTGCCACATTTG 
TTGAAAAGTTAGAGCCATCACAGC 
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5400 Table 3A NA AI761144 



5401 db mining Hs.328495 A1761468 



Table 8 

5176811 wh97h01j(1 NCLCGAP_CLL1 cDNA 
clone 1MAGE:2388721 3\ mRNA 
sequence 

51 771 35 Wh98e07.x1 cDNA, 3' end 

/clone=lMAGE:2388804 /clone_end=3' 
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-1 CTCTTGGCTGCTGGCCTTTTGTTCTT 
GTCATGGCTCATTAGCTCCCTAAA 

-1 CCAGGGGTTTTTAAATTTTCTGAAGTT 
TTTGGGGCCATTTTGGTTGTTGG 



5402 Table 3A Hs.80887 AI761622 



5403 Table 3A Hs,289834 AI761924 



5177289 v-yes-1 Yamaguchi sarcoma viral 
related oncogene homolog (LYN), 
mRNA/cds=(297,1835) 

5177591 wg68h03.x1 cDNA, 3' end 

/clone=!MAGE:2370293 /clone_end=3* 



-1 CCCCGCTTGCCTTTTATTTCAGAACC 
CCAAGTATTACCCAATATGTTACA 

-1 GCCGAAGCTCACAGAGGCTAAGTTA 
CACGCTTAGGTGTTCTTATTCCTAC 



5404 Table 3A Hs.204610 AI762023 



5177690 Wh89f04.x1 cDNA, 3' end 

/clone=lMAGE:2387935 /clone end=3' 



-1 AACCAGGTTTATGATGCTGTAATAAA 
CCATGGCATTAAAGAGGGCAAGAG 



5405 db mining NA AI762156 



5406 db mining Hs.204771 AI762177 



5177823 Wh90e05.x1 NC1_CGAP_CLL1 cDNA 
clone IMAGE:2388032 3* similar lo 
gb:X64707 BREAST BASIC 
CONSERVED PR 

5177844 Wh90g09.x1 cDNA, 3' end 

/clone=IMAGE:2388064 /clone end=3' 



-1 . GGGTTAAGGAGGGCCGCTCCAAAAT 
TTTCCI I 1 1 I CCCAGGAAGCCCTTG 



-1 ATGCTGTGAGTGGTACACATGGCTGA 
GGTTATGATCTGTTAAAATATGTA 



5407 Table 3A Hs.205327 A1762557 



5178224 Wh92f07j(1 cDNA, 3' end 

/clone=IMAGE:2388229 /clone_end=3' 



-1 TTCATTAATTCCTCAACCCAATACTGT 
CTGGCTTCCACCAACAGGAGCGG 



5408 db mining Hs,328503 AI762707 



5178374 wh93d06jc1 cDNA, 3' end 

/done=IMAGE:2338299 /Clone_end=3' 



-1 TGGTTTCTATTTTAAAAACCTGGGTTA 
GGCCAAGGTTTGGGGTTCGCCCT 



5409 db mining Hs.204477 AI762719 



5178386 wh93e10.x1 CDNA, 3* end 

/done=IMAGE:2388330 /clone_end=3 , 



.1 CAACATTGCCTACCAGTTGCAGTTCA 
TTAGCCCCGTCCGCCCCAGCATTG 



5410 db mining Hs.205815 AI762739 



5178406 Wh93g11 jc1 cDNA, 3' end 

/clone=lMAGE:2388356 /clane_end=3' 



-1 CCTTTGGGGTGGGGGCTTTTTCCTTT 
TTGGCCGGTTCAATTAAGGTTTTT 



5411 Table 3A NA AI762741 



5412 db mining NA AI762797 



5413 Table 3A Hs.333513 AI762870 



5178408 Wh93h02.x1 NCI CGAP CLL1 cDNA 
clone 1MAGB2388339 3', mRNA 
sequence 

5178464 WI04C12.X1 NCI_CGAP_CLL1 cDNA 
clone JMAGE:2389270 3' similar to 
TR:Q61655 Q61655 EUKARYOTIC 
TRANSLA 

5178537 Wi63c07.x1 cDNA, 3' end 
/clone=IMAGE:2397996/ 



-1 CCCACTCCGGCTGTTTTAGAAGTTTT 
CCCGAATCCGTGATCCCTTTACAA 

«1 AATGGGCAAATTTTACCCAAAACTTA 
AGCTTGCCTATTCCGTTTGAGGCA 



-1 GAAGGAGAGGCACACACAAATACAC 
ACACTCACACAAAACTCAACAACCA 



5414 db mining Hs.204480 AI762931 



5178598 Wh94e08.x1 cDNA, 3* end 

/clone=IMAGE:2388422 /clone end =3' 



-1 GGATACCCCCTTTATCCCGAGGGAAT 
TTTTACCCTTTGGATGCCTTTAAA 



5415 db mining Hs.289836 A1762955 



51 78622 Wh94g12j<1 cDNA, 3' end 

/clone=1MAGE:2388454 /clone end=3' 



-1 CAAATTACAAACCTAAAAATACAGAA 
CATCAG CG G AG AAG AC AG G AGAGC 



5416 . db mining Hs.277238 AI763079 



5417 Table 3A Hs.173904 AI763121 



5178746 Wh95a12.x1 cDNA, 3' end 

/clone=IMAGE:2388478 /clone_end=3' 

5178788 Wi06d12.x1 cDNA, 3* end 

/clone=IMAGE:2389463 /ctone_end=3' 



-1 CTCCTCCCTTGGGTGGGACCTGGGT 
TG GG GGTTTG ATAG AAAAATTAACC 

-1 GGTTAAACTAGATCCCTGCAAGGCCA 
TCACCTCCATTCCAAGTTGTTACT 



5418 Table 3A Hs.1 90453 AI763206 



5178873 wh95e09.x1 cDNA, 3' end 

/clone=IMAGE:2388520 /clone_end=3' 



-1 AGTGGGTTATTTTAGATCTTTTCCTG 
GGGTTCAGGTCACATAGCTTAACT 



5419 db mining Hs.283500 AI763225 



5420 Table 3A Hs.130059 AI763262 



5178892 Ui-H-BWl-anj-a-06-0-UJ.s1 cDNA, 3' 
end /ctone=IMAGE:3082282 
/clone_end=3' 

5178929 Wi66c04.x1 cDNA, 3* end 

/clone=IMAGE:2398278 /clone_end=3' 



-1 TGTTTGGGTATATTGTTTGGGTTTTG 
GGCACTAGGATGGGTGACTCAGGG 

-1 GCCAGTGAATCTAGTTTTGGCTATTC 
TGTATTTTGTCC AGTTTTTC C C AT 



5421 db mining Hs.328504 AI763414 



5179081 wn92a1 1.x1 cDNA, 3' end 

/done=lMAGE:2388188 /clone_end=3' 



-1 AACCATTTTCCCCCGGGAACCCGTTT 
TGCCTGGTTTCGGA I I I I I IACCC 



5422 Table 3A Hs.36137 AI765153 

5423 db mining Hs.340947 AI766625 



5231 662 hepatocyte nuclear factor 3, gamma 
(HNF3G), mRNA /cds=(0,1 043) 

5233134 Wi01f06.x1 cDNA, 3 1 end 

/clone=IMAGE:2388995 /clone end=3' 



-1 CCGGGAAGCGGGGTACTGGCTGTGT 
TTAATCATTAAAGGTACCGTGTCCG 

-1 TTTTTC CCC CTCC CAAATTC ACTG CAT 
TACAGTTTTTGAAACAGAACGGG 



5424 Table 3A NA AI766638 



5425 db mining Hs.210276 AI766656 



5426 Table 3A Hs.223935 AI766706 



5233147 wi02a10.x1 NCI_CGAP^CLL1 cDNA 
done IMAGB2389050 3\ mRNA 
sequence 

5233165 Wi02d04.x1 cDNA, 3' end 

/clone=IMAGE:2389063 /clone_end=3' 

523321 5 wi02g1 1 .x1 cDNA, 3* end 

/clone=IMAGE:2389i 24 /clone end=3' 



.1 TACGAGAAGTCAGGAAGTTTTGAAAT 
GGCAGTGACAGGAGACGGGGGAAG 

-1 AAGGGCAGGCAAATCAATTAAAATTA 
GCCGTAACAACAACCTCGGGGGTG 

_1 AGTACACGGCCCTCAAAAGTTATATG 
TGCTGAATGTAACCTACTTAGCGA 
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5427 Table 3A Hs.89104 A1766963 



5428 Table 3A Hs.209511 AI768880 



Table 8 

5233472 602590917F1 cDNA, 5' end 

/clone=IMA6E:471 7348 /clonej^S' 

5235389 Wh71e04.x1 CDNA, 3' end 

/ctone=IMAGE:2386206 /clone end=3' 



PCT/US01/47856 



-1 TTGTTTTAACAACTCTTCTCAACATTT 
TGTCCAGGTTATTCACTGTAACCA 

-1 CTTCTCCACCTCGGCCAGGTATAGG 
GCCAGCTTCTCGTCTCTGGGATCCG 



5429 Table 3A Hs.203594 A1796317 



5430 Table 3A Hs.230939 AI796419 



5351 780 uncharacterized gastric protein ZA43P 
mRNA, partial cds /cds=(0,134) 

5361882 Wj17f02.x1 cDNA, 3' end 

/c!one=IMAGE:2403099 /clone^end^S 1 



-1 GCCAGGTCATTGTATAGGGAGTAAGA 
TGAAGGTGAATTTGCAGCTAGTTG 

-1 TGTGTTTTGTTTTTCTGGTCCCAGGG 
CACCGTTTGTTTTGTGAACTCCTC 



5431 db mining Hs.291079 AI797561 



5432 Table 3A Hs.1 59577 AI797788 



5433 db mining Hs.207473 AI797813 



5363033 602437732F1 cDNA, 5' end 

/clone=!MAGE:4555638 /clone_end=5' 

53S3260 wh78b1 1 .x1 cDNA, 3' end 

/clone=IMAGE: 2386845 /cfone_end=3' 

5363370 wh79c04.x1 cDNA, 3' end 

/clone=IMAGE:2386950 /done end=3' 



-1 CATGGCTCTAAAATTTGGAATTAACTT 
CTCTTGCCTTAAGAGCTGCTTGT 

-1 GCTGGTGGGAAGTTGAGCCATGTTTA 
TCTCTAGTGGAATCCTTACCTTGT 

-1 CATGTTTACACAAATTCCTTCAAAGC 
CCCTTAAACATGGGGCCGGGCCCC 



5434 db mining Hs.171110 AI797852 



5363409 7eB8g03j<1 cDNA, 3* end 

/clone=IMAGE:3292276 /cIone_end=3 l 



-1 ACCCTAATAGCTAGGCTGGGTATATT 
TTCAAAGTGTAGCGAAACCCCACG 



5435 db mining NA AI797901 

5436 db mining Hs.226571 AI797916 

5437 db mining Hs.223520 AI797988 



5353296 wh78f12.x1 NCLCGAP_CLL1 cDNA 
clone IMAGE:2386895 3' similar to 
contains Alu repetitive element, m 

536331 1 DKFZp434G046_s1 cDNA, 3' end 

/done=DKFZp434G046 /done_end=3' 

5363460 Wh80a02.x1 cDNA, 3' end 

/c!one=IMAGE:23870l8/clone end=3' 



-1 CAGTTGGCCTCCTACAATTGGGAATT 
CTACCAAGCTCCAAGTTGACCTGG 

-1 GGATTCCCGACAAAGGCTTGATGTGT 
ACTTGAAGTGAG CAAAG G GTTTTG 

-1 GGGTGGGAGACAGGCTAATCCTTTC 
CCCTTGTTTTCCACGTCT7TATGAC 



5438 db mining Hs.207062 AI798027 



5363499 wh80e09.x1 cDNA, 3* end 

/clone=!MAGE:2387080 /clone end=3' 



-1 ACAACCTTCTTAATATATTAGAGACCC 
GCAGGAAACATTTAGTGGTGAAAC 



5439 db mining Hs.341012 AI798028 



5363500 Wh80n 1 J<1 cDNA, 3' end 

/clone=IMAGE:2387085 /clone end=3' 



-1 GTACATGTTTGTGTGCTAAATTGCTC 
ATTTGGCAGTGATAGATTGAAAAAC 



5440 db mining Hs.229494 AI798100 



5441 db mining Hs.328535 AI798101 



5363583 wh81 d01 .x1 cDNA, 3' end 
/done=lMAGE:2387137 /clone_end=3' 

5363584 Wh81d02.x1 cDNA, 3* end 
/clone=!MAGE:2387139/done end=3' 



-1 GGGGGTCAAAGAGGGTACAAATGTA 
TGGGGGTATATTGAATGCTAAACAT 

-1 GGGAGCCCGTTTTAGAAGGAAGGGC 
AAAAGTAGGGTTTTTAACCCAAACG 



5442 db mining Hs.210307 AI798114 



5363576 wh81c01 .x1 cDNA, 3' end 

/done=IMAGE:2387136/done end=3' 



-1 TCCGTCCCATTCCCCCGGAAAACAAG 
GTTTTGAATTGGCCCGTAAAAGGG 



5443 Table 3A Hs.209609 AI798144 



5363616 wh81g12J(1 cDNA, 3' end 

/done=IMAGE:2387206 /clone end=3' 



-1 ACGTCCTTATACAATGCACTGTTTGA 
TTTTTAAACAATACCTGAAGGGCT 



5444 Table 3A 



Hs.1 58989 AI799909 



5365381 602666595F1 cDNA, 5' end 

/done=IMAGE:4806358 /clone end=5' 



•1 ACTCAATACTCGGGAAAGGCTTCACA 
TTTCTGGGACTCAGCATTATCCAA 



5445 Table 3A 

5446 Table 3A 

5447 Table 3A 

5448 Table 3A 



Hs.135167 AI802181 

Hs.195175 AI802547 

Hs.25648 AI803065 

HS.301209 AI804629 



5449 db mining Hs.209261 AI805106 



5367664 AV71 2376 cDNA, 5' end 

/done=DCAAND1 2 /clone_end=5' 

536801 9 mRNA for CASH alpha protein 
/cds=(481,1923) 

5368537 tumor necrosis factor receptor 

superfamily, member 5 (TNFRSF5), 
mRNA/cdS=(47,880) 

53701 01 myeloid/lymphoid or mixed-lineage 
leukemia (trithorax (Drosophila) 
homolog); translocated to, 10 
(MLLT10), mRNA /cds={1 83,3266) 

5391760 tc90g1 0.x1 cDNA, 3 1 end 

/done=IMAGE:2073474 /clone end=3' 



-1 TTGAGAGGCAACACTTAAACACTAGG 
GCTACTGTGGCATCTATGTAGACA 

-1 AGCCCTTTCTTGTTGCTGTATGTTTA 
GATGCTTTCCAATCTTTTGTTACT 

-1 G GG G TATG GTTTAGTAATATC CAC CA 
GACCTTCCGATCCAGCAGTTTGGT 

-1 AACAACAACAGCAAAATCCCCTTAGT 
GCGTAACTTGAAATTCCCTTCGGC 



-1 TTGTAAGTG G GTGC ATAAGAAG ATCT 
CTTCAATTAAATGCCCCCGCTGGT 



5450 Table 3A Hs.1 87698 AI805111 



5451 Table3A HsJ67206 AI805131 



5452 db mining NA AI805144 



5453 db mining NA A1805257 



5391765 cytomegalovirus partial fusion receptor 
mRNA, partial cds /cds=(0, 1037) 

5391785 602727149F1 cDNA, 5* end 

/c!one=!MAGE:4866348 /done_end=5' 

5391798 td11g08.x1 NCLCGAP_CLU cDNA 
clone IMAGE:207539D 3* similar to 
gb:L24038 rnal A-RAF PROTO- 
ONCOGENE 

5391750 tc90f09Xl NCLCGAP CLL1 cDNA 
clone IMAGE:2073449 3', mRNA 
sequence 



-1 ATAATTAAGAAATCAG CCGTGTG CTT 
CTCACGTTTGGGCTCCGAGACGTG 

-1 GTCAGTCTCCTCACCTGCCTCTGCTC 
CTCGCTTAGCCCATTGATTGCATC 

-1 GGGAAGAAGCCCGTGCCCCCACCCA 
ATAAATGTTGGTTTTGGCCCTGATG 



-1 CAGAACTTCTGGCGAAGGCCATGTAA 
GAACTACTCCAAGGAGGAAGAGGC 
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5454 Table 3A NA AI807278 

5455 db mining NA AIB08039 

5456 Table 3A Hs.87912 AI808931 

5457 db mining Hs.209989 AI809181 

5458 db mining Hs.230485 AI809184 

5459 db mining Hs.292761 AI809305 

5460 Table 3A Hs.210385 AI809310 

5461 db mining Hs.90463 AI809378 

5462 Table 3A Hs.257466 A1809475 

5463 db mining Hs.208153 AI809564 

5464 db mining Hs.310486 AI809746 

5465 Table 3A Hs.277293 A)811065 

5466 Table 3A Hs.86693 AI817153 

5467 Table 3A Hs.230492 AI818596 

5468 Table 3A Hs.229990 AI8 18777 

5469 Table 3A NA AI818951 

5470 Table 3A Hs.51039 AI823541 

5471 Table 3A Hs.211535 AI823649 

5472 Table 3A Hs.304477 AI824522 

5473 db mining Hs.270624 AI825096 

5474 Table 3A Hs.1 17906 AI825645 

5475 Table 3A Hs.229993 AI827451 

5476 Table 3A Hs.181400 A1827911 

5477 Table 3A Hs.342617 AI827950 

5478 Table 3A Hs. 132238 AJ829569 

5479 db mining Hs.289878 AI831819 

5480 Table 3A Hs.341177 AI832038 



Table 8 

5393844 wf38h03.x1 Soares_NFLJT_GBC_Sl 
cDNA clone tMAGE:2357909 3\ mRNA 
sequence 

5394527 wf52h02.x1 Soares_NFL.T_GBC_Sl 
cDNA clone IMAGE:2359251 3' similar 
to TR:Q62845 Q62845 NEURAL CELL 

5395497 EST379776 cDNA 

5395747 Wh75d05.x1 cDNA, 3' end 

/ctone=IMAGE:2386569 /clone_end=3' 

5395750 wh75d08.x1 cDNA, 3' end 

/clone=lMAGE:2386575 /c!one_end=3' 

5395871 wh75g1 1 .x1 cDNA, 3' end 

/clone=lMAGE:2386628 /clone_end=3' 

5395876 wh75h08.x1 cDNA, 3' end 

/clone=IMAGE:2386623 /clone_end=3' 

5395944 wa27e12.x1 cDNA, 3" end ' 

/clone=IMAGE:2299342 /done_end=3' 

5396041 Ul-H-B!3-ald-e-08-0-UI.Sl cDNA, 3' 
end /clone=IMAGE:2736471 
/clone end=3* 

5396130 Wh76e01.x1 cDNA, 3* end 

/done=lfMGE:2386680 /clone_end=3' 

5396312 7e96g1 1 .x1 cDNA, 3' end 

/done=IMAGE:3293060 /ctone_end=3' 

5397631 tr03f05.x1 cDNA, 3 1 end 

/clone=IMAGE:2217249 /clone - end=3' 

5436320 EST380760 cDNA 

5437675 wk74d04.x1 cDNA, 3' end 

/clone=IMAGE:2421 1 27 /clone_end=3' 

5437856 w!1 1f10.x1 cDNA, 3* end 

/clone=lMAGE:242461 9 /c!one_end=3' 

5438030 W]89e12.x1 NCLCGAP_Lym1 2 cDNA 
done IMAGE:241003O 3" similar to 
WP:C11H1.7 CE18492 contains Alu r 

544421 2 K1AA0076 gene product (Kl AA0076), 

mRNA/cds=(86,5182) 
5444320 wi85g03.x1 cDNA, 3' end 

/clone=lMAGE:2400148 /clone_end=3' 

5445193 tx71d03.x1 cDNA, 3' end 

/clone=IMAGE:2275013 /clone_end=3' 

5445859 7b65e05.x1 cDNA, 3* end 

/clone=lMAGE:3233120 /done_end=3' 

5446316 wb75b09.x1 cDNA, 3' end - 

/done=IMAGE:2311481 /c1o^e_end=3 , 

5448122 Wl17d11.x1 cDNA, 3' end 

/clone-tMAGE:2425173 /ctone_end=3* 

54486S9 602650370T1 cDNA, 3' end 

/done=IMAGE:4761353 /clone_end=3* 

5446708 ha15h10.x1 cDNA,3'end • 

/clone=lMAGE:2873827 /ctone_end=3' 

5450240 Wf28e02.x1 cDNA, 3* end 

/done=!MAGE:2356922 fclone_end=3' 

5452490 wh84f12.x1 cDNA, 3' end 

/done=lMAGE:2387471 /clane_end=3' 

5452709 Wj99e02.x1 cDNA, 3' end 

/clone=IMAGE:2410970 /clone end=3' 



PCT/US01/47856 



-1 CTCTACCATAAGGCACTATCAGAGAC 
TGCTACTGGAGTGTATATTTGGTT 

-1 ACTGCTACAGCTTAACCATTGTTCCA 
AGCTAATTAAATTACCTTTGGGGA 



-1 C AATTGTG ATTTG G AAG GTTTAACTG 
GGTCTGCCCAGATGTTTACGAATA 

•1 TCCAAGCAAAAGTTATGCAATAAGAC 
AGAATATAAAGTCTCCGAGAGCCT 

-1 GGGTGGGGTGGGGTGAGAGTGTGTG 
GAGTAAGGACCTTCAGAATTAATAT 

-1 TGCAGTTCTTATTTTCTTTTGCCTGTG 
ATAATTGCAAATCCGTCAATAGAA 

-1 TGCAAGTTTCTGAGACTGTGAAAAGT 
GTTTTGCTTCTTTTGTTACCCAAT 

-1 TCCCAGCGAATGTGAATCATTTAGTG 
TGCTACTCAAAATTAGGTGTCCAC 

-1 TAAGATGTAGGGGCCACCGGCCAGC 
AGTACCC AG C AATG ACCACTATCAG 

-1 ATAAATGAAAGCATACCAAGTGCTGT 
CCATTCCATAGGTACAACTATGGA 

-1 CTGGTATTCTGAGGTCAGATGTAGGC 
TGTTGCTCGCTCCGGCTGGGTCTC 

-1 CCATCGGGGGTATTGGGGTTTTGGG 
CTGAATTTACTTGATTATTGGAAAA 

-1 GCCAGATTGTGGCAGGTAAAGAGAC 
AATGTAATTTGCACTCCCTATGATA 

-1 TTTAAAAAGGAGGGAGGATTTCTGGG 
TTAAAACTTTTATTTGGCCCCCAT 

-1 TAAAACCCAAGACTTCAGATTCAGCC 
GAATTGTGGTGTTTCACAAGGCCG 

-1 CTAAGCATGGGGAAGGGGGCAGAGT 
GAGGACTGTGCCATTGATTAAAGTG 



-1 GTACAGAAACATATTCCATGCTTTGA 
AATAAAGGGAAGTGCTCTCCTGTT 

-1 GAAGCCTTTTCTTTTCTGTTCACCCTC 
ACCAAGAGCACAACTTAAATAGG 

-1 ACCGATCGTTTTTAGGATAATATGCA 
TGTTTCAAGTGGTATTGAAACCCCC 

-1 TGAGGGACAGGCTGCCTAAAGTCTAA 
TTGGAGAGTTAACCTAATGTCTGT 

-1 CACCATCGTGGCTCTGAGAACTGAC 
. GCCGTGAATGTTGACCTGAGTGCCG 

-1 GGGGAGAGACCACCCTAGACATTTG 
CATTTTTGTAAGTTAGCCAGCCAAT 

-1 TGGATAAATCTGAGCAACTTTCTTCTT 
TGTGCTCCAGGAACCTACGCACT 

-1 TGTGGGTTTTGATTGACATACTGTTG 
TTCATGCTGAAGTTTGAGTGTCGT 

-1 GGTGTGCAGTCCGCCTGAAAGCCTT 
CCCTTTAGCTATTAGGAATTGAGTC 

-1 ACATTGGAAAGAAACCCTACAACTGT 
AATGAATATGAAAAGAATTGTCTAAAA 

-1 AAAACCGTTTTCCCCATACATAAAGA 
ACAGGGGTACTCCCGCCCTGATGG 
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5481 


Table 3A 


Hs.210995 


AIB32182 


5452853 


5482 


Table 3A 


Hs.249031 


AI832183 


5452854 


5483 


Table 3A 


Hs.63908 


Ai858771 


5512387 


5484 


Table 3A 


Hs.252259 


AI859075 


5512692 


5485 


Table 3A 


NA 


AI860120 


5513736 


5486 


db mining 


Hs.1 56811 


AI862332 


5526439 


5487 


db mining 


Hs.304508 


A\B62595 


5526702 


5488 


Table 3A 


NA 


AI862623 


5526730 


5489 


Table 3A 


Hs.181426 


AI865427 


5529523 


5490 


Table 3A 


Hs.341208 


AI865603 


5529710 


5491 


Tab!** 3 A 


Hs 9788 


A1866194 


5530301 


5492 


Table 3A 


Hs.224760 


AI874107 


5548156 


5493 


Table 3A 


NA 


AI880542 


5554591 


5494 


Table 3A 


Hs.220850 


AI880607 


5554656 


5495 


Table 3A 


HS.89414 

i 


AI884548 


5589712 


549S 


Table 3A 


HS.23096 


AI884671 


5589835 


5497 


db mining 


Hs.34650 


AI885574 


5590738 


5498 


Table 3A 


Hs. 121 572 


AI886313 


5591477 


5499 


Table 3A 


Hs.213385 


AI912585 


5632440 


5500 


Table 3A 


Hs.228486 


AI917348 


5637203 


5501 


Table 3A 


Hs.179391 


AI917642 


5637497 


5502 


Table 3A 


Hs.337286 


AI922889 


5658853 


5503 


Table 3A 


HS.212553 


AI922921 


5658885 


5504 


Table 3A 


Hs.58643 


A1926251 


5B62139 


5505 


Table 3A 


Hs.40328 


AI927454 


5663418 


5506 


db mining 


Hs.154366 


AI934956 


5673826 


5507 


Table 3A 


Hs.101370 


AI936516 


5675386 


5508 


Tabfe3A 


Hs. 180446 


AI948513 


5740S23 


5509 


Table 3A 


Hs.71245 


AI954499 


5746809 



Table 8 

Id13h11.x1 cDNA, 3' end 
/done=IMAGE:2075589 /clone j2nd=3' 

wh8Qg09.x1 cDNA, 3' end 
/done=lMAGE:2387104 /clone_end=3' 



(MGC14726), mRNA/cds=(21 t 653) 
ribosomal protein S3 (RPS3), mRNA 
/cds={22,753) 

wh39e01.x1 NCI_CGAP_Kid1 1 cDNA 
clone iMAGE:2383128 3\ mRNA 
sequence 

hz33g10.x1 cDNA, 3* end 
/clone=IMAGE:3209826 /done_end=3' 



/done=lMAGE:238B912 /done__end=3' 

Wh99h10.x1 NCLCGAP_CLL1 cDNA 
clone IMAGE:23B~8931 3\ mRNA 
sequence 

EST36781 5 cDNA 



/ctone=lMAGE:241 8580 /clone end=3' 



to Nedd4 WW-binding protein 5 
(MGC10924), mRNA /cds=(1 04,769) 



/done=IMAGE:2439241 /clone_end=3' 

at80h05.x1 Barstead colon HPLRB7 
cDNA done IMAGE:2378361 3' similar 
toSW:ATP6 HUMAN P0O846 ATP SY 



/clone=IMAGE:1 66293 /done_end=5' 
chemokine (C-X-C motif), receptor 4 
(fasin) (CXCR4), mRNA/cds=(88,1146) 

602254146F1 cDNA, 5' end 
/cione=IMAGE:4346626 /done_end=5' 

602286784T1 cDNA, 3' end 
/clone=IMAGE:4375724 /clonejend^3' 

EST387650 cDNA 

we11d07.x1 cDNA, 3' end 
/done=!MAGE:2340781 /done_end=3' 

ts83d10j(1 cDNA, 3* end 
/done=IMAGE:2237875 /clone_end=3' 

Wi52d11.x1 cDNA, 3' end 
/clone=IMAGE:2393877 /done_end=3* 

wn64g1 1 jc1 cDNA, 3' end 
/done=IMAGE:2450276 /clone_end=3' 

wn81c05.x1 cDNA, 3' end 
/clone=IMAGE:2452232 /clone_end=3' 

602438603F1 cDNA, 5* end 
/clone=IMAG E:4564968 /clone_end=5' 

nab63b04.x1 cDNA, 3' end 
/clone=IMAGE:3272383 /done_end=3' 

ng40b06.s1 cDNA, 3' end 
/done=IMAGE:937235 /clone end=3' 
AL583391 cDNA 
/clone=CS0OU)12YA12-(3-prime) 
importin beta subunit mRNA, complete 
cds /cds=(337,2967) 
zl17f11.rl cDNA, 5' end 
/clone=IMAGE:502221 /clone end=5' 



PCT/US0 1/47856 



-1 TTTGGTGAAGTGAAAGAGAGAAGTTG 
CTCTAAAAGGTTGGAAACCAGCCC 

-1 TGGACTGTTGTAATGTTTTGCGTTAT 
CAAAATGAAAACTGCCAAATGAGA 



-1 
-1 



GCTTTGAGTTTTGGGATGGTCACATG 

ACACAATCCAG CACTTGAACCTGA 

AGAGCCATTCCCACAAAGTAAATGTG 

CAGTGCCCATGTTTCTTGTGTTTA 

GACTCTGAGAGAGAGCGACGGCCAT 

CATAGAACAGCGAAGGCAGTCGATC 

ATCGATGAGAAGAGTCTGCAAAACAC 
TTCATCCTCAGGACGTGCTGTCCT 

ATATATTAAACCACAGGTATTAGAGA 
CATGAATTGCACCCAACACAAGCT 

ATTCATTCGGGTCTTCCTTTCTTCCG 
CCCCCTTCCTTCCATTGGCACCTC 



TCAGTTTTGTGGAATCTGGTGTTTGC 
ACTATAGGTTAAGAGTTGCCATTT 
TGTGTGGTGGGGGTGCTTTTGAGGTT 
GGAGGAAAGTAGAGACAGCGAAAC 



-1 TGTGCI I I I I GCCCAAGTGGTAATTC 
ATCTTGGTTTGCTATGTTAAAACT 



CTTTGGGGACCTAAACCCCAGGTGG 
TCTCTTGGTGTTAATAATGCTGGAA 

AAATCGCGGTCGCCTTAATCCAAGCC 
TAGGTTTTCACACTTTTAGTAAGC 



TGGGGCACTTTGAAAACTTCACAGGC 
CCACTGCTGCTTGCTGAAATAAAA 
GACATTCATCTGTTTCCACTGAGTCT 
GAGTCTTCAAGTTTTCACTCCAGC 

TGGCGAGGATAAATAGAGGCATTGTT 
TTTGCTACTTTGCATATCATTGGC 

TGGCTCTCCTCTTTGTAATATACAGG 
GTGAACTCTTTACTGATACACACA 

CCAGTGTCCTGCATGGGTGCTAGGC 
TGAATTATTTGTAATTGTGCTTAGG 
ACCGTCTTTTGTGATTCCCTGGAAAC 
CCTTAATTCAATAGTCCTGACTGA 

AGCCCTGGGTAGCCAAGTGATTTTCC 
CATTCCCAAAGTTAGTAAACCTTT 

GCAGGAAAGATGGGGTGGTGGACTG 
I I I I IGCCTACI I I I IGi i I I JGAA 



CCCCCTGAAACTGGCATTTTGTAAAT 
GTGGTTTGACTA I I I I I GTATGTT 

ACCTGGAGAATTCCCTAAGGCCAAAG 
CAAGGTAACAGGGACTTCAGTTTT 

GCCTCAGTACAAAGGGGGCTTTGGA 
AGTGTTTGTTGGCTGAATAAAGGAA 

ACCCATGCCAATTGAAGAACGTGTTA 
AAGATGAGGAGGAGAGATGTACCA 

GCACATTCCTTCCTTATATCCTGGAA 

GCACCCAGATATTCTTCATGTCCC 

TTAAGTCATCTGCTGAGCAGTGTGCT 

GTGTCAACCTCCTCCTAGGTAACC 

CAGGGTATCAGATATTGTGCC7TTTG 

GTGCCAGGTTCAAAGTCAAGTGCC 

TGGTAATAGTGTTTGACTCCAGGGAA 

GAACAGATGGGTGCCAGAGTGAAA 
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5510 


Table 3A 


Hs.1 18820 


AI955314 


5511 


db mining 


NA 


AI951962 


5512 


Table 3A 


Hs.341528 


AI962127 


5513 


Table 3A 


Hs.37121 


AI968387 


5514 


db mining 


Hs.13034 


A1969716 


5515 


Table 3A 


Hs.193247 


AI978591 


5516 


Table 3A 


Hs.1 53 


AI984074 


5517 


Table 3A 


Hs.7557 


AL042081 


5518 


Table 3A 


Hs.133262 


AL044498 


5519 


Table 3A 


Hs.39911 


AL1 38429 


5520 


Table 3A 


Hs.89986 


AL515381 


5521 


Table 3A 


Hs.9096 


AL520535 


5522 


Table 3A 


Hs.13144 


AL521097 


5523 


Table 3A 


Hs.118142 


AL522477 


5524 


Table 3A 


Hs.295112 


AL528020 


5525 


Table 3A 


Hs.26670 


AL540260 


5526 


Table 3A 


Hs.285013 


AL543900 


5527 


Table 3A 


Hs.1 83232 


AL561892 


5528 


Table 3 A 


Hs.21812 


AL562895 


5529 


Table 3A 


Hs.21812 


AL562895 


5530 


Table 3A 


Hs.181165 


AL565736 


5531 


Table 3A 


Hs.77393 


AL567986 


5532 


Table 3A 


Hs.13256 


AL570416 


5533 


Table 3A 


Hs.1 80546 


AL571386 


5534 


Table 3A 


Hs.21732 


AL573787 


5535 


Table 3A 


Hs.23294 


AL574514 


5536 


Table 3A 


Hs.1 81 392 


AL575666 


5537 


Table 3A 


Hs.85258 


AL575755 


5538 


Table 3A 


Hs.169610 


AL576149 


5539 


Table 3A 


Hs.174905 


AL577970 


5540 


Table 3A 


Hs.5057 


AL578975 


5541 


Table 3A 


Hs.279555 


AL582047 


5542 


Table 3A 


Hs.1 98296 


AL582354 



Table 8 

5747624 Homo sapiens, clone IMAGE:3357862, 
mRNA, partial cds /cds=(0,325) 

5754654 wt40g09.x1 NCl_CGAP__Pan1 cDNA 
clone IMAGE'2509984 3' similar to 
gb:M87789 IG GAM MA- 1 CHAIN C 
REGION 

5754840 wx77f07.x1 cDNA, 3' end 

/c!one=IMAGE:2549701 /clone__end=3 t 

5765205 phospholipase C, beta 3 

(phosphatidylinositol-specific)(PLCB3) t 

mRNA/cds=(0,3704) 
5766534 hv63f09.x1 cDNA, 3' end 

/done=IMAGE:3176121 /clane_end=3' 

580351 1 hypothetical protein DKFZp434A171 

(DKFZp434A171), mRNA 

/cds=(1 13,2584) 
581 1 293 ribosomal protein L7 (RPL7), mRNA 

/cds=(1 0,756) 
5421426 FK506-binding protein 5 (FKBP5), 

mRNA /cds=(1 53,1525) 
5432716 DKFZp434l082_s1 cDNA, 3' end 

/clone=DKFZp434!082 /clone_end=3' 
68551 1 D mRNA for FU00089 protein, partial 

cds/cds=(62 ( 1111) 
1 2778874 CDNA /CiOne=CL0BBO1 7ZH06-(3- 

prime) 

12784028 hypothetical protein FLJ20473 

(FLJ20473), mRNA /Cds=(57,1 472) 
12784590 HSPC160 protein (HSPC160), mRNA 

/cds=(53,514) 
12785970 AL522477CDNA 

/clone=CS0DB008YK1 4-(3-prime) 
12791513 KIAA0618 gene product (K1AA0618), 

mRNA /cds=(1 041 ,4040) 
12870241 AL540260CDNA 

/clone=CS0DFO32YF03-(3-prime) 
12876379 putative HLA class II associated protein 

I (PHAP1), mRNA/cds=(146,897) 

12909772 hypothetical protein FU22638 

(FLJ22638), mRNA /cds=(1 2,476) 
12911771 AL562895cDNA 

/clone=CS0DC021 YO20-(3-prime) 
12911771 AL562895CDNA 

/clone=CS0DC021 YO20-(3-prime) 
1 2917408 eukaryotic translation elongation factor 

1 arpha 1 (EEF1A1), mRNA 

/cds={53,1441) 
1 2921 892 farnesyl diphosphate synthase (farnesyl 

pyrophosphate synthetase, 

dimethylallyltranstransferase, 

geranyltranstransferase) (FDPS), 

mRNA /cds=(1 14,1373) 
12926702 AL570416CDNA 

/clone=CS0D1020YK05-(3-prime) 
12928631 AL571386CDNA 

/clone=CS0DI009YL09-(3-prime) 
12933363 AL573787 cDNA 

/clone=CS0DI055YM17-{3-prime) 
1 2934790 hypothetical protein FLJ1 4393 

(FU14393), mRNA /cds=(60.1 454) 
12937052 major histocompatibility complex, class 

I, E (HLA-E), mRNA /cds=(7,1 083) 

12937231 CD8 antigen, alpha polypeptide (p32) 
(CD8A), mRNA /cds=(65,772) 

1 2938006 mRNA for transmembrane glycoprotein 
(CD44 gene) /cds=(i 78,2406) 

12941605 mRNA for KIAA0033 gene, partial cds 

/cds=(0,1008) 
12943566 AL578975 cDNA 

/clone=CS0DKOl 2YN01 -(3-prime) 
12949649 AL582047cDNA 

/clone=CS0DL003YD01 -(3-prime) 
12950255 SWI/SNF related, matrix associated, 

actin dependent regulator of chromatin, 

subfamily a, member 2 (SMARCA2), 

mRNA/cds=(297,5015) 



-1 TCAAGTATACCATTTAAAATATTTCAT 
CAGGCAGAGCCCTGACCAGGAAA 

-1 CTTTTCCGGTTGCCCGAGGATGCTTG 
GGAAGGAACCCGTCTCCCTTCTTC 



-1 TCCCCAAACCCCCTTAAAGGTTTTTA 
AATTGTTTCAAATCTG GGCAAGTT 

-1 GACTCGGAGAGCCAGGAGGAGAACA 
CGCAGCTCTGAACTGGCTGAGCGAG 

-1 CTGTTGTGAATCATTTGTGTCCTTTTC 
AACTGTCTTTCAGAGGAAAGGTA 

-1 AAGAAGCAACCACAGCTAATTTTAGA 
ACATGCACTCTGACAGAAAAGACA 

-1 GCTTTTGAGGACCTTTCTGGAGGAAA 

GGAAAAGCCTGTTTTGGGGAGTCT 
-1 AGGCTGCATATGGATTGCCAAGTCAG 

CATATGAGGAATTAAAGACATTGT 
-1 AAGACTAGAGCTACACTAGGCCACTA 

TCTTATTACACGACAGCACAACAT 
-1 TTAAG AAC CC C AAAGATTAAAG GAAA 

CAATGTTAAGGGCTTTTGTGAGGA 
-1 CGGAAGTCGAAATCAAATCTATGCTT 

TTAATTGAAACCGTGCCTGAAACG 
-1 TCTTCACCAGGTTCAAGCTCCGTGGG 

CCACACTGCTGCTGTGCCAAGAAG 
-1 GATACACTGTCCAGCCCAGGTCCAG 

GCCCTAGGTTCTTTACTCTAGCTAC 
-1 TGGAATTTACTAAATTGTGAAATTAAC 

GTAACCGAAGCAACAACCGGCAA 
-1 GCGGGAGGCTGGGACTTTCCATTAC 

AAATAGAGACTTCATTCCTGTTGAG 
-1 ACTCAGGTGGTGCTGGTGTTAGTGAT 

GCTGGAGAAGAGAATATTACTGGT 
-1 CAGGTTGCTTTCGTGTCCCTCTTCTG 

GTTGCTTTAGAAGTGACGTGTAAT 

-1 AAACACAGCCCACCCCATTTCAGACC 

GCCTTCCTGAGGAGAAAATGACAG 
-1 GCTAACTGGATAAAGTTTGTGCAGAC 

ATTCCTGAGTGTACGATATTGACC 
-1 GCTAACTGGATAAAGTTTGTGCAGAC 

ATTCCTGAGTGTACGATATTGACC 
-1 AGCTGGCTTCACTGCTCAGGTGATTA 

TCCTGAACCACCAGGCCAAATAAG 

-1 AGTCAGGACTGTCTAGGTCAGGGAA 
GCCAAGATGTCTGAAGAGAGAGGAA 



-1 ATTCAACCAGTAATGGTACCTGAGGA 

ATTGAAATGGGTATTTGTTTCTGT 
•1 AGTGGAGAGGCCCTGTTAGTTTACTT 

TTCATATTGAGTGATGCATGAGGT 
-1 GCATTCTATTTAAAAAGGGAGTGGGG 

AGCAAATGAAAATTAAATGTGGGG 
-1 TCACCAGGAAAACATGCTTGTGAATT 

GTGCAGTAAAAGGTGGTAATGACT 
-1 CCTTTTCTCTCCCATGACCCTTTAACA 

GCATCTGCTTCATTCCCCTCACC 

-1 CTGAGAGCCCAAACTGCTGTCCCAAA 
CATGCACTTCCTTGCTTAAGGTAT 

-1 TGAGTGAACAAAGCTGTGAAACATTC 
TGCGTTTATGCAACTTCCTTGCCT 

-1 CAAGAAGACAAGCATCTGTGGTGCG 

GAGGCAAGCAGGCTAACTAGGAGTT 
-1 TTGGCCCAG TGTGA TTGATTGCTTTA 

TCTTTGGTACTTTTACTTGAATGG 
-1 CATCCAGCACTAATTTTCATGCATTTA 

TGAAAGGATGCCTGAGGACCCTT 
-1 AGCCTGAGGCAAATAAAATTCCAGTA 

ATTTCpAAGAATGGGTGTTGGCAA 
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5543 Table 3A 

5544 Table 3A 

5545 Table 3A 

5546 Table 3A 

5547 Table 3A 



5549 Table 3A 



5552 Table 3A 



5555 Table 3A 

5556 Table 3A 

5557 Table 3A 

5558 Table 3A 

5559 Table 3A 

5560 Table 3A 



Hs.101370 AL583391 

HS.10137Q AL583391 

Hs.7187 AU1 58636 

HS.86671 AV648638 

Hs.343475 AV648670 



5548 Table 3A Hs.2730 AV650434 



Hs.312582 AV651615 



5550 Table 3A Hs.5897 AV653169 

5551 Table 3A NA AV654188 



HS.38218 AV659358 



5553 Table 3A Hs.133333 AV561783 

5554 Table 3A Hs.85844 AV700210 



Hs.285173 AV70029B 

Hs.238730 AV7005A2 

HS.284674 AV700636 

HS.240077 AW002624 



Table 8 

12952309 AL583391 cDNA 

/clone=CS0DL01 2YA1 2-(3-prime) 
12952309 AL583391 cDNA 

/clone=CS0DL01 2YA1 2-(3-prime) 
1 1 0201 57 mRN A for KIAA1 757 protein, partial 

cds/cds=(347,4576) 
9869652 602079785F2 cDNA, 5' end 

/clone=IMAGE:4254068 /clcne_end=5' 

9869684 60155620ST1 cDNA, 3' end 

/clone=IMAGE:3826392 /clone_end=3' 

9871448 heterogeneous nuclear 

ribonucleoproteln L (HNRPL), mRNA 

/Cds=(28,1704) 
9872629 601439711F1 cDNA, 5' end 

/clone=IMAGE:3924482 /c!one__end=5' 

9874183 CDNA FU13388 fis, clone 

PLACE1001168 /cds=UNKNOWN 

9875202 AV6541 88 GLC cDN A Clone 

GLCDTC01 3\ mRNA sequence 

9880372 602569369F1 cDNA, 5* end 

/ctone=IMAGE:4693744 /done_end=5' 

9882797 AV661783 cDNA, 3' end 

/done=GLCGXE12 /clonej2nd=3' 
103021 81 neurotrophic tyrosine kinase, receptor, 
type 1 (NTRK1), mRNA /cds=(0,2390) 

10302269 602632207F1 cDNA, 5' end 

/clone=IMAGE:4777537 /done_end=5' 

10302513 hypothetical protein MGC1 0823 

(MGC1Q823), mRNA /cds=(63,1235) 

1 0302607 AV700636 cDNA, 3' end 

/clone=GKBAGH1 2 /clone_end=3 f 
5849540 wu60d10.x1 cDNA, 3' end 

/ctone=IMAGE:2524435 /done__end=3' 



NA 



5561 Table 3A Hs.173280 AW005376 



Hs.301704 AW002985 5849991 eomesodermin (Xenopus laevis) 

homolog (EOMES), mRNA 
/cds=(0,2060) 

AW004905 5853768 wz82d03.x1 NCLCGAPJ33S4 cDNA 
done IMAGE:2565317 3' similar to 
SW:ATP6_HUMAN P00846 ATP 
SYNTHASE A 
58541 54 ws94a1 2.x1 cDNA, 3* end 

/clone=IMAGE:2505598 /clone_end=3' 



5562 Table 3A Hs.233560 AW006045 

5563 Table 3A Hs.159643 AW006352 

5564 Table 3A Hs.231987 AW006867 

5565 db mining Hs.157118 AW009081 

5566 Table 3A Hs.134272 AW009671 

5567 db mining Hs.131887 AW009730 

5568 Table 3A Hs.232000 AW016002 

5569 Table 3A Hs.233261 AW026667 

5570 Table 3A Hs.101340 AW026713 

5571 Table 3A NA AW027160 



5854823 wz81 b09.x1 cDNA, 3' end 

/clone=!MAGE:2565209 /clone_end=3' 

58551 30 Wt04d1 2.x1 cDNA, 3 1 end 

/ctone=lMAGE:2506487 /clone - end=3 l 

5855645 602320903F1 cDNA, 5' end 

/c!one=IMAGE:4424065 /clone_end=5' 

5857859 WS76g10.x1 cDNA, 3* end . 

/clone=IMAGE:2503938 /clone_end=3' 

5858449 ws85g09.x1 cDNA, 3' end 

/c)one=IMAGE:2504800 /done_end=3' 

5858508 602415255FlcDNA,5'end 

/clone=IMAGE:4523725 /done_end=5' 

5864759 UI-H-BI0p-abh-h-06-0-Ul.s1 cDNA, 3' 
end /done=lMAGE:2712035 
/clone_end=3' 

5880120 wv1 5d09.x1 cDNA, 3' end 

/clone=IMAGE:2529617 /done_end=3' 

58801 66 EST380762 cDNA 

5885916 Wt72b08.x1 Soares_thymus_NHFTh 
cDNA clone IMAGE:2512983 3' similar 
to contains Alu repetitive eleme 



PCT/USOI/47856 



AGGACCTTGACAAGCCGTTTGAGATG 

GAATGTAGGCCCTGATGTTATGCT 

AGGACCTTGACAAGCCGTTTGAGATG 

GAATGTAGGCCCTGATGTTATGCT 

AGTGGAGTGTTTACACCTTGCTGTAA 

CATTTGAACTTTCACAAGAGATGT 

ATATCATATTATTTGATGCCATTAGGC 

GGCCTGGATCACCAATTCTAAGT 

GCCACCAGACAGAAGGACCAGAGTT 
TCTGATTATAAACAATGATGCTGGG 

TGTTGGTGAGCAATGTGCAGAGGCA 
GAGCCGCTGAAGTATGGTTCCTGAG 

GGCTGCTGTTGACTGAAATTCCTATC 
CTCAAATTACTCTAGACTGAAGCT 

C I I I I I AGTAGGCAAAGGTTCTTCTTC 

CTCCTCTTTTGGTGCAGGGACGC 

GCGTGTATGTGGGATGCCATAGGTG 

TGACTGTAGAGTCATTCTTCCTTCC 

TGTAAGTTGACTTTCAAAAGTCTCTG 

GAAACACTGGACTTTAGCTGGTCC 

GAAGCGTGGCAGAGAACTATGGATC 
AGGCAGCCCCTCTCATCTTTACCAT 
TTGGTCCAAACTCTGGAGCCTTGTGG 
GAGAACATAGGGCATAACGTGTTT 

CCCTTCTTAGTAAAGAGACATCTTCT 
ACAGTAACCACAGAGAAGAAGTGG 

TGGACATAACCTGGGTCAGAAGAGAA 

ACTTTTGAAGCTACACGAACAAGC 

CGGCTCAAATAAACCTTTACCGGATT 

TTTGGGGTTATGCCCACACCCTTG 

GGACCACTAGTACTCCAGAACCATAA 

TATAACTAGACATGCCTGGAATGC 

AACAAGCCATGTTTGCCCTAGTCCAG 
GATTGCCTCACTTGAGACTTGCTA 

TCTACTGACTATCCTAGAAATCGCTG 
TCGCCTTAATCCAAGCCTACGTTT 



GAGAAACTTCCGTGCATGAAGGTTTC 
CTCCTTGACTCGGCAGCAGCGGCC 

CCAAGTAGGTTTTAACTCTGGTATGG 
TCTCGTGTTTTCATTTGTTGTGCA 

GTTCCCACGGAGCTGACTTCTCCGG 
GGTGCCTGTGCCCTACATTAAACCC 

CCGTAACTCCGACAAACGCAGAACTT 
CTTGAGGCTTTCTTCTTCTAAGGA 

TCTGGACCCTGCTTGGGTTCACAGCA 
TTGGTGGAGGTAAGTAGTATTCTC 

GAAGAGGAAGCTCATCCGAAGTCTTC 
CGACAGAGTGAGCCGTCATGCCCG 

AGTGTGTATTCTTGATGTTTATTGGCT 
CATGTGGACAGAAATGTACAGGG 

AGATGAGGCTGCTCTGAAGATTCAGT 
AATTAGGATGGACAGTCAGCTACT 

TGGGCTTTGGGGTTCAGTTTGTTACC 
TTTGGAGACTTATTTAATGAAACC 

CAGTGGTTCCTGAGAGAATCTTAGTT 
CAAAGGACTGCCCCCGCCAACCCC 
ACCGCCAAAGCCAATCATCCACTTTC 
AGTACTTACCTAACCAATCTCCCA 
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5572 


Table 3A 


Hs.233564 


AW027530 


5573 


Table 3A 


Hs.311783 


AW043857 


5574 


Table 3A 


Hs.277672 


AW050975 


5575 


db mining 


Hs.279066 


AW063114 


5576 


db mining 


Hs.279082 


AW083120 


5577 


db mining 


Hs.279083 


AW063153 


5578 


db mining 


Hs.279127 


AW063155 


5579 


db mining 


Hs.279104 


AW063155 


5580 


db mining 


Hs.279085 


AW063158 


5581 


db mining 


Hs.279086 


AW063159 


5582 


db mining 


Hs.279092 


AW063191 


5583 


db mining 


Hs.279093 


AW063196 


5584 


db mining 


Hs.279102 


AW063210 


5585 


db mining 


Hs.279067 


AW063230 


5586 


db mining 


Hs.279069 


AW063239 


5587 


db mining 


Hs.279070 


AW063242 


5588 


db mining 


Hs.279071 


AW063246 


5569 


db mining 


Hs-279072 


AW063252 


5590 


db mining 


Hs.279087 


AW063267 


5591 


db minina 


Hs 279073 


AW063271 


5592 


db minino 

ULS 1 1 III III 1 y 


Hs 279074 


AW063274 


5593 


db mining 


Hs.279122 


AW063299 


5594 


db mining 


Hs.279076 


AW063319 


5595 


db mining 


Hs.279078 


AW063325 


5596 


db mining 


Hs.279079 


AW063327 


5597 


db mining 


Hs.302423 


AWQ63352 


5598 


db mining 


Hs.279095 


AW063358 


5599 


db mining 


Hs.279093 


AW063371 


5600 


db mining 


Hs.279097 


AW063372 


5601 


db mining 


Hs.279075 


AW063428 


5602 


db mining 


Hs.279099 


AW063436 


5603 


db mining 


Hs.279100 


AW063458 


5604 


db mining 


Hs.279103 


AW063469 


5605 


db mining 


Hs.279101 


AW063474 


5605 


db mining 


Hs.279821 


AW063497 


5607 


db mining 


Hs.279105 


AW063509 


5608 


db mining 


Hs.279089 


AW063534 


5609 


db mining 


Hs.279080 


AW063546 


5610 


db mining 


Hs.279108 


AW063552 



Table 8 

5886286 wv74c06.x1 cDNA, 3* end 

/ctone=1MAGE:2535274 /done_end=3' 

5904386 wy81g04.x1 cDNA, 3' end 

/done=IMAGE;2554998 /done_end=3' 

5913245 wz25f04.x1 cDNA, 3' end 

/done=IMAGE:2559103 /clone_end=3' 

8887051 TN01 03 cDNA, 3' end /done_end=3* 

8887169 TN0257 cDNA, 3' end /clone_end=3' 

8887202 TN078S cDNA, 3' end /clone_end=3' 

8887204 DP 1003 cDNA, 3' end /clone_end=3' 

6887205 TN0974 cDNA, 3' end /done_end=3' 

8887207 TN031 1 cDNA, 3' end /c!one_end=3 1 

8887208 TN031 2 cDNA, 3' end /ctone_end=3' 
8887240 TN0359 cDNA, 3' end /done_end=3' 
8887245 TN0360 cDNA, 3' end /c!one_end=3' 
8B87259 TN0377 cDMA, 3' end /done_end=3' 
8887055 TN0107 cDNA, 3' end /done_end=3' 
B887064 TN001 8 cDNA, 3' end /done_end=3' 
8887067 TN01 38 cDNA, 3' end /clone_end=3' 
8887071 TN0358 cDNA, 3' end /done_end=3' 
8887077 TN0149 cDNA, 3' end /c!one_end=3' 
8887092 TN0331 cDNA, 3' end /clone_end=3' 
8887096 TN01 56 cDNA, 3' end /done_end=3' 
8887099 TN0792 cDNA, 3' end /done_end=3' 

8887124 TN0185 cDNA, 3* end /done__end=3 < 

88871 44 TN0230 cDNA, 3' end /done_end=3' 

85871 50 TN0236 cDNA, 3' end /done_end=3' 

88871 52 TN0238 cDNA, 3' end /done_end-3' 

8887289 TN0725 cDNA, 3* end /clone_end=3' 

8887295 TN0979 cDNA, 3' end /done_end=3' 

8887308 TN 0746 cDNA, 3' end /done_end=3 l 

8887309 TN1 085 cDNA, 3' end fdonejznfcy 
8887365 TN0121 cDNA, 3* end /done_end=3> 
8887373 TN0922 cDNA, 3' end /done_end=3' 
8887395 TN0949 cDNA, 3» end /done_end=3* 
8887406 TN0961 cDNA, 3 1 end /done_end=3' 
888741 1 TN0354 cDNA, 3' end /done_end=3' 
8887434 TN01 13 cDNA, 3* end /done_end=3' 
8887446 TN1012 cDNA, 3* end /done_end=3' 
8887471 TN1054 cDNA, 3' end /clone_end=3' 
8887483 TN0243 cDNA, 3' end /clone_end=3' 
8887489 TN1055 cDNA, 3' end /done_end=3' 

509 



-1 CAGGATGTTATTGACAGGGTGGCCTT 
TGTGATTCCTCCGGTGGTGGCAGC 

-1 GCCATTTCATTTGCTGTGTGGTTAGA 
CTTCCAGGAGGCTGTTTAGCTCTA 

-1 CCTTTGTGAAAAGTCACCTGTGACTG 
TCAGGGGTATGCTATGGGCCTTTT 

-1 GATCCACTTTGGGGTTCGGCGGCAG 

ATTATTCCGCTGGTAGAGCCGGATG 
-1 AATAAGGGACTCATTCATTATGCAGC 

AAATGTTGTTTGTTATTGGCTTGC 
-1 CTTCATGGTCTCCAGCCAGGACTCCA 

TCAGCGCCACGGCTTCATCCGAAC 
-1 TTGATGCTCATCATCTGCTCGAGGTG 

ATTGATGCCAGGTTGACGCACCAT 
-1 TCCTTTGGATAAGGTCCAAAACCTGT 

AACACATGACCCTCAGAGCCCTTT 
-1 CCCGGCGACTTCACCACCCGCTATCT 

GGGCACCAAAGACTATATCTAGAT 
-1 CGCAATAGTCCTCGACAAGTCGCCAA 

CCCTCCCACTTCGGTCGATCAGCT 
-1 CGTCGGGTACCTCGCCGATAAAATC 

GCTGATGGCCTGGTCGATCCTGAAG 
-1 ATCTTATCCCTCTGTTACTCAATGTGA 

GTGCATACTTTACATTGCCTACT 
-1 GGTCCTTGAAGATGACGCGGATGAT 

CGAGGTCTCTGCGCCGTAGGCGATG 
-1 ATGATGAAGCTGCTGTCCAACGCCTT 

CGTCTGCCAGTTTCTGCTGGTGTG 
-1 TCCTTGCCAGAGCCTTCGGGTTCTAC 

GATTTGATCGACGACGCTGGTGTC 
-1 TCGAACATGGGCAGCTCCGTTTCAAG 

ATGGCTCAAGACTAGCGGATTGGG 
-1 AGTGATAGAGACCAAAGACTGCTTTT 

TAATTTTGTGGGGGAGGGGGTGGA 
-1 CGGGTCACTCATGTTGGCTACTAACC 

CTTTTCGTGCGCCGGGCATTCTAG 
-1 CTTGTCCTTGATCGCTTCCTTCTCTG 

CAAGGGAGAGCTTCTGGACCTTCA 
-1 CTTGTTTGACATCAGCGCCATCTCGA 

CAGCGTATTCCGCTATGACTGTTT 
-1 CACGAAGCCTTCGATCAGTTGCAGCA 

CGCGGCCAGAGCGGTCGATAGAAC 

-1 CATTTTGCCATCTGCGAGCATCTGGG 

TATTGACATGATCCCCAGTGGAGC 
-1 CACCAAGCTGGTCAACATCCAGGCG 

AATGGCTATTACGTGGATGAGATCA 
-1 TTGCTGATACGGCCTTTGATCATGTT 

TTCAACGATGTTTTCCGGCTTGCC 
-1 CCTCGACAAACTAAATGTTGATTTGA 

ATTGGCCTGTTATCATCTTGATCAC 
-1 GTTTCAGATCGGGCCGCTCCCGCCG 

GGTACCTATAGCGGAATCGAATTTC 
-1 GAAAACAGA4ATGATGCTCGGCACAT 

TCTCGTCCAGCACCTCGGCAACGG 
-1 AACTGTATTCGATCACCGTGGCGCTG 

ATGGTGTCAGCAGTCGCCTTGTTC 
-1 AGTTGACATATAACCCACTTTACATAC 

ATTCCAAAATTGCGAGTAGTGAGT 
-1 ATATCGTACCGAGAAACTAGTGCGGA 

TATCTGACCAGGTATGGCGGTTGG 
-1 GTGGATGACCTGATCCAGGTCGGCC 

TGATCGGCCTGACTGATGAGCTGTC 
-1 ATGATGACCAGATGCTCTGGCACCGT 

GTCGAGTTCGAGGATGCCGACATT 
-1 GATCTGGGACGCATGGCCGAAGCTG 

AAAAGCTGGCTGTAGAAGACCTCGA 
-1 AACATGGCAATATTTATTGGTCCTAAT 

ACTGTCACTGGCAAGGTTGGTGT 
-1 GAGGCAGAGGTGTAGCGAGTCCAGG 

CTCTCTTCGAACGTTGCACCCGACG 
-1 GTCCCACACGTTCGGCCCTGACTCT 

GCTGTGTTCGACGAGGACAATCTCG 
-1 CATGACGTTGTGCTCGACACCCCAAC 

AGATCACGTAATCAGCCTGGTGGA 
-1 TAGGCTATAGAGATGTGAGGGATTAT 

TATTAGTCACACCTCTAGTCATGCC 
-1 GGCTGCCGGATGTGTAGGTCTTCCC 
• ATGTTGTGAAGTAACGGTGCTCCAC 
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Table 8 

8887493 TN1059 cDNA, 3* end /ctone_end=3' 

88B7498 TN 1 066 cDNA, 3' end /cione_end=3' 

8887509 TN1079 cDNA, 3' end /cione_end=3' 

8887535 DP01 33 cDNA, 3' end /done_end=3' 

8387537 DP0925 cDNA, 3' end /done_end=3' 

8887546 DP0922 cDNA, 3' end /done_end=3' 

8887567 DP01 54 cDNA, 3* end /done_end=3' 

8887572 DP0774 cDNA, 3' end /donej5nd=3' 

8887539 DP01 89 cDNA, 3' end /done_end=3' 

888761 5 DP0229 cDNA, 3' end /ctone_end=3' 

8887646 DP0336 cDNA, 3' end /done_end=3' 

8887655 DP0314 cDNA, 3* end /donej5nd=3' 

8887683 DP0347 cDNA, 3' end /done_end=3* 

888771 5 DP0954 cDNA, 3' end /done_end-3' 

8887717 DP0388 cDNA, 3' end /c!one_end=3' 

BBB7770 DP0756cDNA,3 , end/done_end=3* 

8887846 SP0953 cDNA, 3' end /clone_end=3* 

8887888 DP0986 cDNA, 3' end /clone_end=3 l 

888791 4 DP1 01 9 cDNA, 3' end /done_end=3' 

8887957 DP1073 cDNA, 3' end /done_end=3* 

8887983 SP01 53 cDNA, 3' end /clone_end=3' 

8887989 SP01 59 cDNA, 3' end /clone_end=3' 

8887990 SP0992 cDNA, 3' end /c!one_end=3' 
8887997 SP0636 cDNA, 3' end /done_end=3' 
8888021 SP0612 cDNA, 3* end /done_end=3' 
8888035 SP0575 cDNA, 3' end /done_end=3* 
8888037 SP0584 cDNA, 3' end /done_end=3' 
8888058 SP0554 cDNA, 3* end /done_end=3' 
8888066 SP0696 cDNA, 3' end /done_end=3' 
8888073 SP0570 cDNA, 3' end /done_end=3' 
8888094 TN1014 cDNA, 3' end /clone_end=3' 

8888097 SP0594 cDNA, 3' end /clone_end=3' 

8888098 SP0595 cDNA, 3' end /done_end=3' 

88881 03 SP0505 cDNA, 3* end /done_end=3' 

88881 1 2 SP0615 cDNA, 3' end /done_end=3* 

8888122 SP0630 cDNA, 3' end /clone_end=3' 

88881 24 (One single EST, artifact ?) SP0632 
KRIBB Human CD4 intrathymic T-cell 
cDNA library cDNA 3', mRNA sequence 

88881 26 SP0634 cDN A, 3' end /clone_end=3' 

8888131 SP0633 cDNA, 3* end /clone_end=3' 



TGCCCTGTATAGTGTTGTAAAAATTA 

GAATGTTTCACCCAAACCATCTGG 

GTCTTTCGAATCGCTCTTTAGCTCGT 

GCGGGCTGTTGTCCCACTTGTTGG 

CTATGCGCTGCGCTACAAGCTGGAC 

CTGTATTCGGACTTCAGCTACTACC 

TTCGAAGCGACGCTGCGTGCGCTGC 

TCGTCCAATTGCAGCATGGATAAGG 

CCTTCCGCTGTCCCTTCAGTAGCTGT 

TTCTGTTCCCTGACGCCCACTTCT 

CAATGCAGCGGCTGATGCAGATCAC 

CCACGAGATGCAGGACGAAGGCGAG 

TCATTCAGTCTGAGTAGGAGGAAAGA 

GGACAGGTTGTTGGAGAGTTGGTT 

TAATTGCCGCTGAAGCACGAATCCTC 

GAAATGCGTCACCTTCGGATTGAC 

AAATGTGGTGACAAAGTACCAGCAAG 

AACTGGACTGTGTTTCTGGAGCCT 

GTTCATCGTCTCGCGTCGCAAGAAGT 

AAGGGCTAGGCCATGACTCGTTCG 

CTCTTGGCAGCCCTGCTCTCGTGGG 

TCAGCATCGTCGCGTGCTCCGGTGG 

GTGCTCGCTGAGCTGGTCCAGAAAT 

CCGTCGACTGAGGCGATGGCGGCTG 

CATGAACAAGGGCCGGATCATCCTG 

ATGCCCAACACACTGGACTTCGGTG 

CACCCGTTGTAGGCGACGAGCGTGA. 

ACGAAAACGTGTCGGACGGCTTGTA 

CATATGCGGCTGTGCCATAGCCGGA 

TGTTCTTCGTGCGTGCCTACCCCCG 

TTCTTTCCGTCGCGCATCGGAATGCG 

AAACTCGTACTTCGTGTAGAACTC 

GCCAGGGGCTTTATCACTTCCATGGC 

CGCAGCGATGACCAGGTCAAGCTG 

CGCCGACCAAGCTTACCGACTTCTCG 

CCGATCTACTGCGACGAAGAAGGC 

GGTAGTGACGTGCTGAATGACGGTG 

CCGTCCATCATCGGGTCGGAGTAAG 

TTCAGGACTCGTTTCACGTAGGCAAC 

GCTGTCTAAAGTTCCCAAGGGATT 

CTCTTTACCCGGAAACAGGTTGGGGA 

GATGACACGCAGAAAATCATACGC 

CTTTGGATATATCGAGAAAGGCCAGG 

GCCTGAACAAGGAAAGCTTCCAGG 

AAGGCTGGTCAAGAATCTTGAGACG 

GAATTGCACAGTCTCGGCGTGATCC 

GATCGATTCGGGGGTGACATCGGCG 

CTGAGCACCATCACCGGAACATAAG 

CTGAGATCACCCTGAACACCGACAAG 

GACGAGATCGCAGTCTGCAACCTG 

CTGAAGGCTTTGGCGACAACCAGGT 

CTATCCGTTTGAAATTGGCGAGAAC 

TCTTGTGCCAGCACGTCTTGCTGATA 

GCCGATGAATCGCGTCCCTTTGTC 

GAACTCCTCAAGGAAATAGTCCACCG 

CCTGCTGCTTGGACGCTGCCAGTT 

GTGACCTCGGGGTCCCCCTTGGTGA 

GGGTGCCGGTCTTGTCGAAGACGAC 

GTGTTCGGGCTTCATGTCGCCAACAC 

CATCGGCACTGGCATCATCGATCC 

AGGTTGATTTCCACTTCCTCGGGAGG 

TTTCGCCACCTCTTCGCCTTTGAG 

GTTAG CTTCCACGCTTTATCTCCTG C 

TCTGAGTGTGTACCCGCGCTGCTC 

TTAAAGTGGTAAGGGAGGTTTCTACT 

CCTGGGGAAACATTAAAGTACCTT 

CTTTCTCCGACTTCGAGATCTGCCCG 

TGGTCGAGATCGTGGTAGATGATG 

AACTGGATAGAGCACGAGCCTTCTAA 

GCTTGGAGTTGCAGGTTCGAATCC 

GAAGATCGGCGCAACGAAGACCGCT 

TCCACTTCATCAACTGGACCAAGAA 

TGCTTCTGTGACAGATTAGCTTACAT 

CTTACCACCTCACCGAGAAGAGCT 



AGCTCAAGAGCTTCCGCGACGTACC 
CAGCAAAGTAACGCTCGACGAATGC 
ATCGAAGACGTGATGCTGAACCTTTG 
GGCGAAGGCCGAGAAGGAAGGCAA 
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db mining 


Hs.279163 


AW064378 
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db mining 


Hs.279168 


AW064424 


5668 


db mining 


Hs.279165 


AW064433 
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db mining 


Hs.279166 


AW064445 
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db mining 


Hs.279823 


AW064450 
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db mining 


Hs.279167 


AW064452 


5672 


db mining 


Hs.279169 


AW064468 


5673 


db mining 


Hs.279155 


AW064473 


5674 


db mining 


Hs.279170 


AW064478 
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db mining 


Hs.279171 


AW064479 
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db mining 


Hs.279158 


AW064487 
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db mining 


Hs.330544 


AW064490 
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db mining 


Hs.279160 
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5684 


db mining 
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db mining 
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db mining 
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Table 8 

8888138 SP0650 cDNA, 3' end /ctone_end=3' 

8388145 SP0658 cDNA, 3 r end /clone_end=3' 

8888155 SP0732 cDNA, 3' end /clone_end=3' 

88881 60 SP0676 cDNA, 3' end /clone_end=3' 

8888187 SP1013 cDNA, 3' end /clone_end=3' 

8888192 SP0105 cDNA, 3' end /clone_end=3' 

8885195 SP0717 cDNA, 3* end /clone__end=3' 

8888209 SP01 30 cDNA, 3' end /clone_end=3' 

8888212 SP1065 cDNA, 3 1 end /clone_end=3' 

8883221 SP0755 cDNA, 3' end /clone^endsS' 

8888256 SP1 055 cDN A, 3' end /clone_end=3' 

8888257 SP1 045 cDNA, 3' end /cione_end=3' 
8868280 SP0916 cDNA, 3' end /cione_end=3' 

8888285 SP1 044 cDNA, 3' end /clone_end=3' 

888831 2 SP01 1 5 cDNA, 3' end /clone_end=3' 

8888314 SP1066 cDNA, 3' end /clone_end=3' 

888831 5 SP0966 cDNA, 3' end /clone_end=3' 
8888361 SP1 056 cDNA, 3' end /clone_end=3» 
8888370 SP1 030 cDNA, 3' end /clone_end=3' 
8888382 SP1 042 cDNA, 3' end /done_end=3' 
8888387 SP1 048 cDNA, 3' end /clone_end=3' 
88B8389 SP1 069 cDNA t 3* end /clone_end=3' 
8888405 SP1067 cDNA, 3* end /clone_end=3' 
888841 0 SP1 072 cDNA, 3' end /ctone_end=3' 

8888415 SP1080 cDNA, 3' end /c!one_end=3' 

888841 6 SP01 47 cDNA. 3' end /clone_end=3' 
8888424 SP1087 cDNA, 3* end /clone_end=3' 
8868427 SP1090 cDNA, 3 1 end /clone_end=3' 
8888472 SP01 1 0 cDNA, 3' end /c!onejsnd=3' 
8888489 SP01 50 cDMA, 3' end /clone_end=3' 
8888499 SP0141 cDNA, 3* end /clone_end=3' 
8888507 SP01 22 cDNA, 3' end /clone_end=3' 

6026892 ATP-binding cassette, sub-family C 
(CFTR/MRP), member 1 (ABCC1), 
transcript variant 1, mRNA 
/cds=(193,4791) 

6028705 xb01h03.x1 cDNA, 3' end 

/done=iMAGE:2575061 /cfone_end=3' 

6030807 xa85g05.x1 cDNA, 3' end 

/clone=IMAGE:2573624 /c!one_end=3* 

6030812 xa85h03.x1 cDNA, 3' end 

/c!one=lMAGE:2573621 /clone_end=3' 

6030392 Xa81c04.x1 cDlMA, 3' end 

/clone=IMAGE:25731 90 /clone_end=3' 



-1 CGATACCCTCACTAGACCTCGGATCG 

AAATAAATCAGAGCGATCACATCG 
-1 GGGGATACACACCCCACAAGCCTTC 

CTGCGGCTTCATCACGGTTACCACC 
-1 GATCTTGGTGAGAAGCTCGGTCATGT 

AGAAGACCTCGCCCTGGGACACTA 
-1 ATTTTATCGCCAGCTACGTCGGCATT 

GGTCAGGACGACCTGAAGGGGAAT 
-1 TGATGCGGAGAGCGAGGTAGATCCC 

GGCGGAGTTTTCGTCGATGGGAAAG 
-1 GTACACTTCCTGGATCTGATCCACGA 

GGTAACGAGCGAGAGTGGTGATAC 
-1 GTGACTTCATGCTCGGGGTTGAGCTT 

GGCGTCCACCACCTTTTCCCACTC 
-1 CCGGTGTCCTTGATCAGCTTCAGCAG 

TGGCTTGACGTAGATGCGGGTCGG 
-1 CATCAGTGTTTCTCCTGCTGGGACTG 

TTGCATGTGGTGCATCACGGTTTG 
-1 GCGAGGCGAAACATAGCTTCCATTGT 

GTCTTTTCTCCTTATGCGTCTTGC 
-1 AATGAGACCCGCCGTCCCTGGAGAT 

GAAGATGTCGTCCGACTCCGTCCAC 
-1 CGGATGTTGTCGTTCCAGAACGAAG 

GATCGGCCTCTTGGGCCTGGATTTC 
-1 GGCACCGACTTGGGCCTGAGAGAGG 

CGCAGGTCATCAATATAGAATCGGG 

-1 CCATGCTGAACTTGGCCAGGTCCTTG 

ACGGCGGTGTTTTCCGACAGCACC 
-1 CGCGATGATCTCGTCCTTCGGCATG 

GCGATGCGCTATTCCTTCGACATGG 
-1 GCCCATTGACCGTATCGCGTCATCTT 

GCTGGCATTTCTAAGAAAATACCG 
-1 TGAAACAGGGAAAAGCCAGGAAGAT 

CTCCGGTTCCACGTCCAATTTGTAC 
-1 CAAGAATGACGGAAAAATCCGTGAGC 

ACAAGGCAAAGGCTTGCCGTGTGG 
-1 GACTTGATCACAACCCGATCCGTAAC 

GACGTATTGGAGCCACTCGAACAA 
-1 CTTCTCGCCGTAACTTTTCCGCCGAG 

CACGCTACGCACGTAGGTGTTGTG 
-1 TCGACTACGACTTCAACTTCCCCAAA 

CGGTGGGAGAAGCGAGCTTGAGGC 
-1 AAGTTGATCAGATCACGGGCCACGC 

CTGCAACCAGAGGCTTGTCATCGTC 
-1 TGATCTGATTGTGAGGAGAGTGGAGA 

AGGTGGTATAGAAGCTGAAAGGGT 
-1 CTTCATGCTCGAGAAGAAAATGCTCC 

GTGCCTCCGACGACGCCACCATCG 
-1 CAGATGGTCACGAGACGCTTGTCCG 

TGATGTCTTCCGTCAGCGTGCAGAG 
-1 TGATGGATTTGGAAAGTGTTATTCTG 

TTTGACTTCTCCCTGCTCTGCTCA 
-1 TTGAACGGGTATAGCCACCAAGGCAT 

TGGCTGCAAAGTCGGGCAAAACTT 
-1 ACTGTGTATTGATGAGTATCTGATGC 

CTATAACATCTGTAGGAGGCTACA 
-1 GTACGAAGGTGGCGATGATGCGTTC 

GATCACCTCGGGGATTTCCTCGGCG 
-1 CGACCTTCGGCGTTTCCGCTTCGGAA 

CCCGTGAAGGCGTTCTTCACTTTG 
-1 ATTCGCTG GCAACATAATTACCAGAC 

TCACATCGAACGAAGCTCGGTTCC 
-1 TGTTCGTTGCCATCCTTGTCGAGGAA 

CATCTCGCTTTCCAGTTCCGCCTG 
-1 TTTGGGGGATCCTTTTGTAATGACTT 

ACACTGGAAATGCGAACATTTGCA 



-1 GGACAAGGGGCACCCGGATTATATTT 
CCCACCAATCCTAATCCTAAACCC 

-1 TGGAGCTTATTTTGGAGAACTGTCAC 
CATTTTATCCCAGTTGGCAATTTT 

• -1 ATTATGGGTAAGGCTTGGGCTTGTTC 
CCAC ATGTTAAC CAAATGG CCTC A 

-1 GGGAGGGCCAAAGAAATCTTTTTCCC 
GTTTCAAATTATGTTCCCCAAAAA 
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5687 db mining Hs.329433 AW075905 



5688 db mining Hs.329434 AW075921 



5689 db mining NA AW075929 



5690 db mining Hs,265634 AW075948 



5691 db mining Hs>277716 AW075986 



5692 db mining Hs.2419B2 AW076004 



5693 db mining Hs.257711 AW076027 



5694 db mining Hs.277717 AW076038 



5695 db mining Hs.241983 AW076068 



5696 db mining Hs.277718 AW076075 



5697 db mining Hs.242605 AW076083 



5698 db mining Hs.329436 AW076127 



5699 Table 3A Hs.244816 AW078847 



5700 Table 3A Hs.245616 AW080951 



5701 Table 3A Hs.176498 AW081098 



5702 Table 3A NA 



5707 Table 3A 

5708 Table 3A 

5709 Table 3A 

5710 Table 3A 

5711 Table 3A 

5712 Table 3A 

5713 Table 3A 



AW081232 



5703 Table 3A Hs.295945 AW081320 



5704 Tab!e3A Hs.120219 AW081455 



5705 Table 3A Hs.277738 AW082714 



5706 db mining NA 



AW088500 



Hs.243457 AW1 02836 

Hs.341908 AW1 17189 

HS.3642 AW1 30007 

Hs.248367 AW131768 

Hs.203606 AW131782 

Hs.335449 AW136717 

Hs.8121 AW137104 



Table 8 

6O30903 xa81d05.x1 cDNA, 3' end 

/clone=lMAGE:2573193 /clone_end=3' 

6030919 xa81f04.x1 cDNA, 3' end 

/done=IMAGE:2573215 /done_end=3' 

6030927 xa81g05.x1 NCLCGAP_CML1 cDNA 
clone IMAGE:2573240 3', mRNA 
sequence 

6030946 xaS2b03.x1 cDNA, 3' end 

/clone=!MAGE:2573261 /done_end=3* 

6030984 xa82f05.x1 cDNA, 3' end 

/clone=IMAGE:2573313 /done^end^' 

6031 002 xa82h04.x1 cDNA, 3* end 

/ctone=IMAGE:2573335 /clone_end=3' 

6031 025 he31 d 2.x1 cDNA, 3' end 

/clone=IMAGE:2920630 /ctone_end=3' 

6031036 xa83d08.x1 cDNA, 3* end 

/clone=IMAG£2o73391 /clonejend=3' 

6031066 xa84a02.x1 cDNA, 3' end 

/cIone=iMAGE:2573450/clone_end=3 , 

6031 073 xa84a1 0.xl cDNA, 3* end 

/clone=IMAGE:2573466 /clone_end=3' 

6031 081 xa84b1 0.x1 cDNA, 3' end 

/clone=lMAGE:2573467 /clone_end=3* 

6031 1 25 xa84g01 .x1 cDNA, 3' end 

/done=IMAGE:2573520 /cbne_end=3' 

6033999 xb18g07.x1 cDNA, 3' end 

/ctone=IMAGE:2576700 /clone_end=3* 

6036103 xc28c10.x1 cDNA, 3' end 

/done=IMAGE:2585586/done_end=3' 

6036250 xc29a12jt1 cDNA, 3 r end 

/clone=IMAGE:2585662 /clone_end=3' 

6036384 xc22e08Jd NCI_CGAP_Co19 cDNA 
done IMAGE:2585030 3' similar to 
SW:RS1A_HUMAN P39027 40S 
RIBOSOMAL 

6036472 xc30f12.x1 cDNA, 3' end 

/clone=IMAGE:2585807 /clonejend=3' 

6036607 xc31c07.x1 cDNA, 3' end 

/clone=IMAGE:2585868 /clone_end=3' 

6037866 Xb61f07jc1 cDNA, 3' end 

/done=lMAGE:25B0805 /c!one_end=3' 

6044305 Xd10a04.x1 NCI_CGAP_Ov23 cDNA 
clone IMAG&2593326 3' Similar to 
SW:BAT3_HUMAN P46379 LARGE 
PROLINE- 

6073449 xd38h12.x1 cDNA, 3' end 

/clone=IMAGE:2596103 /done_end=3' 

6085773 Xd83f08.x1 cDNA, 3' end 

/clone=lMAGE:2504231 /clone_end=3' 

6131612 RAB1, member RAS oncogene family 
(RAB1), mRNA/cds=(50,667) 

6133375 MEGF1 1 protein (MEGF1 1), mRNA 
/CdS=(1 59,3068) 

6133389 PMO-UT0103-300101-002-M2 cDNA 

6140850 UI-H-BI1-adm-a-03.0-Ul.Sl cDNA, 3' 
end /clone=lMAGE:2717092 
/clone_end=3' 

61 41 237 Notch (Drosophila) homolog 2 

(NOTCH2), mRNA/cds=(12,7427) 



TTACCCCAATGCTTTTGCCCCGGTGG 
CCCAGTTTGTAAATTGGTTTGATT 

CCCCCCTTGGCAGGTTAATTGGTGTT 
TAAGGAACCCTCCAGGGTGGGGGG 

CCCCCCAGTTTTAATGTTAGGGGGAA 
GGGATTTAACCCCTTATTTAAAAAA 

CTATCACCCTTGATATGAAATTCCAG 
AATTTTCTGTGATACCACATGGCC 

ACTCCGGGCCTTAATGGATTTGGCCT 
GTCCTCAAGAATGGTAATTATGAA 

ACGTGGTTTCAGTCCTTAGCACCGTG 
GTATTGACATGACATCAGTTGCAA 

CACAACTTGCTGTTCACGTCTTTGGG 
GTGTTTTCCATTCCTAATAGATGG 

AAACCCGTCCTCCATTATAATTACCTT 
TCAAAGGGCAAGTCAAAAGTTGT 

AAACAGCACAACATGAGTGTTTCCTA 
CCACATCAATTTTAATGAAGACAC 

CGGAATCGGGTTTCCATTGGACCCCA 
AAAATTTCCCTTTGGGCTTCATGA 

TGAGGATAG AAG C AGCCTTTTATATT 
TTTGTGTGGTAAAGCAAATTGGCA 

GGGGCAAATTTCAAGGGACCTCCCC 
AAAGGGGGTGTTTTCCCTGGATGGG 

AAACAGGAAGGGGGTTTGGGCCCTT 
TGATCAACTGGAACCTTTGGATCAAG 

ACTCTTTGTCTTTTTAAGACCCCTAAT 
AGCCCTTTGTAACTTGATGGCTT 

CCGGCTGCCTCCATCCCAGAAGAGT 
GCGCAGAGAATTAAATCTAGATATT 



GGGATGTAATACATATTTTTCCAAATA 
AAATGCCTCATGGGCTTTGGGGC 



AGAACCCGTATTCATAAAATTTAGAC 
CAAAAAGGAAGGAATCGAACCCCC 

AGTTAGTATAC AG CC AG AAC AG C CAA 
GCCTCAATTCTTGTACCTTGTGTC 

CCCTGATCCTCTGTAGG GAAC TTCCT 
TTTCTCTAATCCTAGATCTTTTCA 

GAGGCATCAGAGGTTCAGGAGAGTT 
ACAGGCAGCAGGTGCGGTATAATAT 



TTTGTTTCTTTGGGCCTGATTTGTATC 
TCTG GAAG G C ATTAATTCTTG AA 

GCTTTGCCTCTCGGAGGAGTCAAAG 
GGGCAGTAACTGTATGGGGTGAGAG 

GCTCCCGAATATTGTAATTTGTTGCC 

CCCTATGTACCCAACCCCCTGAAA 

AGGAAGTATGAGAGTTCTGAAACCCT 

TGATAGAAACTGGAAGCCTGCCAT 

GACATAGGGTTGCAGTAGTGAGTGG 

GCATCTGTTCTCAGAAGGCAGTGCC 

TTCTGGCCTTGTTCACCTAGAAACGC 

TATTTCCTGTGTTATGGTTCTGGC 

GCTCTGGGAAAGAGACAGGGAAGTC 
TGGAATGGAAAAGAACACGATGAGA 
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5714 Table 3A Hs.12D35 AW137149 



5715 Table 3A Hs.342003 AW1 38461 



5716 Table 3A Hs.245138 AW139918 



5717 Table 3A Hs.276718 AW148618 



5718 Table 3A Hs.89104 AW148765 



5719 Table 3A Hs.24B657 AW1 50084 



5720 Table 3A NA 



AW1 50085 



5721 Table 3A Hs.265838 AW1 50944 

5722 Table 3A Hs.301104 AW151854 

5723 Table 3A Hs.337727 AW161820 

5724 Table 3A Hs.299967 AW166001 

5725 Table 3A Hs.81248 AW166442 

5726 Table 3A Hs.169738 AW17230B 

5727 Table 3A Hs.8991 AW172850 

5728 Table 3A Hs.143525 AW173163 

5729 Tabte3A Hs.33664 AW188135 

5730 Table 3A NA AW1 88398 

5731 Table 3A Hs.252989 AW191929 

5732 Tabfe3A Hs.203755 A W1 94379 

5733 Table 3A Hs.253151 AW195119 

5734 db mining Hs.253154 AW195169 

5735 db mining Hs.330019 AW195270 



Table 8 

6141282 602122419F1 cDNA, 5' end 

/clone=IMAGE:4279300 /clone_end=5' 

6142779 UI-H.BI1-adg-e-06-0.Ul.s1 cDNA, 3' 

end /clone=IMAGE:2716882 

/clone end=3' 
6144636 UI-H-BI1-aee-d-05-0-Ul.s1 cDNA, 3' 

end /clone=lMAGE:2719136 

/clone_end=3' 
61 9651 4 601 473284T1 cDNA, 3' end 

/do^e=l^/lAGE:3876165/c!one_end=3 , 

6196661 602590917F1 cDNA, 5' end 

/clone=IMAGE:4717348 /donej2nd=5' 

6198076 xg36f03.x1 cDNA, 3' end 
/c!one=lMAGE:2629661 /clone,end=3 < 

6198077 xg36f04.Xl NCI_CGAPJJt1 cDNA 
clone IMAGE:2629663 ? similar to 
gb:X6501 8 PULMONARY 
SURFACTANT-ASSOC 

6198842 xg42e09.x1 cDNA, 3* end 

/done=IMAGE:2630248 /done_end=3' 

61 99839 60231 3002F1 cDNA, 5' end 

■ /done=1MAGE:4422480 /clone j5nd=5' 

6300853 au70h03.x1 cDNA, 3' end 

/clone=IMAGE:2781653 /c!one_end=3' 

6397526 xf43e1 1 .x1 cDNA, 3' end 

/done=IMAGE:2620844 /clone_end=3' 

6397967 CUG triplet repeat, RNA-binding 
protein 1 (CUGBP1), mRNA 
/cds=(137,15B5) 

6438254 Xj37a08j<1 cDNA t 3' end 

/clone=IMAGE:2659382 /done_end=3' 

6438798 adaptor-related protein complex 1 , 
gamma 2 subunil (AP1G2), mRNA 
/cds=(45,2402) 

64391 1 1 x|84b08.x1 cDNA, 3' end 

/done=IMAGE:2663895 /clone_end=3' 

6462571 ILO-MT0152-061 100-501-eD4 cDNA 

6462834 X]98c03.x1 NCI_CGAP_Co18 cDNA 
Clone IMAGE:2655252 3', mRNA 
sequence 

6470628 x!77c10.x1 cDNA,3'end 

/c!one=lMAGE:2680722 /done w end=3' 

6473179 xm08h07.x1 cDNA, 3' end 

/clone=IMAGE:2683645 /clonejmd^ 1 

6474139 xn66b07.x1 cDNA, 3' end 

/clone=IMAGE:2699413 /clone end=3' 



6474211 
6474330 



5736 db mining Hs.253167 AW195284 6474352 



5737 db mining < Hs.253168 AW1 95300 6474368 



5738 db mining Hs.253169 AW195313 6474381 



5739 Table 3A Hs.253384 AW204029 6503501 



5740 Table 3A Hs.253502 AW205624 6505098 



xn66h03,x1 cDNA, 3' end 
/done=IMAGE:2699477 /clonejsnd^ 1 

xn67c04.x1 cDNA, 3' end 
/clone=IMAGE:2699526 /clone_end=3' 

xn67d09.x1 cDNA, 3' end 
/cfone=|MAGE:2699537/clone_end=3' 

xn67f12.x1 cDNA, 3' end 
/clone=lMAGE:2699567/c!one_end=3* 

xn67h05.x1 cDNA, 3' end 
/done=IMAGE:2699577 /clone_end=3' 

UI-H-BH-aen-d-02-O-ULsl cDNA, 3' 
end /clone=IMAGE:271 9899 
/done_end=3' 

UI-H.BI1-afr-e-01-0.UI.s1 cDNA, 3' end 
/clone=IMAGE:2722657 /done_end=3' 



PCT/US01/47856 



-1 GGGTTACATTTGAGTCTCTGTACCTG 
CTTGGAAGAAATAAAAATACGTGT 

-1 CTGGGAATATGAAGCGAACGCCACA 
CACTAGAACGCGCCCTGGGAGCTGG 

-1 GCTGCTTTTGCCCATCCAGGTTTCCA 
CATCCTAATC7TTGCTTTTCTTGT 

-1 TGTAAATGTGGTTTGACTATTTCTGTA 
TGTCCCCATCTATTGATGAGGGT 

-1 TTGTTTTAACAACTCTTCTCAACATTT 
TGTCCAGGTTATTCACTGTAACCA 

-1 ACATAAACTGTCCCTTTAGGAAGAAG 
CCCAATGCCCGATTTTGCCCTTTA 

-1 GGACAAGTGGCATCGGTACTATATTT 
CCCACCAATCCTAATCCTAATCCC 



-1 TATGTCCCTTTTTCTCCTCCCTTCCCC 
ATTCCCTGGCATCATATTGGGAC 

-1 CGCTGTCGCCTTAATCCAAGCCTACG 
TTTTCACACTTCTAGTAAGCCTCT 

-1 TGTGGGCTTGGTATAAACCCTACTTT 
GTGATTTGCTAAAGCACAGGATGT 

-1 CCGCCTGAAACGGGCATTTTGTAAAT 
GGGGTTTGACTATTTTTGTATGTC 

-1 ACTGGCAAATGAAGCATACTGGCTTG 
CAGGGACCTTCTGATTCAAGTACA 

-1 GAATTCGATTTGAGATCTGAGGGCAG 
ACCCGAACCAGGAAAGCAACTCAG 

-1 AATGCACCAGGCTGCCACCTGCACC 
AGTGGTTGCTACATGGGATAAGAAA 

-1 TATGATAGGATTCTCCACAGTGGCTT 
CCGACTCAGGCTCCAATGGACCAA 

-1 TGCTGTATGGGCAGGTTGTCTTATTA 
TGTGATCAACAGATGTCCAGGAAC 

-1 ACCTCCAAGAACATCTGCCTTTGTTG 
AACGTGTTTATTACCTGTCCACTC 

-1 CCTTTTGCCCCTTAGCCCTTGGATAA 
TCCGGCTGGGAATGGGGGTGAGGG 

-1 CCCAAATAAGCTCTGTACTTCGGTTA 
CCTATGTACCTGTTACCACTTTCA 

-1 GCCACATGTCCTATTCTCACACAGGT 
GCTTTAATTTCAGCCCAGTCTCTA 

-1 CTTGAAGGGGCTTTGTTGGGTTTTTG 
GGGTTTTGGGTGGGACTCCCAAAG 

-1 GGGGTTTTAAAAATTTTCCCGATTTCA 
AAATTAATTTTCCGTTGCCCCCCGG 

-1 CCCCCTGGGG'I I" I T I GGGAATGAGG 
TAAGGCTTTGAATTTGGTTTGATAT 

-1 ACATGCTTAGAGCTGGAGGCTTGAAA 
CCATAATCCCAATTAAGTGCTGTC 

-1 TGTTTGTCCAGGAAAAGGAAGAGGG 
GGAAATTAAAACCTTTCCGGTTAGT 

-1 GCACTGCTCCGTCTAGCTGTATGACC 
TTTGTTATGTTTCTTTTCTTCCGT 

-1 CTTCAATCTGGGCTGGGCACTCCAC 
GCACATAATCGTCACTCTCGGAGGA 
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5741 Table 3 A 

5742 Table 3A 

5743 db mining 

5744 db mining 

5745 db mfnmg 

5746 db mining 

5747 db mining 

5748 db mining 

5749 Table 3A 

5750 Table 3A 

5751 Table 3A 

5752 db mining 

5753 Table 3A 

5754 db mining 

5755 Table 3A 

5756 Table 3A 

5757 Table 3A 

5758 Table 3A 

5759 Table 3A- 

5760 db mining 

5761 Table 3A 

5762 db mining 

5763 db mining 

5764 db mining 

5765 db mining 

5766 db mining 

5767 db mining 

5768 db mining 



Hs.330058 AW206977 6506473 

Hs.157315 AW207701 6507197 

NA AW236186 6568575 

NA AW236203 6568592 

Hs.330063 AW236208 6566597 

Hs.253747 AW236252 6568641 

Hs.253748 AW236271 6568660 

NA AW236345 6568734 

Hs.253820 AW237483 6569872 

Hs.342342 AW243795 6577635 



Table 8 

UI-H-B!1-afs-h-11-0-UI.s1 cDNA, 3' 
end /clone=IMAGE:2723180 
/cbne_end~3' 

UI-H-BI2-age-e-03-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2724172 
/clone_end=3' 

xn70e07.x1 NCLCGAP_CML1 cDNA 
clone IMAGE:2699844 3\ mRNA 
sequence 

xn70h07,x1 NCI_CGAP_CML1 cDNA 
clone IMAGE:2699869 3\ mRNA 
sequence 

xn71a06.x1 cDNA, 3' end 
/clone=1MAGE:2699890 /done_end=3' 

xn71g08.x1 cDNA, 3' end 
/clone=IMAGE:2699966 /clone_end=3' 

xn72b03.x1 cDNA, 3' end 
/done=IMAGE:2699981 /c!one_end=3' 

xn73c12.x1 NCI_CGAP_CML1 cDNA 
clone 1MAGE;27001 18 3* similar to 
contains element MER21 repetitive e 
xm72e01.x1 cDNA, 3' end 
/done=lMAGE:2689752 /clone_end=3* 

Xo56f02.x1 cDNA, 3' end 
/done=lMAGE:2707995 /done_end=3' 



Hs.250591 AW262077 6638893 



Hs.277994 AW262728 6639544 



Xp19e09.x1 cDNA, 3* end 
/done=IMAGE:2740840 /done_end=3' 



xq94a12jc1 cDNA, 3' end 
/clone=IMAGE:2758270 /clone_end=3' 



GCGGGAAGTGAAAGCGGAGGCTGGG 
ACAAGGGGAACTTACTGCTCAAAAA 

AGTGGTGTGGTGGCAATAGGAAAAG 
AAAAGATCAGGATGAGAAATTGCTT 

CCAAGGGCCTTTTGGGGTTGTTTCCT 
ATAACTTCAGTATTGTAAATTAGT 

CATAAAGGGGCATTGCCCTAGCCGG 
TCCGGCCTTTTTCCAGTCCATCCTG 

AGGT7TAAGAAA7TTCCCCTAAATCTT 
GTTTGGTTGGTTGGGATGAAAAGT 

AATTGATCCCATTCTTGCTGAAGTAG 
ACAGTGCCCTCAAGTGGAATTAAA 

CTCCAATGCTGTTATCCCGGCTGGGT 
CCTCACACTCCCCCAACAATCCCA 

AGAATGCGCTATTTCCCTCAAAGCCC 
TGGCTGTAATAAAGAAGCCGATTT 

CTGAGGTCAGTGTGGTTTGGTGGAA 
GGATTATGATATTTACAAGCTGAGT 

GGTCAATGTTTTGAAATTTGTGGAGC 
AAACCCCAGTTTTATGCCCTTGGT 

AGTTGGAAAATTTAGAAATGTCCACT 
GTAGGACGTGGAATATGGCGTCGA 

TTCACGTCCTAAAGTGTGGTAGACGC 
GCCCGCGAATTTAGTAGTAGTAGG 

GGACAAGTGGCATCCGTATTATATTT 
CCCACCATTCCTATTCTTAATCCC 

GGTCTGCCTCAGTCTTCTACTCATCA 
GCACCACACTGTCAAAATGTTGGA 
AGATGAATTGAAGCAAAAAGTTTTCA 
GTACCAGCAGCAAGGCAGACCCCC 

TCACCTCCACCTCTGAGGGAGCAAC 
GAATACAAAGGTAGACCCCCAAAAG 
CCCCAGCCAGCACTTCCCTTTTCTGC 
GAGGGTTTTCTGTTTCTTTGATTA 

AGAAAATTTGAACCCTACGCTTCTCC 
CATCCCACTTCTTACTCCATCCCG 

CTGTGGCATCATTCACACCACCAGCA 
GAGTCCCTTCCAAGAGGGGTCTGG 

CCGTGTTAAAACCAAAGTTTGGGATT 
TTTCGGGTATTCATTGGAAGTCAC 

CGAGAGCCTGGAAGCTTTGGACACTA 
CTGCCTGGAAGATCTGATTCTTTG 

TGTTTTAAAAGTG G GTTTATTTCAAC C 
CCTTCACTCCCGGTTGGTGACCG 

TCTTCTCTCAGTCTTCAGCAAGTAGC 
TTCTTTCAGAACTGCCTCCTCCCG 

GTTTTCTGCATCCCAAATGTCCTGGG 
GGATGTGTCCCTTCCTTGCTGACC 

TGTTATGATTCTCTCAATTTCATAAAG 
CTCTTCTGG CAGAGGAGAC AGAT 

AAATGGATTACAATTTCCCTGACATTT 
GGGCATAAAACATCTGCCATCCT 

TCCTCCTTCCAGAGACCTTTGCTTTA 
CTGCCATTTTTTCTGTGGGCTTTT 

AGGCATAGCAGTAGAATCTGTCAAAA 
AGGAGGCATGGAATGAAATGAACC 



Hs.61345 AW262891 6639707 

Hs.5562 AW264291 6641033 

Hs. 122655 AW274156 6661186 

Hs.250600' AW291304 6697940 

Hs.47325 AW291458 6698021 

Hs.170381 AW291507 6698143 

Hs.255118 AW292757 6699393 

Hs.255119 AW292772 6699408 

Hs.255123 AW292814 6699450 

Hs.255129 AW292855 6699491 

Hs.255544 AW292873 6699509 

Hs.255134 AW292900 6699536 

Hs.255135 AW292902 6699538 

Hs.255139 AW292928 6699564 

Hs.255140 AW292941 6699577 



mRNA for K1AA1154 protein, partial 
cds /cds=(0,676) 

guanine nudeotide binding protein (G 
protein), beta polypeptide 2-like 1 
(GNB2L1), mRNA/cds=(95,1048) 
hypothetical protein MGC 14425 
(MGC14425), mRNA /cds={31 8,686) 
Ul-H-BI2-agk-a-02-Q-Ul.s1 cDNA, 3' 
end /clone=!MAGE:2724386 
/clone_end=3* 

Ul-H-BI2-agh-c-02-0-ULs1 cDNA, 3' 
end /clone=IMAGE:2724099 
/clone end=3* 

UI-H-B!2-aga-g-11-0-Ul.s1 cDNA, 3' 
end /cione=IMAGE:2723900 
/done_end-3' 

UI-H-BWO-aPj-b-12-O-Ul.sl cDNA, 3' 
end /done=IMAGE:2729423 
/done„end=3' 

Ul-H-BW0-arj-d-03-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2729501 
/clone end=3* 

Ui-H-BW0-aij-h-02-0-Ul.s1 cDNA, 3' 
end/done=lMAGE:272969l 
/done_end=3' 

Ul-H-BWO-aif-d-03-0-U!.s1 cDNA, 3' 
end /clone=IMAGE:27291 17 
/done_end=3' 

UI-H-BW1-ame-e-09-0-Ul.s1 cDNA, 3' 
end /done=JMAGE:3069784 
/done_end=3' 

UI-H-BW0-aig-a-05-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2729000 
/clone_end=3* 

UI-H-BW0-aig-a-07-0-Uf.s1 cDNA, 3' 
end /clone=IMAGE:2729004 
/clone_end=3' 

UI-H-BW0-aig-d-11-0-ULs1 cDNA, 3' 
end /clone=iMAGE:2729156 
/clone_end=3' 

UI-H-BW0-aig-f-10-0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:2729250 
/done_end=3* 
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Hs.250591 AW262272 6639088 xp1 9e09.x1 cDNA, 3" end 

/done=IMAGE:2740840 /c1one_end=3' 



WO 02/057414 

5769 db mining Hs.255142 AW292960 

5770 db mining Hs.147728 AW292989 

5771 db mining Hs.255152 AW293001 



5772 db mining NA 



5773 db mining NA 



5787 Table 3A Hs.1 90904 AW294083 



Table 8 

6699595 Ut-H-BWO-aih-a-02-0-Ul.Sl cDNA, 3' 
end /done=IMAGE:2728995 
/clone_end=3* 

6699625 RST12623cDNA 



6699637 



AW293017 6699553 



AW293143 6699779 



5774 db mining Hs.255172 AW293158 6699794 



5775 Tab!e3A Hs. 166975 AW293159 6699795 

5776 db mining Hs.255174 AW293172 6699808 

5777 Table 3A Hs.255178 AW293267 6699829 

5778 Table 3A Hs.75354 AW293424 6700060 

5779 Table 3A Hs.25520O AW293426 6700062 

5780 Table 3A Hs.10041 AW293461 6700097 

5781 db mining Hs.291317 AW293859 

5782 Table 3A Hs.255249 AW293895 6700531 

5783 db mining Hs.255251 AW293922 6700558 

5784 db mining Hs.255253 AW293949 6700585 



5785 db mining Hs.255254 AW293950 6700586 

5786 Table 3A Hs.255255 AW293955 6700591 

6700729 

5788 db mining Hs,255330 AW294618 6701254 

5789 db mining Hs.255333 AW294644 6701280 

5790 Table 3A Hs.255687 AW294654 6701290 

i 

5791 Table 3A Hs.255336 AW294681 6701317 

5792 db mining Hs.255337 AW294692 6701328 

5793 Table 3A Hs.255339 AW294695 6701331 

5794 db mining Hs.255341 AW294697 6701333 

5795 db mining Hs.342539 AW294717 6701353 

5796 db mining Hs.255347 AW294739 6701375 



UJ-H-BW0-aih-d-12-0.UI.s1 cDNA, 3' 
end /clone=IMAGE:2729159 
/clone_end=3' 

U1-H-BW0-aih-f-05-O-UUl 
NCLCGAP_Sub6 cDNA done 
IMAGE:2729243 3', mRNA sequence 

Ul-H-BW0-aii-a-03-0-Ul.s1 
NCI_CGAP_Sub6 cDNA clone 
MAGE:2729356 3\ mRNA sequence 

Ul-H-BW0-aii-b-07-0-UI.S1 cDNA, 3* 
end /c!one=IMAGE:2729412 
/done_end=3' 

splicing factor, arginine/serine-rich 5 
(SFRS5), mRNA/cds=(218,541) 

Ul-H-BW0-aii-c-1O-O-Ul.s1 cDNA, 3' 
end /dons=lMAGE:2729456 
/done_end=3' 

UI-H-BW0-aii-e-1O-0-UI.s1 cDNA, 3* 
end /done=IMAGE:2729562 
/clone_end=3' 

mRNA for KIAA0219 gene, partial cds 
/cds={0,7239) 

UI-H-Bf2-ahm-b-02-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2727122 
/done_end=3' 

60271 3308F1 cDNA, 5' end 
/clone=lMAGE:48536 16 /clone end=5' 



6700495 nx40e10.s1 cDNA, 3' end 

/clone=IMAGE:1258602 /clone end=3' 



UI-H-BWO-ain-f-10-0-Ul.s1 cDNA, 3' 
end /clone=tMAGE:2729995 
/clone end=3' 

UI-H-BWO-aik-a-04-0-Ul.s1 cDNA, 3' 
end/clone=IMAGE:2729382 
/clone end=3' 

UI-H-BW0-aik-c-10-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2729490 
/clone end=3' 

UI-H-BW0-aik-c-11-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2729492 
/clone end=3' 

UI-H-BW0-aik-d-05-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2729528 
/done_end=3' 

UI-H-BI2-ahg-b-05-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2726720 
/clone_end=3' 

UI-H-BW0-ail-a-05-0-Ul.s1 cDNA, 3' 
end /ctone=!MAGE:2729385 
/clone_end=3' 

UI-H-BW0-ail-c-11-0-Ul.s1 cDNA, 3' 
end /ctone=IMAGE:2729493 
/clone_end=3' 

UI-H-BW0-ail-d-10-0-ULs1 cDNA, 3' 
end /clone=tMAGE:2729539 
/done_end=3' 

UI-H-BWO-ail-g-10-0-Ul.s1 cDNA, 3' 
end /clone=!MAGE:2729683 
/clone_end=3* 

UI-H-BW0-all-h-11-0-Ul.s1 cDNA, 3' 
end /done=lMAGE:2729733 
/clone_end=3' 

UI-H-BW0-aim-a-02-O-Ul.sl cDNA, 3' 
end /c!one=lMAGE:2729738 
/clone_end=3* 

UI-H-BWO-aim-a-04-0-UI.Sl cDNA, 3' 
end /done=lMAGE:2729742 
/clone_end=3' 

UI-H-BWO-ajl-g-03-O-UI.sl cDNA, 3' 
end /clone=IMAGE:2732333 
/done_end=3' 

U!-H-BW0-aim-f-07-0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:2729988 
/clone_end=3' 



PCT/US01/47856 



-1 CTGACCCTCTCGCCCCTCCACCTGTG 
CTTCTGCCCTAGGATAACGCTGGG 

-1 GACCCAAAGAAAAGATCAAGACCGCA 
TGTAGCAAATGTAGCAAGGAGGCA 

-1 CTAATTTCCCACTAAAAGGTCCAGAA 
AAATTGATGCCACCTGTAGTTTGG 

-1 GTAAAGTTCCAAGCGAGTGGAAGGTA 
AATCACGACTGTGGCACCGGAGCC 

-1 GAAACTGAATGACCATGGAATGCTGA 
AATTCCAAAAGAAAAACGTCGCGC 

-1 TCTCTCAGGTCGTCTTCAGAGTCCAT 
TCCCTTTGTCTTGATCTTTTCTCT 

-1 CTCCCATCATTCCCTCCCGAAAGCCA 
TTTTGTTCAGTTGCTCATCCACGC 

-1 GCCCTGCCCCCTACCCTTGCCCTTTA 
AATTTTTGGGACTGAATAAAGAAT 

-1 TGCAGGATAACTTGCTCATGAAAGGA 
AATGCCAGATTAAACCCCTTGCCA 

-1 GCCTTCCCTTCGTTCCTTTCCAGGCA 
ATAATGACATCATTAGTGATGCAA 

-1 CGCCACGGCTCCAATCCCTATATGAG 
TGAGCAGTAGAATCACATAGGAAT 

-1 CCTAGAATCAGACTTTAAGCACAAGC 
AGGGAGGGAAAGCACTTGAGCAGT 

-1 GCACATGCAAAAACTCAGATGTGCAA 
ATAACTGTTCCCTATTAACTACAA 

-1 GGTGCTCAAACTGTATTTTCTCCCTC 
CCTCCCTCCTTCTTTCTTTCCAGA 

-1 TTCTTC C ACGG GATTTCTAATTC ATTA 
AATAGGACCTCCACACCAGACCT 

-1 TATCCAGCCTGACTTCTTCATGCTGT 
ACTAGCCTTCCAATCCTTAACTAA 

-1 TGGACATTGGGGGTCAAACCCTTTTG 
TTTAAATTTTCCCTTTCCCAGGGC 

-1 GCTGTGCCACGGTCAGGTGGCTTCC 
AATCTGTACTCAATTGTTACTGTAC 

-1 TCAGAGATGCTGATGTCATATAAGTA 
GTTTCCCTGTCTGGCCTTGGATGT 

-1 GTATGACTGATGATAGCTGCGAATGA 
GGAGGAGGGAAGGGAAGGCTGGAG 



CCATTGCCCCGGTGTTTTGGTTTAAT 
TTTCCCAGGCTTATTTTAAAGGCC 

AGGAAATTAAACATGAGCATGACATG 
ACCCCAACTCTCAAGAAATCCCCA 

ATCAGGTCCCCTACAAAATTAGCTAC 
TTTGGCCTTTCCTACAAAATTAGC 

TCATTCGTTTGCTTTCTCTGACTGACA 
GGCAGTAATGACTTCAATAAGCT 

AGGGCCTGCTTCAGAGTTTGTTTCCT 
AAATAAAACAATGGCTCTCCCCGT 

CCCCCAACTTACATGGAAAAGGGATG 
GTTGCATTTCTGTGTCATATGCAT 

GCAGAGGGAAGAGGAAATGCTTTGA 
AGCCTTGCTAGTTATTTAATTAGTT 

GACATAGTTGCAAAACACAATACTTA 
ATACTTTTTCTGGAGGAGGGGGCC 
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5797 db mining Hs.255354 AW294769 6701405 

5798 db mining NA AW294812 6701448 

5799 db mining Hs.255388 AW295071 6701707 

5800 Table 3A Hs.255389 AW295088 6701724 

5801 db mining Hs.255157 AW295376 6702012 

5802 db mining Hs.330175 AW295597 6702233 



5803 Table 3A Hs.255446 AW295610 



5804 db mining Hs.255448 AW295516 



5805 db mining Hs.255449 AW295629 



5806 Table 3A Hs.255454 AW295664 



5807 db mining 

5608 db mining 

5809 db mining 

5810 db mining 

5811 db mining 

5812 Table 3A 

5813 Table 3A 

5814 db mining 

5815 db mining 

5816 db mining 

5817 db mining 

5818 Table 3A 

5819 db mining 

5820 db mining 

5821 db mining 

5822 db mining 

5823 db mining 

5824 db mining 



HS.255455 AW295669 

Hs.255457 AW295668 

Hs.255459 AW295711 

Hs.255462 AW295724 

Hs.255464 AW295731 

Hs.156814 AW295965 

HS.255492 AW296005 

Hs.255495 AW296020 



Hs.255498 AW296054 



Hs.255501 AW296063 



6702246 

6702252 

6702265 

6702300 

6702305 

6702324 

6702347 

6702360 

6702367 

6702531 
6702641 

6702656 



Hs.255497 AW296044 6702680 



6702690 



Hs.255499 AW296058 6702694 



6702699 



Hs.255502 AW296066 6702702 

Hs.34871 AW296352 6702988 

Hs.255543 AW296373 '6703009 

Hs.255546 'AW296398 6703034 

HS.255549 AW296404 6703040 

Hs.255552 AW296446 6703082 



Table 8 

UI-H-BW0-ail-g-02-0-Ul.s2 cDNA, 3' 
end /clone=IMAGE:2729667 
/c!one w end=3' 

UI-H-Bl2-ahi-d-06-0-Ul.s1 
NCLCGAP_Sub4 cDNA clone 
1MAGE:2726842 3\ mRNA sequence 

UI-H-BWO-ait-c-03-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2730245 
/clone_end=3' 

UI-H-BW0-ait-d-09-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730305 
/clone_end=3' 

Ul-H-BI2-ahv-f-03-0-ULs1 cDNA, 3' 
end /done=0MAGE:2728085 
/done_end=3' 

Ul-H-BW0-aip-a-10-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2729779 
/done_end=3' 

UI-H-BWO-aip-c-03-0-Ul.s1 cDNA, 3' 
end/c!one=IMAGE:2729861 
/clone_end=3' 

UI-H-BW0.aIp.C-09.0-Ul.Sl cDNA, 3' 
end /clone=IMAGE:2729873 
/cIone_end=3' 

UI-H-BWl-amu-a-09-0-UI.S1 cDNA, 3' 
end /clcne=IMAGE:3071 1 28 
/done_end=3' 

UI-H-BW0-aip-g-12-0-ULs1 cDNA, 3» 
end /c!one=IMAGE:2730071 
/clone_end=3' 

UI-H-BW0-aip-h-06-0-UU1 cDNA, 3' 
end /clone=IMAGE:2730107 
/clone end=3' 

Ul-H-BW0-aiw.b-02-0-UI.s1 cDNA, 3' 
end /done=!MAGE:273Q578 
/clone end=3' 

UI-H-BW0-aiw-d-O3-0-Ul.s1 cDNA, 3' 
end /done=lMAGE:2730676 
/clone_end=3' 

UI-H-BW0-aiw-e-08-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2730734 
/clone end=3* 

UI-H.BW0-aiw-f-05-0-UI.Sl cDNA, 3' 
end /clone=IMAGE:2730776 
/clone_end=3' 

K1AA0377 gene product (K1AA0377), 
mRNA /cds={1 26,4346) 

Ul-H-BWO-aiu-b-01-0-Ul.Sl cDNA, 3' 
end /done=!MAGE-2730552 
/clone_end=3' 

Ul-H-BW0-aiu-c-07-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2730612 
/done_end=3' 

UI-H-BWO-aJu-e-10-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730714 
/done_end=3' 

UI-H-BW0-aiu-f-10-0-UI.S1 cDNA, 3' 
end /clone=IMAGE:2730762 
/done_end=3' 

UI-H-BW0-aiu-g-02-0-Ul.s1 cDNA, 3' 
end /cbne=IMAGE:2730794 
/clone_end=3' 

UI-H-BWO-aiu-g-08-0-Ul.s1 cDNA, 3' 
end /done=lMAGE:2730806 
/clone_end=3' 

U!-H-BW0-aiu-g-11-0-ULs1 cDNA, 3' 

end/done=IMAGE:2730812 

/clone_end=3' 

sine finger homeobox 1 B (ZFHX1 B), 
mRNA/cdS=(444,4088) 

UI-H-BWO-aio-c-10-O-Ul.sl cDNA, 3' 
end /clone=IMAGE:2729874 
fclone_end-3' 

U!-H-BW0-aio-f-01-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730000 
/done^end^S* 

Ul-H-BW0-aio-f-08-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:27300l4 
/clone_end=3* 

Ul-H-BWO-aiq-b-07-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:27301 80 
/c!one_en^=^' 
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ACCCCTTTTCTTAATTTCTCAGGAAAA 
TGGCAGCTCCTTCTTTTGTCGTC 

CCTCCGGTGTCTTCGGAAGCACTGAA 
GGGACATCTGGGGACCCTCACCTG 

ACTCTTTGACCAATAAATCACTGGAA 
TAGAGGTTCCAGCATATTCTGAGA 

ATGCTTACACCCTGGATGAATAAAGT 
CTTTATTTACACCTCCACCTCCCC 

CTCTTCACAGGTCATAAGCCCCTCTG 
AGCGGCGACAGTCCTCGCATCCAG 

CAGCTCGACCTCAGTCCCCTTCAGAA 
ATAAGATGGCGGCTGCGCTGACAG 

TTTCAACGTGTACCTTTCCTGGGAAA 
CCATCTCAATAAACACATTTTGGT 

GCTGGACACATGGGTTAAGAGGAGG 
AAAAGTAGGAAAGGAGGAGGGGAAA 



GGCTGGGACCAGGGTTTTTCAAGCC 
ACCTTTTCCTGTCTCAGTTCAGAGA 

CCCACTTTCACACATGACTCACACGA 
CTGAAGGAAAGAAAGGGCATCCTT 

AAGAAATTAAGGAAGGCAAGAGGGTA 
GGTGTTGGCCCATGGAAGTTTCCC 

CTGGCAAATATTGCGGAAGATGTACT 
GAAATGTAATTG AAATGTAGCTG C 

AGCATAAGAGATACGAAGCTGATGGT 
AATTAACTTGTACCCCTTGAAGTG 

AGTGTCAGACAATTAGATACTCTTTC 
CTGTCTTCAGGAGCCCATCTGGAA 

GAAGTGTAAACATGCCAACAGGGTTT 
ATATTTAGGTTCCAAGAGTTGCCA 

CTTCCCAAACTCCATTGTCTCATTCTC 
ACTGCTTATGTTATTGCTCTTAT 
CCCACACAGCAGAGAAGTATCAGAAA 
ACATAGAAACATGTGAAAATGCGC 

AGGTTCAATTCATTTTCCTGAGATGTT 
TGGTTTATAAGATTTGAGGATGGT 

ATACTTAGATGTGCTTGGATCCTGGG 
TGGGAGGCTTGGTTAGAAGTCACG 

TGGGTCAGCGTGTTCAATTTTAAATA 
GGAATACACTAGCCTTACAACGGA 

TGTTCATCTTGATGTAATAGAGAAGG 
AA4GAGAGAGCATCCCTTTTCAGT 

ACCAGTAACACAATGACGGCAAGCAC 
AGAGAAGGAAAAAGTCAGATCCCC 

ACTTGGAGCTAGAGAGCCACCCATCA 
TATGGAGGAGAAGTGGTCACTCTA 

TGCATGTGTGTTGTGTACTTGTCTGT 
TCTGTAAGATTGTCGGTGTTACAC 
TTC CTG G CAGTAAAGAAAAG AAAG AA 
GATGTGAGTTATGAAGCATTGACT 

AAATAGGAATATAATCTGTCCACATC 
AAAGAATGGGAAGTCGAAGTGTACA 

GTTCCAAATGTTTTCCGCTAATAGTTT 
GTCCTAAAGCCTTTGCCATTCCT 

ACAGAGAAGGCTTATTTACGTTGGGA 
ATTACATTAAGGAAAAGTGGTGAC 
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5825 Table 3A Hs.255554 AW296490 



5828 Table 3A Hs.255559 AW296532 



5829 Table 3A 

5830 db mining 

5831 db mining 
5B32 db mining 

5833 Table 3A 

5834 db mining 

5835 db mining 

5836 Table 3A 

5837 db mining 

5838 db mining 

5839 db mining 

5840 db mining 

5841 db mining 

5842 db mining 

5843 db mining 

5844 db mining 

5845 db mining 

5846 db mining 

5847 db mining 

5848 db mining 

5849 db mining 

5850 db mining 

5851 db mining 

5852 db mining 



Hs.255560 AW295545 



6703126 



5826 db mining Hs.255556 AW296504 6703140 



5827 db mining Hs.255558 AW296511 6703147 



6703168 



6703181 



Hs.255561 AW296567 6703203 

Hs.255569 AW296695 6703331 

Hs.255572 AW29S727 6703363 

Hs.255573 AW296730 6703366 

Hs.255575 AW296758 6703394 

Hs.255577 AW296773 6703409 

Hs.255579 AW296797 6703433 

Hs.255580 AW296802 6703438 

Hs.255590 AW296914 6703550 

Hs.255591 AW296947 6703583 

Hs.255598 AW297024 6703660 

Hs.255600 AW297026 6703662 

Hs.255601 AW297030 6703666 

Hs.288403 AW297036 6703672 

Hs.255614 AW297162 6703808 

HS.255615 AW297175 



Table 8 

UI-H-BW0-aiq-f-08-Q-ULs1 cDNA, 3* 
end /clone=IMAGE:2730374 
/clone_end=3* 

UI-H-BW0-aiq-g-12-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2730430 
/clone_end=3' 

UI-H-BWO-aiq-h-08-0-Ul.s1 cDNA, 3' 
end /clone=!MAGE:2730470 
/done_end=3' 

UI-H-BW0-aiv-b-07-0-U).s1 cDNA, 3' 
end /clone=!MAGE;27305S5 
/done_end=3' 

U)-H-BW0-aiv-c-11-0-UU1 cDNA, 3' 
end /clone=:|MAGE:273062l 
/done end=3' 

UI-H-BWO«aiv-f-04-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730751 
/done_end=3' 

UI-H-BWO-aix-c-06-0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:2730635 
/done end=3' 

UI4H-BW0-aix-f-09-0-UU1 cDNA, 3' 
end /done=lMAGE:2730785 
ydone_end=3' 

Ut-H-BW0-aix-f-12-0-Ul.s1 cDNA, 3' 
end /done=!MAGE:2730791 
/done_end=3' 

UI-H-BWO-ajb-a-10-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2730931 
/done_end=3' 

U!-H-BW0-ajb-C-04-0-Ul.s1 cDNA, 3 1 
end /clone=IMAGE:2731015 
/clone_end=3' 

Ul-H-BW0-ajb-e-07-0-UI.Sl cDNA, 3* 
end /done=IMAGE:2731 117 
/done_end=3' 

UI-H-BW0-ajb-f-02-0-ULs1 cDNA, 3' 
end /done=IMAGE:2731 155 
/clone_end=3' 

UI-H-BW0-ajc-a-12-0-Ul.s1 cDNA, 3 l 
end /clone=IMAGE:2731294 
/done_end=3' 

UI-H-BWO-ajc-e-05-0-ULs1 cDNA, 3 1 
end /done=IMAGE:2731472 
/c1one_end=3' 

UI-H-BW0-ajF-e-04-0-ULs1 cDNA, 3' 
end /done=IMAGE:2731495 
/clone_end=3 t 

UI-H-BWQ-ajf-e-06-0-UI.$1 cDNA, 3' 
end /done=IMAGE:2731499 
/clone_end=3 l 

UI-H-BW0-ajf-e-10-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2731507 
/clone_end=3 > 

AV757131 cDNA.ffend 
/done=BMFAKG04 /clone_end=5' 

HNC68-1-F10.R cDNA 



670381 1 UI-H-BWO-ajd-C-04-0-UI.Sl CDNA, 3 1 
end /done=IMAGE:2731375 
/done end=3' 

Hs.255618 AW297199 6703835 UI-H-BWO-ajd-e-07-0-ULs1 CDNA.3' 

end /done=IMAGE:273l477 
/done_end=3' 
6703837 7k38c02.x1 cDNA, 3' end 

/ctone=IMAGE:347750? /clone end=3' 



Hs.255617 AW297201 



Hs.255621 AW297220 



6703856 



U!-H-BWO-ajd-g-09-0-UL$1 cDNA, 3' 
end /done=lMAGE:2731577 
/clone_end=3' 

Hs.255622 AW297233 6703869 UI-H-BW0-aji-a-03.0-UI.Sl cDNA, 3' 

end /done=IMAGE:2731684 
/clone_end=3' 
6703891 UI-H-BWO-aji-c-04-0-ULs1 

NCI_CGAP_Sub6 cDNA done 
tMAGE:2731782 3\ mRNA sequence 
6703898 TAFII105 mRNA, partial /cds=(0,2405) 



NA 



AW297255 



Hs.48820 AW297262 
Hs.255626 AW297265 



-1 
-1 
-1 



6703901 UI-H-BW0-aji-d-02-O-Ul.s1 cDNA, 3' 
end /done=IMAGE:2731 826 
/clone end=3' 
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CCTTCCTC CTATATCCTG C CTTG AAT 
AGGGATGTGATACCTTGAGCCATG 

ATATTTGGGTCTCTGTTTAAGATTTCA 
TTGCCGTGGTAGGGAGAGTTCCA 

TGGATGCCATGATGACACCAATAAGC 
AACCCACAGATTAGGGGAAATACT 

GGGGCTGGGAGCCACCAAAAGGGCC 
TGCTCTTCGGAGAAATGCTGAATTC 

AGGCATCTTGAAAGTTCCATAMGAC 
AGAAGTAAGGGTCATTCAGTCATT 

AGCTAAAGCCACGGAACTCAATGAGA 
TTTATGCATGGAAGGAAACAGGTT 

TGTTCTCTCTCGAACTCTGGAGCACA 
TCAGCTCTCTCTGCATAAACTGTT 

ATCTGGAGGATGGCAGTTTGAGAATT 
AG G ACTAAG C C CGTCTCC C CTTTG 

CATTAGCTCTCTAAACATTTGGCCTA 
AGGGATTCATAGGTGAAGCCTTTA 

GGTAGGATTTATCCTTTTCTTCATGTG 
CAACTGTATAAACTGGCAAAGCA 

AGTCTTATGGGACAGAGCAGCTCTCC 
AGTCTAGGATG GTAGAAGATTCTT 

GAGTCTGTACCCCTTTCTAATAAACT 
GCTCTGGACACAATGAACCCTGAA 

CCATCGGCAAGCCTTGGTGGGTTCAT 
ATTCAGTGGCATTAGGGATTAAGG 

CCATTTCTTCTGGATCCTCTCCTAGTT 
GTCTTTGTGTGGACGCACAAGCG 

GATCCTTTGCTGACACTGGTTTCTGT 
CTTATTTTGCCCCGCCAATAAAAA 

TCTGTCTGAAACTTCTTTTCTCTCTGA 
GAATTAAATTTTCCAATGGACCGT 

GATCTGTGTTTTCCTCCCAAAAGAAG 
ATCATCTTTCCAGAAAAAGAGGAT 

TTCCATATGTCACTGTATCTGCCTGG 
CATTACCCCTTCTTAAAACACACA 

GCTCACTACCACTTCTTCAAATCCAG 

CTAAAAGCATCACG GCCTCAATGA 

GTCTGGTTGTTAGCTTTCCCGATCCT 

CCACACATTGGAAACCTAAGCATA 

GGGCAATGGAGCCACAGACTCTCTA 

ACTTCAAGAGGTGTTTCATAGGTGT 

AGCTGAGGTCAGACAAACCACAACAT 
ATATGCAGATTTATCAGCAATAAA 

CCTGCCAGGGTTGTTCGGAAGTCGC 
AGGTCCGAAAATCTCCTCCGCATAC 

CTTCTCTGAAATGGTACGCCTATACT 
TGCATTTCTGAGAAGCCAAACAAA 

AGTTTTCTGGCTAAGTCACCTCTTAA 
GGAGATCCCTGTAAAATTCACCCT 

CAGATTAAAAACCCCATCCCGGCCCT 
CACCGAGGTGTTACAACTCTGTCC 

AGCAAATTACTCTGCCTGGAAATAAA 
ATTCTGTCACTTCAAGCATCTCCT 
TCCAGGCACTGTATAGGTGGCGAGG 
ACACAATGATAGGCAAAGTAGTACA 
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5853 db mining 

5854 db mining 

5855 db mining 

5856 db mining 

5857 db mining 

5858 Table 3A 

5859 db mining 

5860 db mining 

5861 db mining 

5862 db mining 

5863 db mining 

5864 Table 3A 

5865 db mining 
5865 db mining 

5867 db mining 

5868 db mining 

5869 db mining 

5870 Table 3A 

5871 db mining 

5872 db mining 

5873 db mining 

5874 db mining ■ 

5875 db mining 

5876 db mining 

5877 db mining 

5878 db mining 

5879 db mining 



Table 8 

Hs.255630 AW297294 6703930 UI-H-BW0-aj'i-f-09-0-UI.Sl CDNA, 3' 

end /clone=1MAGE:2731936 
/done_end=3' 

Hs.255832 AW297313 6703949 7k46h07.x1 CDNA, 3' end 

/clone=IMAGE:3478525 /clone_end=3' 



Hs.255633 AW297317 6703953 



Hs.255634 AW297318 6703954 



Hs.255635 AW297328 6703964 



Hs.255637 AW297339 6703975 



NA 



AW297356 6703992 



Hs.330185 AW297367 6704003 

Hs.255644 AW297374 6704010 

Hs.255645 AW297384 6704020 

Hs.255646 AW297390 6704026 

Hs.255647 AW297400 6704036 

Hs.255648 AW297401 6704037 

Hs.255649 AW297407 6704043 

HS.255650 AW297411 6704047 

Hs.255653 AW297426 6704062 

Hs.255657 AW297443 6704079 

Hs.255661 AW297522 6704158 

HS.255665 AW297581 6704217 

Hs.255666 AW297590 6704226 

Hs.255672 AW297626 6704262 

HS.255573 AW297636 6704272 

Hs.255674 AW297649 6704285 

Hs.255675 AW297651 6704287 

Hs.255677 AW297664 6704300 

Hs.255679 AW297692 6704328 

HS.255681 AW297694 6704330 



Ul-H-BW0-aji-h-12-0-Ul.s1 cDNA, 3' 
end /done=lMAGE:2732038 
/cbne_end=3' 

UI-H-BW0-air-a-O1-0-Ut.s1 cDNA, 3' 
end /clone=lMAGE:2730121 
/clone end=3' 

UI-H-BW0-air-a-11-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730141 
/done_end=3' 

UI-H-BWO-air-c-03-0-Ul.s1 CDNA, 3' 
end /clone=IMAGE:2730221 
/clone^end^ 

UI-H-BWO-air-d-08-0-Ul.s1 
NCI_CGAP_Sub6 cDNA clone 
IMAGE:2730279 3', mRNA sequence 

UI-H-BW0-air-M1-0-Ul.s1 cDNA, 3' 
end /ctone=IMAGE:2730361 
/clone end=3' 

UI-H-BW0-air-f-08-0-Ul.s1 cDNA, 3' 
end /cbne=IMAGE:2730375 
/done_end=3' 

UI-H-BW0-air-g-08-O-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730423 
/clone_end=3' 

UI-H-BWQ-air-h-05-O-ULs1 cDNA, 3' 
end /done=1MAGE:2730465 
/c!one_end=3' 

Ut-H-BWO-ais-a-05-0-Ul.s1 cDNA. 3' 
end /c!one=IMAGE:2730152 
/clone_end=3' 

UJ-H-BWO-ais-a-06-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:27301 54 
/clone end=3' 

UI-H-BW0-ais-b-Q2-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:27301 94 
/clone_end=3' 

UI-H-BW0-ais-b-O7-0-UI.s1 cDNA, 3' 
end /c!one=lMAGE:2730204 
/done_end=3' 

UI-H-BW0-ais.c-12-0-UI.s1 cDNA, 3' 
end /clone=IMAGE:2730262 
/clone end=3* 

Ut-H-BW0-ais-e-09-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730352 
/clone end=3' • 

UI-H-BW0-aja-e~02-O-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2731 1 06 
/clone_end=3' 

UI-H-BW0-ajg-b-O8-O-Ul.s1 cDNA, 3* 
end /clone=IMAGE:2731 718 
/clone_end=3' 

RST6539 CDNA 

Ul-H-BW0-ajg-M2-0-Ul.s1 cDNA, 3' 
end/clone-IMAGE:273l918 
/done_end=3' ■ 

UI-H-BW0-ajg-h-03-0-ULs1 CDNA, 3' 
end /c)one=JMAGE;2731 996 
/clone_end=3' 

UI-H-BW0-ajh-a-05-O-Ul.Sl cDNA, 3' 
end /clone=1MAGE:2731665 
/done end=3' 

UI-H-BW0-ajh-a-07-0-ULs1 cDNA, 3' 
end /c!one=lMAGE:2731669 
/done end=3' 

UI-H-BWO-ajh-b-11-O-Ul.sl cDNA, 3' 
end /clone=lMAGE:2731725 
/done end=3 f 

UI-H-BW0-ajh-e-05-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2731857 
/clone_end=3' 

UI-H-BW0-ajh-e-07-O-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2731861 
/done end=3' 



ACAGACCCAAACCTCACAGAGTGAAA 
GGGGACTTTCCTCACAGAGTGAAA 

TTGCTTCAGACTTTTAACAACAATCCT 
AGAAGCCAGAAAACAATGAAGAAA 

TTCTGTCAGGGCTTCAAAAGAGACTT 
CCATAGTTTTGGGAACTGGAGTCA 

GATATATTGAAGGTCAGAGGCAGAGC 
TAAACAGGTGATGCCACTGGGTCT 

AGGCTCTTGTTGAGTATTCCTTTGATT 
CCTGCTTCTGTCTTTTTAAATCA 

ACACACCAAAAGAAATAGAAGAGTCT 
TTTTCTGCCCTTGGGGAATCTGCA 

ACACCCAGCACCCACAGGGAAGAAA 
TAATTCCACAGAGCTAAGTATTCCA 

TGTGCCTGTGTGCTCCAGCCTCTTCC 
TATGTGTGTAACTTCAATAAAACC 

ACCGAGTGTTACCGCAAGAGGTGTAA 
AAATCCAGGTTCATGTTTGCACAC 

TCCTGATTCTCAAAGTACCCCCTTCC 
CTACAACTCTAACATGCTTTGTCT 

CCATGATTTTTCCAATGGACAAGCAC 
TATTAACATGGGACTGTATTTCCT 

AATAGAACTGATAGCCCATGATGATT 
GGCTGGCAGGGTTAAGGAAGTGGG 

TCCCAGGAGAGTCACATTTCTTTTTC 
ACTAAATAAGGAGGGGAAGAAAAA 

GGGTTACCTCACTTTCTAGGTTCCCA 
AGATTCCCAAGTTAAGGAAGCTTT 

AAAGCGTCCAGTCCCCCTAACTCAAA 
CACAGAAACATAACAATTTTACAA 

CCCAGGGCTCCTCCACCTGAAAGAAT 
TGTCAGGGTTTCAGATCAGCTAAA 

TGGCCTCCACCCATTAAACTGTCTTT 
GCCTAAGACAAATAATTCCCAGGA 

TGTACTCCTGATGCCTGAAAATCGTT ■ 
AAGTGAAGACTTATCACATTACCG 

ATCCTTCAGATTGAGCTGGGTGTCAG 
CATTCAATTCCACAAGGCTACCTG 

TGGATAAGCAATATGTTGGACTAGTA 
TGAAAATGGCATTCCCAGCAGTGA 
TCACTAGCAGAATATAGTGGGCATGA 
CCAGTATCCTAGTAGAGCTGACCC 

AGTTTCTTTCTTACAATGGGGGTCTG 
AAATCCAGGGTTTCCACACCAGGG 

CCAAATACTTAGTGTAGTTGACTTGT 
CTTGGGTTGCACTGTAAGGCAGAG 

CAAGAGTTTCCATGCGTCCAGTGATG 
ACCGGAATTAATCATGTATGGTGT 

GTTTCTAACCCATAAGTGCCTCATAC 
ATACATTGCTAGTCTAAAGAGCTTT 

ACCGGCTAATTTTGTAACTGGCTTGT 
TTGTAAAATAAATCCTTCCTGTGT 

TGGTGGGACTATGTGTTATTCTTGTA 
TACTTG CAGTGGGTAGATGTC ACT 
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5880 db mining 

5881 db mining 

5882 db mining 

5883 db mining 

5884 db mining 

5885 db mining 

5886 db mining 

5887 Table 3A 
5838 Table 3A 

5889 db mining 

5890 db mining 

5891 db mining- 

5892 db mining 

5893 db mining 

5894 db mining 

5895 db mining 

5896 db mining 

5897 db mining 

5898 db mining 

5899 db mining 

5900 db mining 

5901 db mining 

5902 db mining 

5903 db mining 

5904 db mining 

5905 db mining 
5905 db mining 



HS.255682 AW297698 6704334 



Hs.255686 AW297728 6704364 



Hs.255688 AW297749 



Hs.255691 AW297780 



Hs.255710 AW297974 



Hs.255717 AW298042 



Hs.330189 AW298048 



Hs.255721 AW298073 



Hs.342533 AW298095 



Hs.255725 AW298106 



HS.255726 AW298110 



Hs.255727 AW298123 



Hs.255736 AW298201 



NA 



AW298208 



Hs.255740 AW298234 



6704385 



Hs.342530 AW297756 6704392 



6704416 



HS.255692 AW297781 6704417 

Hs.255693 AW297785 6704421 

Hs.255695 AW297813 6704438 

Hs.255697 AW297827 6704452 

Hs.255698 AW297843 6704468 

Hs.328317 AW297929 6704565 

Hs.255705 AW297949 6704585 

Hs.255706 AW297951 6704587 

Hs.255708 AW297970 6704606 



6704610 



Hs.255713 AW297994 6704630 



6704678 
6704684 
6704709 
6704731 
6704742 
6704745 
6704759 
6704837 
6704844 
6704870 



Hs.330191 AW298238 6704874 



Table 8 

U!-H-BW0-ajh-e-11-0-U;.s1 cDNA, 3* 
end /clone=IMAGE:2731869 
/clone_end=3' 

UI-H-BWO-aiy-a-01-0-Ul.s1 cDNA, 3' 
end /done=iMAGE:2730888 
/cione_end=3' 

UI-H-BW0-aiy-c-03-O-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2730988 
/clone_end=3' 

UI-H-BW0-aiy-d-01-0-Ul.s1 cDNA, 3' 
end /cfone=tMAGE:2731 032 
/clone_end=3' 

UI-H-BWO-ary-e-11-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2731 100 
/clone_end=3* 

UI-H-BW0-aiy-e-12-0-UI.s1 cDNA, 3' 
end /done=IMAGE:2731102 
/ctane_end=3' 

UI-H-BW0-aiy-f-04-0-Ul.s1 cDNA, 3' 
end /done=fMAGE:2731134 
/clone_end=3* 

UMH-BW0-aiy-g-09-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2731 192 
/clone end=3' 

UI-H-BWQ-aiy-h-11-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2731244 
/clone_end=3' 

UI-H-BW1-aoa-c-05-0-Ul.s1 cDNA, 3* 
end /clone=IMAGE:3083913 
/clone_end=3' 

yg18e06.s1 cDNA, 3' end 
/c!one=IMAGE:32551 /done_end=3' 

UI-H-BW0-ajn-d-11-0-ULs1 cDNA, 3' 
end /c!one=IMAGE:2732229 
/done_end=3* 

UI-H-BW0-ajn-e-O1-O-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2732257 
/clone_end=3* 

UI-H-BW0-ajn-f-1O~O-ULs1 cDNA, 3' 
end /clone=IMAGE:2732323 
/done_end=3' 

UI-H-BWO-ajn-g-02-0-Ul.sl cDNA, 3' 
end /clone=IMAGE:2732355 
/clone end=3' 

UI-H-BW0-ajn-h-11-0-Ul.sl cDNA, 3' 
end /clone=IMAGE:2732421 
/c!one_end=3' 

UI-H-BW0-ajp-e-07-0-Ul.s1 cDNA, 3' 
end /ctone=IMAGE:2732629 
/clone_end=3' 

UI-H-BWO-ajp-f-01-0-ULs1 cDNA, 3* 
end /c!one=IMAGE:2732665 
/done_end=3' 

UI-H-BW0-ajp-h-Q5-0-UU1 cDNA, 3' 
end /clone=IMAGE:2732769 
/done_end=3' 

UI-H«BWO-ajs-b-12-0-ULs1 cDNA, 3' 
end /clone=IMAG E:2732878 
/clone_end=3' 

UI-H-BWQ-ajs-c-07-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2732916 
/c!one_end=3' 

UI-H-BW0-ajs-c-11-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2732924 
/ctone_end=3' 

UI-H-BW0-ajs-e-01-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2733000 
/clone_end=3' 

UI-H-BWO-ajt-d-08-0-ULs1 cDNA, 3' 
end /clone=IMAGE:2732967 
/done_end=3' 

U!-H-BWQ-ajt-e-05-0-Ul.s1 
NCI_CGAP_Sub6 cDNA clone 
IMAGE;2733009 3', mRNA sequence 

UI-.H-BWO-ajt-g-09-0-UI.s1 cDNA, 3* 
end /clone=IMAGE:27331 1 3 
/dane_end=3' 

UI-H-BW0-ajt-h-04-0-ULs1 cDNA, 3* 
end /clone=IMAGE:2733151 
/clone end=3' 



ACTTCCCTACCTCACAGGTTAGGATT 
CAAAGTGTGTATTCCCCCATTGTG 

GGGTGCTTTACAGGATTCTTGGAAAT 
GTGTAGTGGATGCTGGCTCTAGGG 

ACAGAAGCAGGGGGTCAGAAAGTTT 
CATAAAGGAGGTGTCTTGGAACAAA 

CTATTGTGTGGGTTGC CTTGTCCTAC 
TCAACTTCAAATATTCACCACCCC 

CAGGTGTGCTTACTGGCAGGAACCG 
AGGGAATAAATAAAGATCACTGGAA 

ACCAGCCTTATGTGTGTGGGTATTCA 
ATACTCTGCACATTATATACTGTA 

GGGCATTTGTTACCCCCTCCTCACCA 
CCATCCCCATTA4AGGCTTCGGGG 

CTGTATCTACAACTCCTGACTTCAGA 
TTTTTGCTTTCTTCAAAACAGCCT 

AGCAAGACTTAACCACTAATTACTATT 
ATCTGACCCAGGAAAACTCCGCC 

TGGATAGTTGCTCAATGTAGCAGTGA 
TGTTCTTGGAATTGCGAGCAGAGC 

CCAACAGATTCGTGCTTACCCTGAGG 
TGAAGCCTCGTTTGAGAACCAAAT 
CAACCTTCTTGTTGAATTGATTTACTA 
CTCATCAG GGTCATGCACAAGCA 

ACATTCAAACTGCCAGAATATGACTG 
TAAAACAGCGAAGTGTTCTCTTGC 



TCTTCCTGGGAATGTGATGTGTTTTT 
CACTGGTTCTAATTCTGTCTTCCT 

ACTTATTAATTCTCACCTCAGCCTCA 
GGGATGTATGTAGGGAAGGAGCAT 

ACATTCCTGTCATTAGTGAATAAGAA 
GCTGAGGTGTGACTAAGAAGACAA 

CCTCCTTGATAAAATCAAGAACAGGT 
TAGATTAAAGCAGTAAATCCTAGACT 

TCCTGGCCTTTGTGGG 1 1 1 1 IAATTC 
CCTTTACCTTTTCCCTTTTTGGAT 

ACTGCTGCAACTACAATTCTCAGATA 
GTCCCATTTGTTTAAATCACGCAT 

CCTTCCCTCTTGCCTGTAGGTTCTGT 
GGCTATAAACAAATCATAACTTTT 

TTAAATGCTTCCCTGGCTCTCCCTGG 
GTTTCAGTTTCTATCCATGCCCTG 

TTGTTCTCCTCCCAAGTCTCTGGTTC 
TATTTGGCTTTTTCAGCTCTGTGC 

GCATTTCAGGGACACAAATGGTCCAT 
GGCAGAGACCAGTAATGCCAGATA 

TTTTATCCCCGCTTTAACTTTGTTTGC 
TTGGTACTTTTCTTGTGGTTACA 

CACGCACCCMCTCCCCACTGCTCCT 
CTCCATCCAGATGTTCGTCCAGAG 

TTTGAGGGCAATTTAATGGTTAAGTG 
TAGGAAAATCCACTCTTACAGTGT 

GGCCTTTTGATTTTCCATTGGGGTCC 
CCCGCTTTCCCATTTTTGGTTTTT 
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5907 db mining 

5908 db mining 

5909 db mining 

5910 db mining 

591 1 db mining 

5912 db mining 

5913 db mining 

5914 Table 3A 

5915 db mining 

5916 db mining 

5917 db mining 

5918 db mining 

5919 db mining 

5920 db mining 

5921 db mining 

5922 db mining 

5923 db mining 

5924 db mining 

5925 db mining 

5926 db mining 

5927 db mining 

5928 db mining 

5929 db mining 

5930 db mining 

5931 db mining 

5932 db mining 
.5933 db mining 
5934 db mining 



NA 



AW298271 



Table 8 

Hs.255743 AW298239 6704875 UI-H-BWO-ajt-h-05-0-Ul.s1 CDNA, 3' 

end /ctone=lMAGE:2733153 
/clone_end=3' 
6704994 UI-H-BW0-ajk-d-01-0-Ul.s1 cDNA, 3' 
end /clone=1MAGE:2732184 
/clone_end=3' 
6705035 mRN A for K1AA1 271 protein, partial 

cds/cds=(72,1700) 
6704908 7]80e10.x1 cDNA, 3* end 

/clone=IMAGE:3392778 /ctone_end=3' 



Hs.183669 AW298312 
Hs.302681 AW298348 



Hs.255746 AW298349 6704909 UI-H-BW0-a]j-c-1 0-0-Ul.sl cDNA, 3' 

end /clone=lMAGE:2731795 
/clone_end=3' 

Hs.255747 AW298355 6704915 UI-H~BWQ-ajj-d-06-0-ULs1 cDNA, 3' 

end /done=IMAGE:2731835 
/done_end=3' 

Hs.255749 AW298388 6704948 UI-H-BW0-aij-g-08-0-ULs1 cDNA, 3* 

end /clone=IMAGE:2731983 
/clone_end=3' 

HS.313413 AW298430 6705066 602721 74 5F1 cDNA, 5* end 

/done={MAGE:4838506 /clone_end=5' 



Hs.255762 AW298437 6705073 

Hs.255763 AW298445 6705081 

Hs.255764 AW298447 6705083 

Hs.255766 AW298482 6705118 

Hs.255767 AW298489 6705125 

Hs.255768 AW298490 6705126 

Hs.255769 AW298494 6705130 

Hs.132781 AW298502 6705138 

Hs.255770 AW298503 6705139 

Hs.255772 AW298510 6705146 

Hs.255777 AW298559 6705195 

Hs.255779 AW298607 6705243 



HS.255782 AW298616 



6705252 



Hs.255783 AW298627 6705263 



Hs.255784 AW298632 6705268 



Hs.255785 AW298647 6705283 



Hs.255788 AW298675 6705311 



Hs.255794 AW298720 6705356 



Hs.255797 AW298752 6705388 



Hs.255799 AW298806 6705442 



UI-H-BWO-ajl-d-08-O-Ul.sl cDNA, 3' 

end/clone=IMAGE:2732199 

/clone_end=3' 

Ul-H-BWO-aj]-e-07-0-UI.s1 cDNA, 3' 
end /cione=IMAGE:2732245 
/clone end=3' 

UI-H-BWO-aj!-e-09-0-UI>s1 cDNA, 3* 
end /cfone=IMAGE:2732249 
/cione_end=3' 

UI-H-BW0-aji-h-11-O-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2732397 
/clone_end=3' 

UI-H-BW0-ajm-a-08-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2732078 
/done_end=3' 

UI-H-BW0-ajm-a-09-O-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2732030 
/clone_end=3' 

UI-H-BW0-ajm-b-01-G-Ul.s1 cDNA, 3' 
end/clone=IMAGE:2732112 
/clone_end=3' 

class I cytokine receptor (WSX-1), 
mRNA/cds=(1 38,2048) 
UI-H-BW0-ajm-b-12-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:2732134 
/done_end=3' 

UI-H-BW0-ajm-c-11-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:27321 80 
/done_end=3' 

UI-H-BW0-ajm-h-04-0-U!.s1 cDNA, 3' 
end /clone=IMAGE:2732406 
/clone_end=3* 

UI-H-BW0-ajr-d-12-0-ULs1 CDNA, 3' 
end /clone=IMAGE:2732615 
/done_end=3' 

UI-H-BW0-ajr-e-10-0-ULs1 cDNA, 3* 
end /clone=lMAGE:2732659 
/done end=3' 

Ul-H-BW0-ajr-f-10-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2732707 
/clone end=3' 

Ul-H-BWO-ajr-g-04-0-Ul.s1 cDNA, 3' 
end /done=IMAGE;2732743 
/clone_end=3' 

Ut-H-BW0-ajr-h-09.0-U1.sl cDNA, 3' 
end /done=IMAGE:2732801 
/clone_end=3* 

UI-H-BWO-ajo-C-03-0-UI.Sl cDNA, 3* 
end /done=IMAGE:2732524 
/clone end=3' 

U(-H-BW0-a]o-g-07-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2732724 
/clone_end=3* 

U!-H-BWO-ajq-b-06-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2732506 
/clone_end=3' 

RC4-MT0235-061200-011-e11 cDNA 



GACAGTTTGGGGAAGGGATTGAAGG 
TCTGCGTCAAAGAGAACAGAAAACC 

AGGGGCCTTTTACCGGTTTGTTTTCC 
CTTAMTTTTTAAAGGAATTGAATT 

TCCTCTTTCTTGTCACTGTGAAGCGA 
TGAATAAACCTGGGTGTAGATCCA 
CCTAGAAATTATTATACAGGGATAAAT 
GAGGCACTGAAGGTGGGAGAACC 

ACGACAAACTGCACAGTAAATATCAC 
AAACACGGAAATACCACAGTGTCT 

ACCATGACTTGGCAAAGAGTTTCAAG 
AGAGGGCATAATCAAAAGTAACCA 

GATTAATCAAGGGAAGAGCTTCAAGC 
AGAGCTCCTTAGGTTTTTCAAAAA 

GCTCAGGGGACAGCTATTCTTTTTCA 
AAGCGTTTACCGACTGGATCACCT 

TGAGAGCTTTCCTTCCTCCTACGATC 
C AAC CATGTC AAACATTTC CTAC A 

TGTGCCAACGCATGATTTCTTTGAGT 
AAATTTCTAAACGTCACAGAAGTT 

AGTCAACATGGAGCAAGTGAGCTAAG 
GAAGTAATGGAAACTGTTTGGAGA 

AGCTCAGGTCTTCCCTCATCTGTTAG 
TTTCCTGGAGTCTGTTCTCATACT 

AAACATACTCCTCTTCACCAGCACTC 
AGACATTTGTATCCAGAGAAAGCT 

AGTCTGTCAATTGTTTAAGCCTGTGA 
TCTTTCTTTTCC C AGTTAAG A GTT 

TGTCCTCTCAACCCTACTTGTGGTTT 
TACACTGTTAATTACACTATTTGC 

GTGTGTGTATGGTTGTTGGGCGTAG 
GACAGGTTTCGGGGATGCGCGGTAC 
CTGTGCTTGACTATTGAAAACTTAGA 
ATTGGGATGCCAAAGTTACTTCCT 

GGTTGTATCAAAAGAACTCCACATCC 
ATATTGAATAAACTCCCACTAGCC 

GGCTGCCCAGATCTCGTGGGAAGAA 
GACCACAGGAGGACTCGGCTCAATG 

TGGAAAAATGATAGCAGCCAACTTGA 
CAGAAGAACCCAGCATACACATTC 

TTGGTTTTGGGGATTGGGAAGTCTTA 
AGCCAMTTGTCCCCGGTCTCCCC 

GCCCTATATCTAGTGAGCAGGTTGTG 
GCAATCAGGAAGGGATTGATATTT 

TGCACGCAATGCTTGAAGTGTTCCCA 
GGTATTTAGTTTCAGGTAAATTTT 

CTGTAGGTATGAGCTGCCAGGATCCA 
GGTGTGACTCGGGTATTTCTAGGG 

TCCCATTTGGGGGGTGGGCTGTTTAA 
ATTTTGACTCCCTGTTTTAAACCC 

CCACTTGCATCTCTTCTGGGGGTTCT 
TTCCTTTCTTTCCTGTTCTAAGGC 

TGGGTAATCAACACTCAACCATCAAC 
AAACACTCTCTATTCCAGGCACTG 

AGGAGAAATAATTAGAGTGGCACACT 
AGCATGATGGTAAACATTCTGTCA 
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5935 


Table 3A 


Hs. 157396 


AW300500 


6710177 


xs66c06.x1 cDNA, 3* end 


-1 


AGGAGTTCAAGAAGCAGAGATTTCCA 












/clone- iMAbt.2774 602 /c!one_end=3 




GGTCCATGCACCAAAGCTCATGTG 


5936 


Table 3A 


Hs.262789 


AW300868 


6710545 


xk07d09.x1 cDNA, 3' end 


-1 


CTTGTCCTCTCCTGATCCAGGGCTCC 












/cione-iiviAiJt.zobDUoo /cione^end^ 




AGTGCCCATGTCCAGTGCCTTGGT 


5937 


db mining 


Hs.255880 


AW337887 


6834513 


he12d07.x1 cDNA, 3* end 


-1 


GCATCTCCCCGCTGTCAGCCTCAGC 












/clone- iMAbt.29 1 8 / 97 /clone_end=3 




CCTCTCCTACCAAAATCTCTTTCGA 


5938 


Table 3A 


Hs.328348 


AW338115 


6834741 


tp39g05.x1 cDNA, 3' end 


-1 


GGCGTTTCCCATTGACCAGTTTGACC 












/cjone~iMAu>E:2l 90200 /clone_end=3 




CTGGTTTGAATAAAGAGAAGTGCG 


5939 


db mining 


Hs.255920 


AW339530 


68351 5S 


he13d09.x1 cDNA, 3' end 


-1 


AGCCCATTGAAAACCTTGGCAAAATG 












/cione-lMA(3E:29lo897 /clone^end^S 




TCAGACCTTAAGACTTTCCACTAT 


5940 


Table 3A 


Hs.255927 


AW339651 


6836277 


he15g04.x1 cDNA t 3'end 


-1 


TCAGAGACAACGGAAGCTGAAAAATA 












/cJone-*lMAGE:29l 9126 /done_end=3 




AGAGCTGAGAAAGGAAGAACTTTT 


5941 


Table 3A 


Hs.207995 


AW340421 


6837047 


hc96h02.x1 cDNA, 3' end 


-1 


ATATACATACAAATCTAAGCTCCAAG 












/done-JMAGE:2907B9l /clone__ end=3 




AAGCCTAAGAAAACCCCTTAGGGG 


5942 


Table 3A 


Hs.258031 


AW341085 


6837631 


xz92h04.x1 cDNA, 3 1 end 


-1 


GGGCAATTTACATCGGGACTCGTTTC 












/clone=lMAGE:2871703 /c!one_end=3 , 




ATCTCTAG AC CTTC ACTTACCTG A 


5943 


Table 3A 


Hs.283667 


AW341449 


6838075 


arginyl aminopeptidase 


-1 


AGCTCTGGAGTGCCCCTCCCTCCAAA 












(aminopeptidase B) (RNPEP), mRNA 




TAAAGTATTTTAAGCGAACACTGA 


5944 


Table 3A 


Hs.337986 






/cds=(9,1982) 






AW440517 


6975823 


Homo sapiens, clone MGC: 17431 


-1 


GCCAGTCTCTATGTGTCTTAATCCCT 












IMAGE2984883, mRNA, complete cds 




TGTCCTTCATTAAAAGCAAAACTA 


5945' 


db mining 


Hs.256956 






/cds=(1 336,1 494) 






AW440813 


6976044 


he03b05.x1 cDNA, 3' end 


-1 


CCCTCAGGCATAGAAATTGAATCTGA 












/clone- image: 29 17905 /c!one_end=3 




AATGGCTGATGAATAAGCAAAGGC 


5946 


db mining 


Hs.313573 


AW440817 


6976048 


he03c02j<1 cDNA, 3' end 


-1 


CAGCCCTGCCTGAGTTTTTGACACCT 












/cione-iMAGt:291 7922 /clone_end=3 




GCATCCCTCCCTGCCTCACCTCAC 


5947 


Table 3A 




MVv***tU0DO 


oy/oi (£. 


neootu2.xi cuNA, 3 end 


-1 


AGAGCAGGAGAAATCCTACTGCATTA 












/clone=tMAGE:291 81 39 /clone_end=3' 




TTAATCTGAAAGCACAAGGACAGC 


5948 


Table 3A 


Hs.1 73730 


AW44U0O9 


6976175 


Mediterranean fever (MEFV), mRNA 


-1 


CTGTCTTGGTTTGTATGGGAAAATCT 


5949 


Table 3A 


Hs>1 18446 






/CdS=(41 ,2366) 




GCGGGTTGTGGAATATTAGGTTCT 


AW440965 


6976271 


HNC35-1-D12.R cDNA 


-1 


TGGGATTATAGGGGGAGACAGGAGT 


5950 




ns. i 10440 










TGTGGAATTACAGGAGAGGTTCACT 


AW44Uyot) 


6976271 


HNC35-1-D12.R cDNA 


-1 


TGGGATTATAGGGGGAGACAGGAGT 


5951 


Table 3A 


Hs.256971 










TGTGGAATTACAGGAGAGGTTCACT 


AW440974 


6976280 


he06e12jc1 cDNA, 3' end 


-1 


CTGAGAAAAGGAGTGTCTCTCTTCTG 












/cione-lMA0>t.291 8254 /done_end = 3 




CTCCCAAACTTCCAGTAGCTTCCA 


5952 


Tshrp **A 


Me ^AOR'iO 
nb.O4iO0i 


AW4444B2 


6986244 


ul-H-Bl3-akb-e-05-0-Ul.sl cDNA, 3 


-1 


TCGAGGTTCTTCCCAAGAAAAGCCCA 












end /c!one=IMAGE:2733777 




ATCTTATAAACTGTTACTTCCCCT 












/cione_end=3' 








Tahlo **A 


nS.2oU 


A\Af>l AACil 

AW444632 


6986394 


xanthene dehydrogenase (XDH), 


-1 


TGCAATGAGGCAGTGGGGTAAGGTT 


5954 


Table 3A 


Hs.335815 






mRNA /cds=(81 ,4082) 




AAATCCTCTAACCGTCTTTGAATCA 


AW444812 


6986574 


UI-H-B(3-ajy-d-11-0-Ul.sl cDNA, 3' end 


-1 


TGGCAACTTCAACTCCTTGATGGCGA 












/done=IMAGE:2733380 /c(one__end=3' 




TAATCTCTGGTATGAATATGAGCC 


5955 


Table 3A 


Hs.99865 


AW444899 


6986661 


UI-H-BI3-a£-d-Q7-0-Ul.si cDNA, 3' end 


-1 


TTGTGCTCCTGATACGACGTTGCCAC 












/done=!MAGE:2733373 /clone_end=3 l 




AGTTAATCCGTTCTGATCTCTGCT 


5956 


Table 3A 


Hs.257283 


AW450350 


6991126 


UI-H-BI3-akn-c-01-0-UI.Sl cDNA, 3' 


-1 


CAAGCCTAACTTTCCAACACTCCCGC 












end /aone-IMAGE.2734825 




GACGCAACCCCTTCCCCTTTCCTC 












/clone_end=3 > 






5957 


Table 3A 


Hs.313715 


AW450835 


6991611 


Ul-H-B!3-alf-f-06-0-ULs1 cDNA, 3' end 


-1 


CACGGTTAGAGTCACCAAACCTGTAT 












/cione-«\rtAt3E.2736539 /clone_end=3 




TTCAGGGGACATCTTTCCAGCTCC 


5958 


Table 3A 


Ho 1QQni4 


MV V*t3UO/ *f 


Dab lOOU 


oui4yy/03Fi cDNA, 5 end 


-1 


CCAAAGGCTCACTACCCCTGTGCGTT 












/clone=)MAGE:3901 440 /c!one_end=5* 




GTCCAGCACACAGACACTATGTGC 


5959 


Tahlp 3A 


r1S.04207 O 


AW43l2yo 


6992069 


RC3-HT0230-1 301 00-01 4-g06 cDNA 


-1 


TGCTTGGGAAATTTGGTTTGTAAACC 


5960 


Table 3 A 


n&. i u i o< u 










TAAAATAGCCCTTATTTCTGGGGA 


AW4D2UZO 


CQQ17QQ 

byy2/yy 


ALbooo91 cDNA 


-1 


CATCTGCTGAGCAGTGTGCTGTGTCA 




Table 3A 


Hs.342735 






/clone=CS0DL01 2YA1 2-(3-prime) 




ACCTCCTCCTAGGTCTCCTCTATG 


5961 


AW452096 


6992953 


Ul-H-Bl3-alo-d-02-0-Uls1 cDNA, 3' 


-1 


CTTTCTGCCTGAAGCTGCCCCCATGA 












end /clone=fMAGE:3068186 




CTCCCTTCTTTGTGCAAAAGCATG 




Tab!© 3A 








/clone_end=3' 






5962 


MA 


AW4i)240T 


699o24o 


UI-H-Bl3-als-e-09-0-Ul.s1 


-1 


GAAATGAGTTGGTGTCTTCACAGAAT 












NCLCGAP^SubS cDNA done 




GAGGATCCCCAGAGCCATCTTGCC 


5963 


Table 3A 


Hs.257579 






IMAGE:3068632 3', mRNA sequence 






AW452513 


6993289 


UI-H-BWi-ame-b-03-0-Uhs1 cDNA, 3' 


-1 


GTCTCCCTCCCACTCTCTGCCTTACC 












end /clone=lMAGE:3069628 




TGGTATCTATGACTCGACTGAAAT 












/clone^end^' 
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5964 db mining 

5965 db mining 

5966 db mining 

5967 db mining 

5968 db mining 

5969 db mining 

5970 Table 3A 

5971 db mining 

5972 db mining 

5973 Table 3A 

5974 db mining 

5975 Table 3A 

5976 db mining 

5977 db mining 

5978 db mining 

5979 db mining 

5980 Table 3A 

5981 db mining 

5982 Table 3A 

5983 db mining 

5984 db mining 

5985 Table 3A 

5986 db mining 

5987 db mining 

5988 db mining 

5989 Table 3A 

5990 Table 3A 



Hs.257581 AW452528 6993304 



HS.257582 AW452545 6993321 



Hs.257630 AW452932 6993708 



Hs.257632 AW452953 6993729 



Hs.257633 AW452960 6993735 



Hs.257636 AW452985 6993761 



Hs.257640 AW453021 6993797 



Hs.257644 AW453034 6993810 



Hs.257645 AW453039 6993815 



Hs.257646 AW453044 6993820 



Hs.257647 AW453055 6993831 



Hs.257667 AW467193 



Hs.257668 AW467208 



Hs.255877 AW467312 



Hs.257677 AW467338 



Hs.257679 AW467385 



HS.257680 AW467400 



IMA 



NA 



NA 



NA 



AW467421 



HS.257687 AW467501 



Hs.257688 AW467571 



Hs.257690 AW467582 



Hs.266387 AW467607 



Hs.257695 AW467746 



Hs.257705 AW467863 



7037299 



Table 8 

U!-H-BW1-ame-c-07-0-ULs1 cDNA, 
end /clone=IMAGE:3059684 
/clone_end=3' 

U1-H-BWl-ame-d-12-0-Ul.s1 cDNA, 

end/clone=lMAGE:3069742 

/clone_end=3' 

UI-H-BW1-amd-c-O7-0-Ul.s1 cDNA, 
end /clone=lMAGE:3069325 
/clone_end~3' 

UI-H-BW1-amd-e-04-0-Ul.s1 cDNA, 
end /done=IMAGE:3069415 
/clone end=3' 

UUH-BW1-amd-e-11>0-Ul.s1 cDNA, 
end /clone=lMAGE:3069429 
/c1one_end=3' 

UUH-BWl-amd-g-12-0-Ul.s1 cDNA. 
end/clone=IMAGE:3069527 
/clone end=3' 

UI-H-BW1-ama-c-02-0-Ul.s1 cDNA, 
end/clone=IMAGE:3069290 
/clone end=3' 

UI-H-BW1«ama-d-03-0-ULs1 cDNA, 
end /clone=IMAGE:3069340 
/c!one_end=3' 

Ui-H-BW1-ama-d-O8-0-ULs1 cDNA, 
end /c!one=IMAGE:3069350 
/c!one_end=3' 

UI-H-BW1-ama-e-01-0-Ul.s1 cDNA, 
end /clone=IMAGE:3069384 
/clone_end=3' 

UI-H-BW1 -ama-e-1 2-0-Ut.s1 cDNA, 
end /clone=IMAGE:3069406 
/clone_end=3 r 

he07a04.x1 cDNA, 3* end 
/clone=IMAGE:2918286 /done_end^ 



=3' 



7037314 he07c09.x1 cDNA, 3' end 

/done=lMAGE:2918320 /clone_end=3' 

703741 8 heO9b01 .x1 cDNA, 3' end 

/clone=IMAGE:2918473 /done_end=3 l 

7037444 he09e07.x1 cDNA, 3 1 end 

/clone=IMAGE:2918532 /clone_end=3' 

7037491 he10d12j(1 cDNA, 3' end 

/done=lMAGE:2918615 /clone_end=3' 

7037506 he10f11.x1cDNA. 3' end 

/c!one=IMAGE:2918637 /clone_end=3' 



7037527 he17b02JC1 NCLCGAP_CML1 cDNA 
clone IMAGE:2919243 3' similar to 
contains AIu repetitive element;con ■ 
AW467437 7037543 he17d05.x1 NC!_CGAP_CML1 cDNA 
clone IMAGE2919273 3\ mRNA 
sequence 

AW467445 7037551 he17e08.x1 NCI_CGAP_CML1 cDNA 
clone IMAGE2919302 3' similar to 
contains element MSR1 repetitive el 
AW467448 7037554 he17f02.x1 NCLCGAP_CML1 cDNA 
clone IMAGB2919291 3' similar to 
contains Alu repetitive e!ement;con 
7037607 he19e06.x1 cDNA, 3' end 

/cione=IMAGE:2919490 /clone end=3' 



7037677 he21f02.x1 cDNA, 3' end . 

/done=IMAGE:291 9675 /clone_end=3' 

7037688 602497524F1 cDNA, 5' end 

/clone=IMAGE:461 1316 /clone_end=5' 

7037713 he22c05.x1 cDNA, 3' end 

/ctone=lMAGE:2919752 /donej5nd=3' 

7037776 he23d05.x1 cDNA, 3' end 

/done=iMAGE:2919849 fclone_end=3' 

7037969 he27c04.x1 cDNA, 3* end 

/clone=IMAGE:2920230 /clone end=3' 



PCT/US01/47856 



TGCGAGAGGAAGCAGAGACCACCTT 
GAAACTCGGGTGCATTAAGTCCTTG 

TTAGCCACTGCTATTCTAGGTTCCTT 
GATGGAGCCCCACTCCCACGCCTA 

ACCACCCAGAGGTTGCTGGCTTCCTT 
AATAAAGCTAACTTTCCTTTCACC 



AGGGGAGCCAGTGG I I ITTGGTCAT 
GGGAAGTGTTCTCATAAAATTCATT 

GCACCAGACTTCTGAACAGGCTGGG 
AGAGTGAGGCATAAACACATGAAAT 

ACACAGTACTTTGTTGAGATGTTGGC 
TTCTTGGTTTATGGCATGAATTGT 

ACTTATCTTTTGCCACCCATGTTCCT 
GGATGCCTTGCCTTCCTCTTTCAT 

AAACAGGAAGCCTCTCATGAATTTGA 
CCAAGGAGCTACATTCGTTCTCTA 

TGAGGAAGAGGAGATTTATTAAGCCC 
CTTCTTTTAGGCTAGGAGGTTTCC 

GGACACTGGCTTTTGTGCAGCTCTTC 
ATCACAGAGTCTGTTGAGCTACAA 

ACAGTGATTTTCAACCAAGGGGCTTT 
TTCAAACTACATTCCTTAGCTCCC 

GGTGGTGGCTACAAGGGTGATTGCC 
TTATGATAATTGACCGTGTCATAAT 

AGCTGGGAGGCCATTACTTTTTGTCT 
GAGTCTTCTGGAGTTCTAGCAAAA 

AGTTGCATTAAACTGAGCTTAGATGT 
GTAAGTTTGCTA^CGGATGGGTTT 

CCTCTAAGGCATTTATTTACTGACAA 
CATAAAATCTTGAACCCCAGGTCA 

TCACCTC C ATCAACTTACTAG C ACAT 
AAAGGGTGGGATTTCATGTGTTGA 

CTGGCAAAGGCATGGGTACAACCTG 
CTCTGTGATCTACCTTCTGAACCAC 

ACACCTGTGGTATATTTGTATCATTCA 
GTCTGGTTTCTCACCCTTCCTAA 

AACCCTCGTAAGGTTTCATCTTCCTT 
GATTGCAAAATGAGTTTGTGTGAA 

CCCGCTTCACCTTCCCTAAATAACTC 
GTTTGCAGGCTAATTCCATCAAAT 

ATTTTGCTCATTACCTGTCAGGAGAA 
AACCCTCCTTCCCCAGTCTCCACT 

ACCTACTGAATCTCCAG ATTG CCAAG 
TGAAACACAATGGTTGCCTCTTCA 

TGCGAAAGCTAATTCCCTAGTATGAA 
TAAACTTCAGACCTTGCTCTCCTT 

AGCCTGAGGTGGGTGAAGAAAATAC 
CTGCTTTATACTGTTCTGGAAACTC 

CTTTTCCCCTTCATGGTAGTTGCTGC 
TTAAGTTTCTCTAACATGCCTGCA 

TGAATGTGCAGATGCAGAACCCATTG 
ATATGGAGGGCTGAGTGTCTGAAA 

TGTACTACTTATTTATGTGTAAACCAT 
ACACAGGGCTAGAAAGGAAGGGAT 
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5991 Table 3A Hs.25770S AW467864 



5992 Table 3A Hs.257709 AW467992 



5995 db mining 

5996 db mining 

5997 Table 3A 

5998 db mining 

5999 db mining 

6000 Table 3A 

6001 Table 3A 

6002 Tab!e3A 

6003 Table 3A 

6004 Table 3A 

6005 Table 3A 

6006 Table 3A 

6007 db mining 

6008 Table 3A 

6009 Table 3A 

6010 Table 3A 



Hs.330268 AW468459 



HS.257743 AW46B621 

Hs.122116 AW469546 

Hs.80818 AW510795 

Hs.193669 AW512498 

Hs.42915 AW572538 

Hs.342858 AW572930 

Hs.325991 AW573211 

Hs.258933 AW589231 

Hs.304925 AW592876 



6012 Table 3A Hs.140720 AW629485 

6013 db mining' Hs.175437 AW771958 

6014 Table 3A Hs.151393 AW778854 

6015 Table 3A Hs.109441 AW780057 

6016 Table 3A Hs.343475 AW873028 

6017 Table 3A Hs.166338 AW873324 



Table 8 

7037970 he27c05.x1 cDNA, 3' end 

fclone=IMAGE:2920232 /clone_end=3' 

7038098 he30b01 .x1 cDNA, 3' end 

/clone=IMAGE:2920489 /clone end=3' 



5993 db mining Hs.257713 AW468139 7038245 



5994 Table 3A Hs.257716 AW468207 7038313 



Hs.257719 AW468316 7038422 



Hs.278060 AW468430 7038536 



Hs.257727 AW468431 7038537 



7038555 



Hs.257738 AW468559 7038665 



7038727 
7039652 



he32g11.x1 cDNA, 3' end 
/clone=lMAGE:2920772 /done_end=3' 

he34a12.x1 cDNA, 3' end 
/clone=IMAGE:2920894 /clonej3nd=3' 

he36a05.x1 cDNA, 3* end 
/clone=lMAGE:2921072 /clone_end=3' 

he37h10.x1 cDNA, 3' end 
/clone=lMAGE:2921251 /clo^e - end=3 , 

he37h11.x1 cDNA, 3' end 
/clone=IMAGE:2921253 /c!one_end=3' 

he38d05.x1 cDNA, 3'end 
/clone=IMAGE:2921289 /done_end=3' 

he41a07.x1 cDNA, 3' end 
/ctone=IMAGE:2921556 /clone_end=3' 

he42e03.x1 cDNA, 3' end 
/clone=IMAGE:2921 692 /clone^end^S* 

hdigeDaxIcDNA.S'end 
/clone=IMAGE:2909992/c!one_end=3' 



7148873 hypothetical protein (FLJ20015), 

mRNA /cds=(31 ,522) 
7150576 hypothetical protein DKFZp586J1 1 19 

(DKFZp586J1119), mRNA 

/cds=(27,2153) 
7237271 ARP2 (actin- related protein 2, yeast) 

homoiog (ACTR2), mRNA 

/Cds=(74,1258) 
7237663 hf17f07.x1 cDNA, 3' end 

/clone=IMAGE:2932165 /cione_end=3' 

7237944 602679187F1 cDNA, 5' end 

/clone=IMAGE:481 2093 /clone end=5' 



7276337 



he27g09.x1 cDNA, 3' end 
/clorte=lMAGE:2920288 /clone end=3' 



7280068 hg04d05.x1 cDNA, 3' end 

/clone=IMAGE:294461 7 /clone_end=3* 



Hs.298654 AW614161 7319367 



HS.259842 AW614193 7319379 



6011 Table 3A Hs.342967 AW629176 7375965 



7376275 
7704007 



hg77d03.x1 cDNA, 3' end 
/clone=IMAGE:295162l /clone_end=3' 

CDNAFLJ11025 fis. clone 
PLACE1 003968, moderately similar to 
5-AMP-ACTIVATED PROTEIN 
KINASE, GAMMA-1 SUBUNIT 
/cds=(1 59,1 145) 
60261 9939F1 cDNA, 5' end 
/clone=lMAGE:4745649 /clone_end=5' 

FRAT2 mRNA, complete cds 
/cds={1 29,830) 

hn66h09.x1 cDNA, 3' end 
/clone=IMAGE:3032897 /clone end=3' 



7793457 glutamate-cysteine Hgase, catalytic 

subunit (GCLC), mRNA /cds=(92,2005) 

7794660 cDNAFU14235fis, clone 

NT2RP4000167 /cds=(82,2172) 

8007081 601 556208T1 cDNA, 3' end 

/clone=lMAGB3826392/clone_end=3' 

8007377 h!92a07.x1 cDNA, 3* end 

/clone=IMAGE:3009396/clone_end=3' 
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TGTAGAATTGCGGAGTAGAAAGACCC 
TTG AAAGATCATTTGTCCTGTG GT 

GCTCAAGTTCCCAGCACCTGGGGAA 
TTCTAAGCCTGAGGAAGACAAGGTG 



TGTTTTTATGTCCTGAGCAAGCAAATT 
GCTGCAATTAAAATCACCAATTT 

AGGCCTGATATTGAAAGCTTTTGATA 
CTGAGATCCTATTAATCTCAGATGA 

TGTTAGTTTGCTTTTGAAATTC77TGG 
AGGGTACTCTTCAGGGCTTCACA 

TAGTGATTATCTCCAGGAATCAAGTA 
CAAACTTTGAAAAAAGACTGGAGGT 

TTTGTCCCAAGGGCTCAGACTGAAAG 
AATGCAATGTGAGAGGTATGCCAC 

TCTGTGAAAATCTTTCTGCAAATGTCT 
TTGCTTGCTTGTACTCACGTTTT 

TGTCTTTAACGCACAGATGTTACTTC 
AGCACCACAAGGACTGTTGATGGA 

CAGTCAGATGTTGGAATTGGGGGTA 
GAGGGATTATAGAGTTGTGTGTGCT 

AAAGGAGGGACTATGGCATCAAACA 
GCCTCTTCAGCACAGTGACACCATG 

ACCCAGTTTGTGCATAGTTCATGATC 
CTCTATAA^ACCAGCTTTTGTGGA 
CTGTCGGGCTCTGAAGCGAGCTGGT 
TTAGTTGTAGAAGATGCTCTGTTTG 

TGGAATGGACTCTTAAAACAATGAAA 
GAGCATTTATCGTTTGTCCCTTGA 

TCACTACCTTCAATTGTTTACAAGGT 
GGATATGGGCAGGCAACAGATACT 

CTAGGCCGGATGGGCCAGAGAAGGA 
GAACCATGGCAGGAGCCGGAAGCAG 

AAATGTTGAGCAACTGTTCAATAACA 
GCACTAATTGTGTGTTCATTGGCT 

CTGGCACATCCAGGTTTTAGAGCAGG 
CAGCCTGAGATTTCAAAAATGAGG 

GGAGCGGAATACAGTAAAAGCACTG 
GACTGACCTAAGAGTTTGTTTCTGC 

ACACCATTTCAGCGTTGGATCACAGA 
CAGCTCTTCCTTTATATCCCAGCA 



CCACCTTGCTGCCTTTTGAAACACTC 
AGGAAATATAGTTGGCTAAAACTG 

CACTTCGCAACGGAGTGTTTGAAATT 
GTGGTGGTCCTGATTTATAGGATT 
GCTTTGGCAGATGGATTAACCTTGTT 
CTTTTGGAGCCAGATCAATATCTA 

AGAATGCCTGGTTTTCGTTTGCAATT 
TGCTTGTGTAAATCAGGTTGTAAA 

TTCTGAACATTTTAGTCAAGCTACAAC 
AGGTTTGGAAAACCTCTGTGGGG 
TGCAAGTGGATGGTTTGGTATCACTG 
TAAATAAAAAGAGGGCCTGGGAAA 

GTGGCTTTTCTGTTGACGCCAAAGGT 
TACTCCCTCTGCCTCACCATAAAA 
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6018 Table 3A Hs.90960 AW873326 

6019 Table 3A Hs.120243 BE044364 

6020 db mining Hs.1 57489 BE047166 

6021 Table 3A Hs.82316 BE049439 

6022 Table 3A Hs.121587 BE217848 

6023 Table 3A Hs.5734 BE218938 

6024 Table 3A Hs.203772 BE220869 

6025 Table 3A Hs.73931 BE220959 

602S Table 3A Hs.1 28675 BE222032 

6027 Table 3A Hs.1 67988 BE222301 

6028 Table 3A Hs.79914 BE222392 

6029 Table 3A Hs.99237 BE326857 

6030 Table 3A Hs.83523 BE328818 

6031 Table 3A HS.27774 BE348809 

6032 Table 3A NA BE348955 

6033 Table 3A Hs.56156 BE349148 

6034 Table 3A Hs.315050 BE351010 

6035 Tabfe3A Hs.5027 BE379724 

6036 Table 3A Hs.86437 BE464239 

6037 Table 3A Hs.127428 BE466500 

6038 Table 3A Hs.21812 BE467470 

6039 Table 3A Hs.1 22575 BE502246 

6040 Table 3A Hs.279522 BE502919 

6041 Table 3A Hs.1 97766 BE502992 

6042 Table 3A Hs.61426 BE550944 

6043 Table 3A Hs.201792 BE551203 

6044 Table 3A Hs.122655 BE551867 

6045 Table 3A Hs.282091 BE552131 



Table8 

8007379 6025S3936F1 cDNA, 5' end 

/done=lMAGE:4688769 /done_end=5' 

8361417 gamma-parvin (PARVG), mRNA 

/cds=(0,995) 
8364219 602462536F1 cDNA, 5' end 

/clone=lMAGE:4575393 /ctone_end=5' 

8366494 interferon-induced, hepatitis C- 

associated microtubular aggregate 
protein (44kD) (MTAP44), mRNA 
/Cd5=(0,1334) 

8905166 602637362F1 cDNA, 5' end 

/done=IMAGE:4765191 /clone__end=5' 

8906256 meningioma expressed antigen 5 

(hyaluronidase) (MGEA5), mRNA 

/Cds=(395,3145) 
89081 87 FSHD region gene 1 (FRG1), mRNA 

/Cds=(191,967) 
8908277 major histocompatibility complex, class 

II, DQ beta 1 (HLA-DQB1), mRNA 

/cds=(57,842) 
8909271 hr61 g1 1 .x1 cDNA, 3" end 

/cfone=IMAGE:31 33028 /clone_end=3 l 

89096 1 9 neural cell adhesion molecule 1 

(NCAM1), mRNA /cds={201 ,2747) 
89097 1 0 lumican (LUM), mRNA /cds=(84, 1 1 00) 

9200633 hr65h06.x1 cDNA, 3' end 

/clone=IMAGE:31 33403 /clone_end=3* 

9202594 nuclear receptor subfamily 1 , group I, 

member 3 (NR1I3), mRNA 

/cds=(272,1318) 
9260662 6023B6841 F1 cDNA, 5' end 

/c!one=lMAGE:4515730 /done_end=5* 

9260808 hs91h01.x1 NCl_CGAPJ<id13 cONA 
done IMAGE:3 144625 3 f , mRNA 
sequence 

9261 087 601463367F1 cDNA, 5' end 

/clone=WGE:38665l2 /done_end=5' 

9262791 ht22g04.x1 cDNA, 3' end 

/done=IMAGE:314751 0 /done_end=3' 

9325089 601 1 5941 5T1 cDNA, 3' end 

/done=IMAGE:351 1 107 /clone_end=3 1 

9510014 60241 1368F1 cDNA, 5' end 

/c!one=IMAGE:4540096 /c!one_end=5' 

951 21 98 Homo sapiens, Similar to homeo box 
A9, done MGC:19648 IMAGE:2987818, 
mRNA, complete cds /cds={62,880) 

9513245 AL562895CDNA 

/clone=CS0DC021 YO20-(3-prime) 
9704654 endothelial differentiation, 

lysophosphatidtc acid G-protein-coupled 

receptor, 4 (EDG4), mRNA 

/cds=(6,1061) 
9705327 hz81 b08.x1 cDNA, 3' end 

/clone=IMAGE:3214359 /done_end=3 f 

9705400 done 23932 mRNA sequence 

/cds=UNKNOWN 
9792636 602329933F1 cDNA, 5' end 

/clone=IMAGE:443l248 /done_end=5' 

9792895 7b55h12.x1 cDNA, 3' end 

/done=IMAGE:3232199 /clone _end=3* 

9793559 hypothetical protein MGC1 4425 

(MGC14425), mRNA /cds=(31 8,686) 

9793823 hw29b05.x1 cDNA, 3' end 

/done=IMAGE:31 84305 /c!one_end=3' 
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ACCTCCTACGTCTGTTTTCTGGCTGT 
GGTGACTTGGGA I I I I I AACCTTA 

ATCGTTGGATTATCTTTGAACCCCCT 
TGTGTGGATCATTTTGAGCCGCCT 
AGCTCCAAAGTGGTTTGATGACCACA 
GGCTAAAATTCATAGTCTTAAAAT 

TCAGAAAGGAGAAAACACAGACCAAA 
GAGAAGTATCTAAGACCAAAGGGA 



GCATCACGATTTGTCTACATAAGTCC 
AGTTCATCTCGCGTTTGTTTTGGC 

ATACAGGGTTCCATCCAGAAAGCATT 
CAGTCAGAGCAAGTTAAAGTCAGT 

AAGTGCCAGATTTTGATAATCACCAG 
CCTCTCATTCAACTCCTATGTTGC 
ACCCTTGGTCACTGGTGTTTCAAACA 
TTCTGGCAAGTCACATCAATCAAG 

AGCTCTGGAGCCTTTGCTTCCTCAAA 
TACGAGCGGGAACTGCGTTGAGCG 

AAGTTGTCCTGTGCTAAAGCAAGCGT 

GGGATGATCCTACCTACCTCTAGG 

ATTTGGACAGATGCAGAAGGAACTGT 

TAGTGAGTCAAGACAAACACATCT 

CCCCTACCCCTGGAAA GTAAT ATACT 

GAAGTCTCATCATACTGTTTTGGG 

TGTTTCGTAAATTAAATAGGTCTGGC 
CCAGAAGACCCACTCAATTGCCTT 

AGCTAGTGATGTTTTGTCCAAAGGAA 
GATTCTGACAACAGCTTCAGCAGA 

ACACAGACATATTGACCGCACACAAC 
ACTGAAATGGACTGACTTGAGAAA 

TGGTTCTCTGATTTGTAATGAGCACC 
TGGATATGTCAATTAAAATGCCCA 

GGTCCATGTCACCGTGAGTACACCC 
CTATGATTGGTTTGTTGTCAAGAAG 

TGCTAGTTCAGGTCCTCCAGGCATTG 
ATTTGTACAGTTAAACTCCGAGTG 

ACAAGCATTTAGATCATAACATGGTA 
AAGCCTATTACCAGCCAATGTTGT 

GGCCTACTGACCAAATTGTTGTGTTG 
AGATGATATTTAACTTTTTGCCAA 



AAGTTTGTGCAGCACATTCCTGAGTG 
TACGATATTGACCTGTAGCCCAGC 
CGATAGAATTGAAGCAGTCCACGGG 
GAGGGGATGATACAAGGAGTAAACC 



ATAGACTCCAAAGAGGCGTTAAGCAC 
CTGGTTTTCCTTTGGCTCAGAAAA 

CTCAAACGAAATTGGGCAGGCGATTT 
GCGTGGTTTCTCTGGATAAG TTCC 
GCACATGACAGTAAGCGAGGTTTTGG 
GTAAATATAGATGAGGATGCCTAT 

TCCCAGAGTAACTGACAGTATCAAAT 
AGCAAGAGAGTTAGGATGAGGACT 

ACACAGGAACCGCTTACCCACCAGCT 
CTGCCCGCGTCTCTACCGCCATAG 
TTCTTCCMGAGAATAACCCTATTAAA 
GGCTAAAMTGGAAGCTCCCAGT 
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6046 Table 3A Hs. 148381 BE6 13237 

6047 Table 3A Hs.4310 BE614297 

6048 Table 3A Hs.198802 BE621611 

6049 Table 3A Hs.324481 BE646433 

6050 db mining Hs.283165 BE64B441 

6051 Table 3A Hs.341573 BE646470 



6053 Table 3A Hs.187872 BE646499 



6054 db mining Hs.283167 BE646510 



6055 db mining Hs.283168 BE646569 



6057 db mining Hs.225200 BE646640 



6058 Table 3A Hs.129192 BE670584 



6059 Table 3A ■ Hs.75703 BE670804 



6060 Table 3A Hs.195374 BE671815 



6061 Table 3A NA 



* BE672733 



6062 Table 3A Hs.77542 BE673364 



Table 8 

9894834 RNA binding motif protein, X 

chromosome (RBMX), mRNA 

/cds=(1 1,1186) 
9895894 eukaryotic translation initiation factor 

1 A (EIF1A), mRNA /cds=(207,641) 
9892551 601493754T1 cDNA, 3' end 

/done=iMAGE:3B95836 /done_end=3' 

9970744 EST38061 7 cDNA 

9970752 7e86h06.x1 cDNA, 3' end 

/done=IMAGE:3292091 /done_end=3' 

9970781 tc38d 1 .x1 cDNA, 3* end 

/clone=IMAGE:2066900 /clone end=3' 



6052 db mining Hs.283166 BE646492 9970803 



7e87g01.x1 cDNA, 3' end 
/clone=IMAGE:3292176 /done^nc^ 1 



9970810 7e87h02.x1 cDNA, 3' end 

/clone=!MAGE:3292179 /ctone_end=3' 

9970821 7e88bOB J(1 cDNA, 3' end 

/clone=lMAGE:3292215 /clone^ends^ 

9970880 7e89c01.x1 cDNA, 3' end 

/clone=lMAGE:3292320 /done_end=3' 



6056 db mining Hs.283169 BE646617 9970928 



7e91b07.x1 cDNA, 3' end 
/done=IMAGE:329250l /clone end=3* 



9970951 7e91f08.x1 cDNA, 3' end 

/clone=IIVlAGE:3292551 /clone_end=3' 

1 0031 1 25 7e36h08.x1 cDNA, 3' end 

/done=IMAGE:3284607 /clo^e_e^d=3• 

10031345 small Inducible cytokine A4 

{homologous to mouse Mip-1b) 
(SCYA4), mRNA /cds=(1 08,386) 

1 0032445 7a47c12.x1 cDNA, 3' end 

/done=IMAGE:3221 878 /clone_end=3' 

1 0033274 7b75g07.x1 NCI_CGAP_Lu24 cDNA 
clone IMAG&3234108 3' similar to 
TR:099231 099231 CYTOCHROME 
OXIDASE 

1 0033905 602629438F1 cDNA, 5' end 

. /done=)MAGE:4754432 /clone end=5' 



6063 Table 3A Hs.66357 BE673759 10034300 

6064 db mining Hs.283248 BE674662 10035284 

6065 Table 3A HS.8B845 BE674685 10035307 

6066 Table 3A Hs.171120 BE674709 10035331 

6067 db mining Hs.283249 BE674713 10035335 

6068 Table 3A Hs.167208 ■ BE674762 10035230 

6069 db mining Hs.283247 BE674807 10035275 

6070 Table 3A Hs.174010 BE674902 1 0035443 

6071 Table 3A Hs.174144 BE674951 10035492 

6072 Table 3A Hs.190065 BE674964 10035505 

6073 Table 3A Hs.211828 BE675092 10035633 



7d69d02.x1 cDNA, 3' end 
/done=IMAGE:327B211 /done^end=3' 

7e93g03.x1 cDNA, 3' end 
/clone=!MAGE:3292756/clone_end=3' 

AV733781 cDNA, 5' end 
/clone=cdAASF08 /clone end=5' 

7e94f05.x1 cDNA^'end* 
/clone=IMAGE:3292833 /clone_end=3' 

7e94g02.x1 cDNA, 3' end 
/clone=lMAGE:3292850 /clone_end=3' 

7e98d05.x1 cDNA, 3' end 
/clone=IMAGE:3293193 /done_end=3' 

7e93d11.x1cDNA,3'end 
/clone=IMAGE:3292725 /ck>ne_end=3* 

7e97a04j<1 cDNA, 3' end 
/clone=IMAGE:3293070 /done_end"3' 

7e97g10.x1 cDNA, 3' end 
/c!one=IMAGE:3293154 /done_end=3' 

7f11b09.x1 cDNA, 3' end 
/c!one=IMAGE:3294329 /clone_end=3' 

7f02d07.x1 cDNA, 3' end 
/clone=IMAGE:3293485 /done end=3* 



-1 
-1 



ACTGACCTAGCAGATGTGTGGAAAAG 
GAATCAGATCTTGATTCTTCTGGG 

ACAACTCAAGTGAAAAGATGTCTCCA 
GTTTCTGAAGATAACGCACGCTGA 
CGCCGACTCGTTGAAAGTTTTGTTGT 
GTAGTTGGTTTTCGTTGAGTTCTT 

CACCCACCTGGTAGGAAGGTCAATCT 
TATG CTCAGAAGTCCC ACCC ACCA 
CAACTCCTTAAAGGGTTGAAGGTTGT 
GACAATAACTGAGGGAACTGATGT 

AAAACACTCCACCTAAAAGCAGGAAA 
GATGGCAATTCTAAATAGCAGCTA 

GGAGGTTTTGATCGTGACTTTATTTT 
GAGATATTGTATCTTTGTTAGTATTGC 

TTGTAAGGTTCCGGGGAACTGACTCA 
ACATGGTTCTCCAACTCGAGGTTG 

TGTGAGTGTTATAGGTTACAGTGGAT 
TCCAAACTAGCCACAAGTGAAGCA 

TCAGCCAGGAGGAAAAGCACTCTGAT 
TATGAATTGAGCAGAAGGAAACAA 

GTTCCCACTCGTTCTTGCCGGAGAAA 
CCTGCCTTTTCAAGCATAATTCAA 

GGGTCCAAGATTATTGATTAATTTGG 
GCACCGCGAGAGCTCGAGTCCCCC 

GACCACCTGTAAAGCAAGTCCTTTCA 
AGTTTCACTGCACATCCCAAACCA 

TGGTCCACTGTCACTGTTTCTCTGCT 
GTTGCAAATACATGGATAACACAT 

AGACTCTG GAAAAGGAGG GTCGGAG 
TATTAAACTGGCTGG GAATGAGAGG 

TGAGAGCACACCATAAATTCACAGCA 
GGAATAAACGAAGACACACGAGCA 



ACATTCTCTCATTTTGCTGAAGCTGAT 
TTGATTGGGTGTCTGTTTCTCGC 

TGAGAAGGTAAAGTAGAAAGGGAAG 
ATGATGAGTGAACAATAAGCCTTGT 

ACATTATTCCATGGGAATAAGTCATC 
AGTGCAAAGGACTGTAAGGAGTGC 

CGCCGCTCCTGGAGACCTGATAACTT 
AGGCTTGAAATAATTGACTTGTCT 
TGTATGTGCAATATGCTTATGGGTAA 
TTATGGGCAAGAGAAATGGAAACA 

ACCCCTTGGTAAAGCAGTTGTAAGAA 
TTAAACAAGAGGAATTGCTCTTTC 

AAATCAGGCCCCTTGCGCCATTCACA 
AAAATCCTTGTGAGATGACTCAAG 

AGGGCAGAGGTCCTTTGGGAGGGTA 
AGCTCACAAAAACTCAGGGAGGCAG 

TCATCTCCGCCAAGGTTCCCACTAGG 
CAGGAAAGGATTTTTATCTAAAGT 

CCACCCAAGTCGGAATCCGAGTGAA 
ATAAATAGCATCGCCCGCCAACTAC 

AGGCACACGATTGTCACCATTrCTCC 
CTTTACAAGCTGTATAATCAGTAA 

GCAACGTCTGAATGTAGTAATGTGAC 
TCAGAGCTTCAAAGTAAGCATTCG 
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6074 db mining 

6075 db mining 

6076 db mining 

6077 db mining 

6078 db mining 

6079 db mining 

6080 db mining 

6081 db mining 

6082 db mining 

6083 db mining 

6084 db mining 

6085 db mining 

6086 db mining 

6087 Table 3A 

6088 Table 3A 

6089 db mining 

6090 db mining 

6091 Table 3A 

6092 db mining 

6093 Table 3A 

6094 Table 3A 



Hs.330706 BE675125 10035666 

Hs.283251 BE675180 10035721 

Hs.339281 BE675338 10035879 

Hs.283253 BE675379 10035920 

HS.283254 BE675403 10035944 

Hs.283255 BE675434 10035975 



Hs.283256 



Hs.283258 
Hs.283259 
Hs.283261 
MA 

Hs.170584 
Hs.181015 
Hs.283253 



BE675792 
BE675819 
BE675957 
BE676019 



Table 8 

1L3-UT0114-301100-357-H02 CDNA 

7f03h06.x1 cDNA, 3' end 
/clone=lMAGE:3293627 /clone_end=3' 

HKC29-1-D4.R cDNA 

7f08b02.x1 cDNA, 3' end 
/clone=1MAGE:3294027 /done_end=3 t 

7f08d10.x1 cDNA, 3' end 
/clone=IMAGE:3294067 /clone - end=3» 

7f09a10.x1 cDNA, 3' end 
/clone=lMAGE:3294138 /c)one_end=3' 



BE675531 
Hs.315345 BE675610 10036151 
HS.180637 BE675718 10036259 



1 0036072 7f 1 0h08.x1 cDNA, 3' end 

/done=IMAGE:3294303 /dane_end=3' 



7f12g09.x1 cDNA, 3' end 
/done=IMAGE:3294496 /done_end=3' 

7f14h04.x1 cDNA, 3* end 
/c)one=IMAGE:3294679 /c!one_end=3' 



10036333 7fl6b0Zx1 cDNA, 3' end 

/done=IMAGE:3294795 /done_end=3' 

1 0036360 7f1 7d1 0.x1 cDNA, 3' end 

/done=IMAGE:3294931 /clone_end=3 l 

1 0036498 7f 1 9b06.x1 cDN A, 3' end 

/clone=lMAGE:3295091 /done_end=3' 



10036560 



BE676049 10036590 



7f2Qc12j(1 NC!_CGAP_CLL1 CDNA 
done IMAGE:3295222 3' similar to 
contains Alu repetitive element;, m 
7f21a03.x1 CDNA, 3' end 
/done=IMAGE:3295276 /done_end=3' 



BE676054 1 0036595 signal transducer and activator of 
transcription 6, interleukin-4 induced 
(STAT6), mRNA/cds=(1 65,2708) 

BE676154 10036695 7f24a12.x1 cDNA, 3' end 

/clone=!MAGE:3295582 /clone_end=3' 



Hs.283264 BE676173 
Hs.134648 BE676210 10036751 



1 003671 4 7f24c1 2.x1 cDNA, 3' end 

/done=lMAGE:3295606/done end=3' 



HS.283266 BE676275 10036816 
Hs.158714 BE676408 10036949 
Hs.220929 BE676472 10037003 



6095 db mining Hs.283268 BE676474 10037005 

6095 db mining Hs.283269 BE676528 10037069 

6097 Table 3A Hs.123254 BE676541 10037082 

6098 db mining Hs.283505 BE676548 10037089 

6099 db mining Hs.283270 BE676613 10037154 

6100 db mining Hs.283271 BE676614 10037155 

6101 db mining Hs.283272 BE676667 10037208 



7f25c05.x1 CDNA, 3' end 
/c!one=lMAGE:3295688 /clone_end=3 r 

7f26d04.x1 cDNA,3 , end 
/clone=IMAGE:3295783 /clone_end=3' 

7f29b11.x1 cDNA,3'end 
/clone=lMAGE:3295061 /done_end=3' 

cDNAFLJ14369fis,done 
HEMBA1 001 1 74, highly similar to ADP- 
RIBOSYLATION FACTOR-LIKE 
PROTEIN 5 /cds=:(207 r 746) 

7f30c08.x1 cDNA, 3* end 
/clone=iMAGE:3296174/clone_end=3' 

7f31d12.x1 cDNA,3'end 
/clone=IMAGE:3296279 /clone_end=3' 

AL572805cDNA 
/c!one=CS0DI034YH06-(3-prime) 

Wh79f01.xl cDNA, 3' end 
/clone=IMAGE:2386969 /clone_end=3' 

7f33a08.x1 cDNA, 3' end 
/cione=)MAGE:3296438 /cIone_end=3' 

7f33a10.x1 cDNA, 3* end 
/clone=IMAGE:3296442 /clone_end=3' 

7f34a07.x1 cDNA, 3' end 
/clone=IMAGE:3296532 /clone end=3' 



GCCACCCCATCTGGGAGGCCCAGCA 
TCCAATTCAGTCGCCTTCAATGATT 
TGATAGACTGGATGCTGCTATGGTAA 
TCTGCCTCAGGAAAATGCCGGACT 

TGGAGCCAAGAAGCCACTGACTCAA 
GAGGATTTCAAGCGAGAGCTGCTTG 
CAACTTTTGTAACAGGGGACTTAGCC 
GGGGGCAGGAGGGGTTCTTGAGAC 

ACTTGAAGGCACATCTTCCTTTTGGT 
TGTTTTCCATCTTCAAATTAMCT 

TAAAAACTGACATGACATGAGATGGT 
TTAAGTGTCAAACATAAGGGTCTTT 

ACTGACATAAGCCCACTTCAGGTGTT 
TGGAAGACACTAAAGAGAATCAGA 

GCAGCTTTTTGCTGGCGGGGGTCTA 
AATAAAGTAGCTTCCCCAAAAGAAA 

ACCTGGTTATCTCGCAATGACCTAGC 
TAACACAAATGCAACATCAGCCGG 

TGATCAAAATGAAGATGCTCCAACCG 
TATAAATGGCAGATGAAATAGACT 

GCAGGAGAGAAATACCTTCTAATGGG 
TGTGGACACTGGAGGAACTGTTAC 

AGGGCACTGTTTGTTCCTTTAATATG 
GAGAAATATCGCAAATAACTGGGA 

TTGGCCTATGTTAATTTCTATTCTCAG 
TTCTTCTGTGCCCTTCCTCCTCT 

GAACGTAAGCCCGACGCTAGGCAGT 
GCTGTTAGAAAGTGATTTGGAAGAG 

ATCCCATTCTCCCTCTCAAGGCAGGG 
GTCATAGATCCTAAGCCATAAAAT 

TGCTGTAAAATGGCAGCTCCATAGGA 
ACCTATTTTCCATAGGAACCTGCA 

ACTGGAGAAAGGTGTCTTCCTGTCCT 
TTCAGGGGCTCCTGCGGGGAATTC 

ATTATATTTGTCCCTATCAGAATCCTC 
GAATCCCTAGCAGCCAGTCCCTG 

TGCTCACTGTCTTCTGGAAGAGACAA 
GCACTTTCTTGAAATTCCTAAGCA 

CAATCGGATCA7TCTTCTCAACTTGG 
GCGGCTCTTTCCTCCCTTCCTTCC 

TGCTTTGGGCAGTAGCTGAAGCCGA 
AGTATGAACAGTCCATTTTGTTTCT 



CACAGTTGAGTAGGAGGTCATGAAGA 
AGAAGAGATGATACCTGCCTTACC 

TTTGTGTAG CAAATGTTCATTAATTG C 
CTACTTTGTGCCAAATTCAGGCC 

TCCAGCATTGTATTGTCTATTGACAC 
ACAAAGTTTGAAAATAAAGGGGCA 
CACCCACCAGACCGAGGATTCCAAAA 
GGGGGCGAAGGCGGAGAGCAAAGG 

TGGACTCTGTTTTCAAGAGGAAGAAA 
CAACTGACAAATAAGTTGATGTCA 

ATGTTGAAACTGGTTTTAACTTGTAAT 
GGTGTGGCTGATGTTACCCGACC 

ACACAGATTTGAAGTCTACTGTTCTA 
AATGGCCTCTACTTCCTGCTGTCA 
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6102 db mining Hs.102165 BE676737 

6103 db mining Hs.283276 BE676772 

6104 db mining Hs.86761 BE738569 

6105 Table 3A Hs.293842 BE748663 

6106 Table 3A Hs.293842 BE748663 

6107 Table 3A Hs.270293 BE857296 

6108 Table 3A Hs.155935 BE858152 

6109 Table 3A Hs.294348 BE961923 

6110 Table 3A Hs.5181 BE962588 

6111 Table 3A Hs.314941 BE962883 

6112 Table 3A Hs.301110 BE963194 

6113 Table 3A Hs.330887 BE963374 

6114 Table 3A Hs.334926 BE963551 

6115 Table 3A Hs.316047 BE963666 

6116 Table 3A Hs.294578 BE963811 

6117 Table 3A Hs.302585 BE964028 

6118 db mining Hs.210628 BE964051 

6119 Table 3A Hs.330588 BE964134 

6120 Table 3A Hs.252259 BE964149 

6121 Table 3A Hs.1 84052 BE964596 

6122 Table 3A Hs.286754 BE965319 

6123 Table 3A Hs.297190 BE965554 

6124 Table 3A Hs.1 08327 BF001438 

6125 Table 3A Hs.161075 BF001821 

6126 Table 3A NA BFO56055 

6127 Table 3A Hs.221695 BF058398 

6128 db mining Hs.255664 BF058429 

6129 Table 3A Hs.43857 BF058599 

6130 Table 3A Hs.144583 BF059133 



Table 8 

10037278 7f37g03.x1 cONA, 3' end 

/clone=lMAGE:3296884 /clone_end=3' 

10037313 7f35d05.x1 cDNA, 3' end 

/clone=IMAGE:3296649 /clone_end=3' 

10152561 601572850F1 cDNA, 5' end 

/clone=IMAGE:3839581 /done_end=5' 

10162655 601571679F1 cDNA, 5' end 

/clone=IMAGE:383B675 /clone_end=5' 

10162655 601571679F1 cDNA, 5' end 

/done=lMAGE:3838675 /clone_end=5* 

10371182 7g27b01.x1 cDNA, 3' end 

/done=MAGE:3307657 fclone_end=3' 

1 0373065 complement component 3a receptor 1 
(C3AR1), mRNA/cds=(0,1448) 

11764299 601655335R1 cDNA, 3' end 

/done=IMAGE:3845768 /clone_end=3' 

1 1 765636 proliferation-associated 2G4, 38kD 
(PA2G4), mRNA/cds=(97,1281) 

1 1766238 602381 893F1 cDNA, 5' end 

/done=lMAGE:4499447 /done_end=5' 

11766612 601 65681 1R1 cDNA, 3' end 

/clone=IMAGE:3865731 /done_end=3' 

1 1766792 601 6571 37R1 cDNA, 3' end 

/done=IMAGE:3866193 /clone_end=3' 

1 1 766970 Homo sapiens, clone MGC:8857 

!MAGE:3866266, mRNA, complete cds 
/cds=(62,133) 

11767085 601656685R1 cDNA, 3' end 

/done=!MAGE:3865820 /clone_end=3' 

1 1 767228 601 657462R1 cDNA, 3' end 

/clone=IMAGE:3875846 /clone_end=3* 

11767356 601657601R1 cDNA, 3' end 

/clone=IMAGE:387561 7/0^6^3=3* 

11767519 601472729T1 cDNA, 3' end 

/cione=IMAGE:3875791 /clone_end=3' 

1 1 767602 601151 626F1 cDNA, 5' end 

- /clone=IMAGE:3507774 /clone_end=5' 

1 1767617 ribosomal protein S3 (RPS3), mRNA 

/cds=(22,753) 
11768078 PP1201 protein (PP1201), mRNA 

/cds=(75,1010) 
11769559 601659229R1 cDNA, 3' end 

/clone=tMAGE:3895783 /clone__end=3* 

1 1770044 601659486R1 cDNA, 3' end 

/clone=!MAGE:3896204 /clone_end=3' 

10701713 damage-specific DNA binding protein 1 

(127kD) (DDB1), mRNA 

/cds={1 09,3531) 
10702096 7g93g02.x1 cDNA, 3' end 

/clone=IMAGE:3314066 /cione_end=3 l 

1 0809951 7k07h1 2.x1 NCLCGAP_GC6 cDNA 
done IMAGE:3443950 3' similar to 
contains element L1 repetitive eleme 

10812294 7k30d01.x1 cDNA, 3' end 

/done=IMAGE:3476785 /clone_end=3' 

10812325 7k30g11 j<1 cDNA, 3' end 

/done=IMAGE:3476949 /c!one_end=3' 

10812495 mRNA for K1AA1247 protein, partial 

cds/cds=(285,2942) 
1 081 3029 Homo sapiens, done 1MAGE:3462401 , 

mRNA, partial cds /cds=(0,153) 
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-1 GGAACTTCTGCTTCCACTTACGATGA 
AGGAACTTGTACTCAATCCATCCA 

-1 GAAGCCTTCCTGTG GTCATAACAAGT 
CTCACACACCCCAAGGACTGATCT 

-1 GAGTCCAGCCTTTGAACCTGGCGCT 
GAATCCTGACTTTACTGCTTATTCA 

-1 AAACTC ATAC ATG C AG AAAATTGTCTT 
TGCTCGAAATGGTAATGCCAAAA 

-1 AAACTCATACATGCAGAAAATTGTCTT 
TGCTCGAAATGGTAATGCCAAAA 

-1 ACAAAAGTCATGGCTGTGAGGCTATC 
ATTACCCTTTTACCAAAGTTGGAA 

-1 AGTTCTATTTCTATCCCAAACTAAGCT 
ATGTGAAATAAGAGAAGCTACTTTGT 

-1 ATCCCGATGGTGCCCACCGCTATTAA 
AGGTTCGTTTGTTCCACGATTAAA 

-1 ATGTCTCCATACCCATTACAATCTCC 
AGCATTCCCCCTCAAACCTAAAAA 

-1 GCCCGTATTTACCCTATAGCACCCCC 
TCTACCCCCTTTAGAGCCCAAAAA 

-1 ACATTTTCCTCCGCATAAGCCTGCGT 
CAGATTAAAACACTGAACTGACAA 

-1 CCAAGCTGGTTTCAAGCCAACCCCAT 
GGCCTCCATGACTTTTTCCAAAAC 

-1 TGATCAGGTGAACCGGAAGTCTCCAA 
TTTCTGAATGGATTATGTTTCTAA 

-t TGAGTACGTGACACTTGTTGTAGAAT 
AGTGGTGTTGAGCTATATTCTTGT 

-1 GTGACCCTTGGCACCCGCTAGAAGTT 
TATGGCCGAGCTTTACCAATTAAA 

-1 TGAACTCCAACTTTGACCAACCCATG 
AGACCCCTGTTATCCAAACTTTCT 

-1 CCCTCTACTATTTGGCTCCATAACTTA 
GGACCTGCCTTTCCCGGTTCCAG 

-1 CCCGTATTTACCCTATAGCACCCCCT 
CTACCCCCTTTAGAGCCCCAAAAA 

-1 CCAACTTTCAGAACAGAAGGGTGGG 
AAACCAGAACCGCCTGCCATGCCCC 

-1 GCGCCAGAAATCCAATCCAGCCCAA 
GGATATAGTTAGGATTAATTACTTA 

-1 CTGAGATTTTGGGTTTTCCACACGGG 
CCAAGATACCCGGCCTCTGCTGAG 

-1 ATATCATTTCCACTTAGTATTATACCC 
ACACCCACCCAAGAACAGGGTTT 

-1 ACAGCATGAGAAACTGTTAGTACGCA 
TACCTCAGTTCAAACCTTTAGGGA 

-1 GCTTGCCCTAGCAGAGTCATACGGAA 
TAATGGAAAACTCAACTTCTGTTC 

-1 CACAATGCTGCCTCCTCTGTGGATGA 
CTGATGGCAAGAGTCTGAATTGAA 

-1 CCTCTCACTCTCAGACTCCAAGGGCC 
AAGAAAAACTACGGACAGGAAGCC 

-1 GAGAGGAGGGGTCTCAGACGTTGGG 
GGACACACTGCTGGGTGGGTGATTT 

-1 TAAGAAATCCCAATTTTCAGGAGTGG 
TGGTGTCAATAAACGCTCTGTGGC 

-1 CGGCAGGGTGGCCTGTAACAATTTCA 
GTTTTCGCAGAACATTCAGGTATT 
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6131 db mining 

6132 Table 3A 

6133 Table 3A 

6134 db mining 

6135 Table 3A 

6136 Table 3A 

6137 Table 3A 

6138 Table 3A 

6139 Table 3A 

6140 Table 3A 

6141 Table 3A 

6142 Table 3A 

6143 Table 3A 

6144 Table 3A 

6145 Table 3A 

6146 Table 3A 

6147 Table 3A 

6148 Table 3A 

6149 Table 3A 

6150 db mining 

6151 Table 3A 

6152 db mining 

6153 Table 3A 

6154 Table 3A 

6155 Table 3A 

6156 Table 3A 

6157 Table 3A 

6158 Table 3A 

6159 Table 3A 

6160 Table 3A 



Table 8 



Hs.257697 BF060727 

Hs. 193237 BF062295 

Ns.174215 BF0S2628 

Hs.159013 BF063675 

Hs. 125887 BF1 09873 

Hs.288443 BF110312 

Hs.250905 BF1 16224 

Hs.318215 BF183507 

Hs.95566 BF194880 

Hs.232257 BF1 95579 

Hs.3353 BF197153 

NA BF1 97762 

Hs.50785 BF221780 

Hs.250811 BF432643 

Hs.296356 BF433058 

Hs.76511 BF433353 

Hs. 178703 BF433657 

Hs.222833 BF435098 

HS.293476 BF435621 

Hs.257641 BF436704 

Hs.160980 BF437585 

Hs.258513 BF437915 

Hs. 126594 BF445163 



10819637 AL533532 cDNA 

/done=CS0DN004YJ1 4-(5-prime) 
1 0821 1 93 7k76b1 1 .x1 cDNA, 3' end 

/clone=IMAGE:3481293 /clone_end=3* 

10821538 7h62h05.x1 cDNA, 3' end 

/done=IMAGE:3320601 /clone_end=3' 

1 0822585 hh82b1 0.x1 cDNA, 3> end 

/clone=IMAGE:2969275 /clone_end=3' 

10939563 hypothetical protein FLJ14464 

(FLJ14464), mRNA/cds=(69,3146) 

10940002 7n36d08.x1 cDNA, 3' end 

/clone=IMAGE;3566654 /clone_end=3' 

1 0985700 hypothetical protein (LOC51 234), 

mRNA/cds=(0,551) 
11061818 601809991R1 cDNA,3'end 

/clone=IMAGE:4040470 /clone_end=3' 

11081165 602137338F1cONA,5 , end 

/done=IMAGE:4274048 /clone_end=5' 

11082611 RST2302 cDNA 

1 1 085769 beta-1 ,3-glucuronyltransferase 1 

(glucuronosyltransferase P) (B3GAT1), 

mRNA/cds=(175,1179) 
11087169 7p91fDZx1 NCI_CGAP_Skn1 cDNA 

clone IMAGE:3653139 3', mRNA 

sequence 

1 1 1 28957 SEC22, vesicle trafficking protein (S. 

cerevisiae)-like 1 (SEC22L1), mRNA 

/cds=(1 19,766) 
1 14448O6 v-rai simian leukemia viral oncogene 

homolog B (ras related; GTP binding 

protein) (RALB). mRNA /Cds=(1 70,790) 

1 1445221 mRNA; cDNA DKFZp434Ml 62 (from 

Clone DKFZp434M162) 

/cds=UNKNOWN 
1 1 44551 6 601 435773F1 cDNA, 5' end 

/done=IMAGE:3920562 /done_end=5' 

1 1 445846 AV71 6627 cDNA, 5' end 

/clone=DCBBCH05 /done_end=5* 

11447386 7pD5g01.x1 cDNA, 3' end 

/cione=IMAGE:3645097 /clone_end=3 l 

11447923 hypothetical protein FKSG44 

(FKSG44), mRNA/cds=(126,1520) 

1 1448943 7p07d12.x1 cDNA, 3' end 

/clone=IMAGE:3644999 /c!one_end=3' 

11449991 7p74d12.x1 cDNA, 3' end 

/clone=IMAGE:3651526 /clone_end=3' 

1 1450432 AF1 50421 cDNA /clone=CBNBCG12 

1151 0224 nad21 d1 2.x1 cDNA, 3' end 

/clone=IMAGE:33661 91 /clone end=3' 



HS.174104 BF445405 11510543 
HS.143389 BF446017 11511155 



601 43871 0F1 cDNA, 5' end 
/clone=IMAGE:3923643 /done_end=5' 

7p18a11.x1 cDNA, 3' end 
/clone=1MAGE:3646004 /done_end=3' 



GGGGCTCCCTTCCCGGCTTTGTTTTC 
TCTGGGAGATTTTATTTTACCTAA 
GAAAGTGGAGGGAGTGGACGGGGAG 
GAGACTAGCCAGAGAGGCTCATTAG 

CTTCTCCCCTCTTGCCCTCTGTGGTC 
TGATTTAAAACGAAAAGGTCGGAT 

GGACTTCTGAAATAGAGCTGGCTCCC 
TGGGGTGACAATGTATATATGCAA 

CTGGGTGTCGTGGAAGATGACGAAG 
ATGCTGGGCTGGCAGATGCAGTCCA 
ACCAGGGCTTAAAACCTCAATTTATG 
TTCATGACAGTGGGGATTTTTCTT 

ATTCTCCAACCACAAACAGCACTTCT 
AAAACTAACTTTACTTTCTGCCCA 
GATATAGTCTCCATACCCCATTACCA 
TCTCCCAGCCATTCCCCCTCCAAC 

TG ATACTTTGGTTCTCTTTCCTG CTC A 
GGTCCCTTCATTTGTACTTTGGA 

TAATACTGGAGGGGCTTGAAGAAGG 
CTGTCGTGTTTTGTCACCTGCTTTG 
GTCTTTCCCGTCTTTCTTCCTCACCTA 
TGTAATTTCAGTAGTCTCTCAGC 

AGGAAGAGCCTGCACCTGTGGTGGA 
ACAATCAGGGAAAAGGAAGTCAAAA 

TTTGGAGCTTCTATAGGAGTGGAGAG 
GGGCAGCTCATTGTTGAGAGTTGC 

TGATCTGACTGGAAAACAATCCTGTA 
TCCCCTCCCAAAGAATCATGGGCT 



TCATCCCTTAAACACTCTGTGATGGG 
ATCTTCAGGATCATCTTTTGAAGT 

TGCGTTTGGTTTAGGAATGTGCTTTT 
GTACTTCCACTTGAATAAAGGTGT 

TGCTCAGGGCACATGCACACAGACAT 
TTATCTCTGCACTCACATTTTGTG 
GGTTATTGCTGACACGCTGTCCTCTG 
GCGACCTGTCGCTGGAGAGGTTGG 

CGTTTTCTGAGCATCCGTTGTGCCTT 
AACATTTTCTGCTTGTCCTTTGGG 
CTTCTGAATGCCCGAGTCTTCTCTTT 
TGTGCTCACAAATGCCACCCAATC 

TGCTTACAAGGGTGATTGACCTTGCC 
TTACTCTTTATGTAAATTATGGCA 

CTGGCGTATTACCATTTTGATAGCCT 
CTCTTCAGGCTAGATMGCTGGGG 
CCCTGTATTATTGAAATGTCAGCATA 
ATGACTGGAAGGTGAAATTGGTCC 

ACTGCTGTTGCATGAATAGATGATAC 
AAAGCAAGTGATGAGGTTGGTATG 

TGGAAGAACAAATTCAGACATCATCA 
GTAAGTCTTTAGGGACACAGGGAA 

AGTGAAAACTGGTACAGTGTTCTGCT 
TGATTTACAACATGTAACTTGTGA 

GCCAGAAAGTGTGGGCTGAAGATGG 

TTGGTTTCATGTTTTTGTATTATGT 

TGTCCTCTGAACCTGAGTGAAGAAAT 

ATACTCTGTCCTTTGTACCTGCGT 

CCATTTCCACTACATGCCTTTCCTAC 

CTTCCCTTCACAACCAATCAAGTG 

ACACTTCCCTGAATGTTGAAGAAGAT 

ATGCTATCCATGCAATCCTTGTCG 



HS.295726 BF447885 11513023 

HS. 179526 BF475501 11546328 

Hs.181311 BF478238 11549065 

Hs.179703 BF507849 11591147 

Hs.159673 BF508053 11591351 



integrin, alpha V (vitronectin receptor, 
alpha polypeptide, antigen CD51) 
(ITGAV), mRNA/cds=(41,3187) 
upregulated by 1,25-dihydroxyvitamin D- 
3 (VDUP1), mRNA /cds=(221, 1396) 
asparaginyl-tRNA synthetase (NARS), 
mRNA/cds-(73,1719) 
tripartite motif protein 14 (TRIM 14), 
mRNA/cds=(W230) 

UI-H-BI4-apx-b-11-0-ULs1 cDNA, 3' 
end /clone=lWIAGE:3088845 
/clone_end=3' 
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6161 Table 3A 

6162 Table 3A 

6163 Table 3A 

6164 Table 3A 

6165 Table 3A 

6166 Table 3A 

6167 Table 3A 

6168 Table 3A 

6169 Table 3A 

6170 Table 3A 

6171 Table 3A 

6172 Table 3A 

6173 Table 3A 

6174 Table 3A 

6175 Table 3A 

6176 Table 3A 

6177 Table 3A 

6178 Table 3A 

6179 Table 3A 

6180 Table 3A 

6181 Table 3A 

6182 Table 3A 

6183 Table 3A 

6184 Table 3A 

6185 Table 3A 

6186 Table 3A 

6187 Table 3A 

6188 Table 3A 

6189 Table 3A 

6190 Table 3A 



Hs.158999 BF508694 11591992 



Hs.77542 BF50B702 11592000 



UI-H-BI4-aop-f-09-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:3085601 
/clone_end=3' 

602629438F1 cDNA, 5' end 
/clone=lMAGE;4754432 /clone end=5' 



Hs.1 27311 BF508731 
Hs.144265 BF509758 



11592029 AU 185774 cDNA /clone=B02302-01 3 



11593056 UI-H-Bl4-apg-d-04-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3087390 
/clone_end=3' 
1 1593691 Zb02d05.s1 cDNA, 3' end 

/clone=lMAGE:300873 /done_end=3' 
11593968 UI-H-Bl4-aof-b-08-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3084615 
/clone_end=3' 

Hs.248689 BF512500 11597602 UI-H-Bl3-alw-h-10-0-UI.Sl cDNA, 3' 

end /done=IMAGE:30691 62 
/clone_end=3' 
1 1 598453 6025441 50F1 cDNA, 5' end 

/clone=lMAGE:4666332 /clDne_end=5 , 



Hs.256931 BF510393 
Hs.276341 BF510670 



Hs.1 36375 BF513274 



Hs.300870 BF513602 11598781 



Hs.255340 BF514247 11599426 



Hs.283022 BF514341 

Hs.83734 BF515538 

Hs.1 46065 BF591040 

Hs.30941 BF592138 

Hs.695 BF690338 

Hs.142838 BF732404 

Hs.296317 BF938959 

Hs.182937 BF939014 

Hs.26136 BF940103 

Hs.133372 BF940291 

Hs.304900 BF980139 

Hs.303214 BG054649 



Hs.89104 BG058739 

Hs.1 66982 BG1 49747 
Hs.100293 BG149986 



11599520 

11600717 
11683364 
11684462 

11975746 
12057407 

12356279 
12356334 



mRNA; cDNA DKFZp547M072 (from 
done DKFZp547M072) 
/cds=UNKNOWN 

Ul-H-BW1-ani-h-09.0-UI.Sl cDNA, 3' 
end /clone=lMAGE:3082601 
/clone_end=3' 

triggering receptor expressed on 
myeloid cells 1 (TREM1), mRNA 
/cds=(47,751) 

syntaxJn 4A (placental) (STX4A), 

mRNA/cdS=(66,959) 

AL580165CDNA 

/clone=CS0DJ005YB 1 8-(3-prime) 
calcium channel, voltage-dependent, 
beta 2 subunit (CACNB2), mRNA 
/cds=(501,2318) 

cystatin B (stefin B) (CSTB), mRNA 
/cds=(96,392) 

nucleolar protein interacting with the 
FHA domain of pKi-67 (NIFK), mRNA 
/cds=(54,935) 

mRNA for KIAA1789 protein, partial 
Cds/cdS=(3466,4899) 
peptidylprolyl isomerase A (cyclophilin 
A) (PPIA), mRNA/cds=(44,541) 



12357423 hypothetical protein MGC1 41 56 

(MGC14156), mRNA/cds=(82.426) 
1 235761 1 AF1 501 27 cDNA /clone=CBCBGA01 

12347354 602288147F1 cDNA, 5' end 

/clone=IMAGE:4373963 /clone_end=5' 

1 251 1 436 7o45b01 j(1 cDNA, 3' end 

/clone=!MAGE:3576912/clone end=3* 



Hs.8258 BG054966 12512220 

Hs.179661 BG056663 1 2521375 

Hs.56205 BG057282 12522612 

Hs.3709 BG057892 12523835 

Hs.5122 BG058599 12525258 



cDNA FLJ 14737 fis, clone 
NT2RP3002273, weakly similar to 
SCD6 PROTEIN /cds=(77,1468) 
Homo sapiens, tubulin, beta 5, clone 
MGC:4029 IMAGE:3617988, mRNA, 
complete cds /cds={1 705,3039) 
insulin induced gene 1 (INSIG1), 
mRNA /cds=(4l4,1 247) 
low molecular mass ubiquinone-binding 
protein (9.5KD) (QP-C), mRNA 
fcds=(77,358) 

602293015F1 cDNA, 5' end 
/done=IMAGE:4387778 /clone end=5 l 



12525527 602590917F1 cDNA, 5* end 

/done=IMAGE:47l7348 /clone_end=5' 

12661777 phosphatidylinositol glycan, class F 
(PIGF), mRNA/cds=(67,726) 

12662016 O-iinked N-acetylglucosamine 
(GlcNAc) transferase (UDP-N- 
acetylglucosamine:polypeptide-N- 
acetylglucosaminyl transferase) (OGT), 
mRNA /cds=f2039,4801) 

529 



-1 ACTTGTGTTTGAACCACTTCTGCTTC 
CTCTTTAACCTGAGATGCACACGT 

-1 ACATTCTCTCATTTTGCTGAAGCTGAT 
TTGATTGGGTGTCTGTTTCTCGC 

-1 TGACAGAATGAACTGGAAATGAAATC 
CCACAGTTATGATCGTAGTAGAGT 

-1 AAGTACAGATGCCATCCCGGTGCTGT 
GATCTTCCAGCCATTCTCCATTTC 

-1 ACTGCCAATCTGATTTAAAATTCTCCA 
AGCTTAATTCTGTGCAACAAACA 

-1 GCCTGTTGTTCTGTTTATCGCCCTAT 
TTTACAAAACTGATTCTGACCTGG 

-1 AACTGGCATTGCTAAGCCCCAGAAAA 
ATGTATTTAGTGGAACAGATGAAA 

-1 ACACTAGGTCCTTTTATACCTGTGCC 
TTTACGTTCGTTTTCCTGATTGCA 

-1 AATACAGATTCATTTTATTTAAGCGTC 
CGTGGCACCGACAGGGACCCCAG 

-1 AGTTCATCCCCTTTCAGAAGCTGTTT 
GCTCTTGGCTCATTAAACCTGTGA 

-1 GCCTCTTTTCCTGTATCACACAAGGG 
TCAGGGATGGTGGAGTAAAAGCTC 

-1 TGTTAGGTGGCCTCTGCATACCTATG 
GGAACTCAGTGATGTAATGCAAAG 

-1 CTGGGGCCGTAGCAAAAATCATGAAA 
AACACTTCAAC GTGTC CTTTCAAT 

-1 TGCCAAGTCAGCAGATTTGCTTTATG 
AATTACAGGGACTAGAAATGCCCA 

-1 TTGCATGTCTCTTCCTAAATTTCATTG 
TGTTGATTTCTAATCCTTCCCGT 

-1 AGAGTGAGAAGGCAGTTCCAGTTTTA 
GCACAGATTTGTTTATGTGTTCAG 

-1 GAAGTGACACTGACTGTATCTACCTC 
TCCTTTTCTTCATCAGGTGTTCCT 

-1 TCCCTGGGTGATACCATTCAATGTCT 
TAATGTACTTGTGGCTCAGACCTG 

-1 AATTCCAAAGGAGTGATGTTGGAATA 
GTCCCTCTAAGGGAGAGAAATGCA 

-1 AGCCCCTCCACCCCACCCAGTACTTT 
TACAATGTGTTATTAAAGACCCCT 

-1 CCATC CTTG AG AAATGTG G G CAC CAA 
GTCCATAATCTCCATAAATCCAAT 

-1 CGTTGCATTTTCACATTTGTGTGGCA 
GGACAAGCATGGGGCAAGAGGGAC 

-1 TATGAGTTTATGCGTTTTCCCAGCCC 
TCCGAATCACTG ACTGGG GCGTTT 

-1 TTGAAAAGATGACATCGCCCCAAGAG 
CCAAAAATAAATGGGAATTGAAAA 

-1 TGCACTCTACCAGATTTGAACATCTA 
GTGAGGTTCACATTCATACTAAGT 

-1 TGGTGATATCTGCTTAGATTTCCCTG 
TATCTTTGCTGCCCTCCTTCAAGT 

-1 AGTTGGAGCTATCTGTGCAGCAGTTT 
CTCTACAGTTGTGCATAAATGTTT 

-1 CGTGGGAGGATGACAAAGAAGCATG 
AGTCACCCTGCTGGATAAACTTAGA 

-1 GTGGTTTGGTCAGCATACACACTTCT 
C ATTTC ATTTG ATGTAC AC AG CCA 

-1 ACCTGGGATTTCATTTCTGCTGAAAG 
AAATAGGAAGAACAGGACTCACTT 
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Hs.198427 BG150273 12662303 

Hs.313610 BG1 50461 12662491 

Hs.184456 BG230563 12725596 

Hs.89104 BG231557 12726664 



Table 8 

hexokinase 2 (HK2). mRNA 
/Cds=(1490,4243) 
7k01d08.x1 cDNA, 3* end 
/clone=lMAGE:3443006 /clone_end=3' 

hypothetical protein (LOC51249), 
mRNA/cds=(0,611) 
60259091 7F1 cDNA, 5' end 
/clone=IMAGE:4717348 /clone_end=5' 



Hs.152925 BG231805 12726934 
Hs.89104 BG231961 12727100 



mRNA for KIAA1268 protein, partial 
cds/cds=(0,3071) 
602590917F1 cDNA.S'end 
/clone=lMAGE:4717348 /clone_end=5' 



GGGTGTGATGAATAGCGAATCATCTC 
AAATCCTTGAGCACTCAGTCTAGT 
AGCTTTCACCACCTCGCAGTTGTAGA 
GATAGTCCCCGAAATATTATTCCA 

GTGTGAAGTGACAGCCTTGTGTGTGA 
TGTTTTCTGCCTTCCCCAAGTTTG 
TTGTTTTAACAACTCTTCTCAACATTT 
TGTCCAGGTTATTCACTGTAACCA 

TAAGTGGATTGGCAGACTCCTTGTTG 
CTTAAGAGTGGCTTTCTAGGCAGG 
TTGTTTTAACAACTCTTCTCAACATTT 
TGTCCAGGTTATTCACTGTAACCA 

GCCAGTCTCTATGTGTCTTAATCCCT 
TGTCCTTCATTAAAAGCAAAACTA 

GTCTTTCCCGTCTTTCTTCCTCACCTA 
TGTAATTTCAGTAGTCTCTCAGC 

GGTCCACTCTCACTCTTTCTCTGCTG 
TTGCAAATACATGGATAACACCGT 

CATTCAGTATTTATTGGGAAGACTTG 

TCAAGCACCATGATAAGTGGTGGA 

AGAGGGGGAAGGACTTACATGACAT 

CCTACTGGGAATTTGCTAGAAACCA 

CTGGTGAAGCTGACTCCCCAGGTAAA 

GAGATATCAGCTCTGCTTCAGACT 

TTGCTTCTTCCTGCTTTATAGAGTTCC 

CGTAAAATACCCTTCACCCTGGC 

TCTGACCTCCGTGACGTTTATTACCA 

GCTGATGTCCCGTACACTGATTTCA 

GGGAAGGGTCAGCAACGATTTCTCA 

CCAAATCACTACACAGACACAAAGG 

ACCACTAAATGGTTACACTACACCAA 

GACACTAAAATGGCAGGGAGCCCT 

AAATTCAAATCACCCTTGATACCCAC 

TTCTTTCTCCCACCCAAATCTGAT 

ACCATATCGTGCAAAATGTAATATGG 

AATTTCCAAACATCAATGAAGGGAT 

AATAAGTACCGTATATAAACACTTCTC 

TTTCTCTCCTCCACAATGGCACG 

AGCATCACTCTTAGAAGAAGCAACTC 

CTTCCCTTGATTCTGTGTATTTGG 

TCAACCCAGAATCTATAATGTATGAA 

ATAAATTAATAGAGAACCCAACAGAT 

C 

AAGGTCTCCATCTAACAGGTAGAGCA 
GTTGGTGCAGATGAGATGAGCCTG 
GGTGATGATACCACCTCCAATGAACA 
GGGAAGCAAGTTCATCAGTCAACA 

AGCTGTTGGGGCTGCACTGAGCTGC 
AAI I I I I AACATGG ATTTATAACTT 



AAGGAATTTGTTTTCCCTATCCTAACT 
CAGTAACAGAGGGTTTACTCCGA 

CGCACACATTTTCTGTATGGACAAAT 

CCTGGATTGGCTTCGTTATTTGGT 

GGTAATGAAACAATCATCCAGTTAAC 

AATCAGCAAGGTTCTTCAGAGCCT 

TGGAAGAGTGGACTGAAGAAAGAACT 

TATACTCTCCCTCCTCTAAAATTGA 

TCCTGGGCTATTGGCTTTATGATATC 

TTTTGAGAAACAGGATTTTCACTT 

AC CTTTTAAG G ATGTCTTATTTCC AC C 
CCAACTCTCCACTCCATTTTAGT 
GAACCTTCAAAACTGTCACTTTGAGT 
TCCAGAAGAGTCCTTCAGCATCTT 



GTATTTGGGCTTCTCCAAGCAGATCA 
CGCAGACGACGGTGCTACATTTGA 
CAAGCATACTGGTTCTTTCCAAGCTC 
ACTGTTCTCACCACACGGCCCCAC 



Hs.337986 


BG235942 


12749789 


Homo sapiens, clone MGC:17431 -1 








IMAGE:29B4863, mRNA, complete cds 








/cds=<1 336, 1494) 


Hs.3353 


BG236015 


12749862 


beta-1,3-gtucuronyltransferase 1 -1 








(glucuronosyltransf erase P) (B3GAT1), 








mRNA /cds={175, 1179) 


Hs.75703 


BG236084 


12749931 


small inducible cytokine A4 -1 








(homologous to mouse Mip~1b) 








(SCYA4), mRNA/cds=(108,386) 


Hs.5146 


D19756 


500072 


HUMGS00712 cDNA, 3* end -1 








/clone=mm0970 /clone_end=3' 


Hs.237971 


D19770 


500086 


hypothetical protein MGC5627 -1 








(MGC5627), mRNA /Cds=(72, 584) 


Hs.30709 


D2D225 


501322 


HUMGS01 199 cDNA, 3' end -1 








/clone=pm0860 /clone_end=3' 


Hs.30731 


D20378 


501474 


HUMGS01 352 cDNA, 3' end -1 








/c!one=pm2943 /clone_end=3* 


NA 


020425 


501521 


HUMGS01399 Human promyelocyte -1 








cDNA done pm1281 3\ mRNA 








sequence 


Hs. 229 071 


D20458 


501554 


HUMGS01432 cDNA, 3' end -1 








/clone=pm1 542 /clone_end=3' 


Hs.330221 


D20465 


501551 


HUMGS01439 cDNA,"3' end -1 








/c!one=pm2194 /clone_end=3* 


Hs 92440 


D20522 


501618 


HUMGS01497 cDNA,"3' end -1 








/clone=pm1 507 /clone_e^d=3 , 


Hs.90165 


•D20538 


501634 


HUMGS01 51 3 cDNA, 3' end -1 








/clone=pm1504 /clone_end=3' 


Hs.90171 


D20572 


501668 


HUMGS01 547 cDNA, 3' end -1 








/clone=pm1503 /clone_end=3' 


Hs.30766 


D20726 


504546 


HUMGS01 703 cDNA, 3' end -1 








/clone=mp0664 /clone_end=3" 


Hs.5316 


D20846 


504666 


HUMGS01827 cDNA, 3* end -1 








/clone=mp0825 /clone_end=3 r 


Hs.30793 


D20888 


504708 


HUMGS01869 cDNA, 3' end -1 








/clone=mp0836 /clone_end=3' 


Hs.292590 


D59502 


960608 


602626586F1 cDNA, 5' end -1 








/clone=IMAGE:4751396 /clone_end=5* 


Hs. 119274 


F13765 


758015 


RAS p21 protein activator (GTPase -1 








activating protein) 3 (lns(1 ,3,4,5)P4- 








binding protein) (GAP1IP4BP), mRNA 








/cds=(46,2550) 


Hs.238797 


H07915 


872737 


602081 661 F1 cDNA, 5' end -1 








/clone=IMAGE:4245999 /clone_end=5' 


Hs.11307 


H09541 


874363 


RST29274 cDNA -1 


Hs.187908 


H69141 


1030426 


EST375312 cDNA -1 


Hs,1 17005 


H71236 


1043052 


sialic acid binding Ig-like lectin 5 -1 








(SIGLEC5), mRNA/cds=(142,1797) 


NA 


H78395 


1056484 


yu12f03.s1 Soares fetal liver spleen -1 








1NFLS cDNA clone IMAGE:233597 3' 








similar to contains Alu repet 


HS.38S64 


H80108 


1058197 


IL0-MTO152-061100-501-e04 cDNA -1 


NA 


H92914 


1099242 


yt94g03.s1 -1 








Soares _pmeal_gland_N3HPG cDNA 








clone IMAGE:231988 3', mRNA 








sequence 


Hs.2210 


L40410 


703109 


thyroid receptor Interactor (TRIP3) -1 








mRNA, 3' end of cds /cds=(0,458) 


Hs.2200 


L40557 


705359 


perforin 1 (preforming protein) (PRF1), -1 








mRNA/cds=(0,1667) 



530 
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6224 


Table 3A 


Hs. 198726 


M24069 


181483 


vasoactive intestinal peptide receptor 1 












<V1PR1), mRNA /cds=(56,1543) 


6225 


Table 3A 


Hs.132911 


N20190 


1125145 


MR2-OT0079-290500-007-b03 cDNA 


6226 


Table 3A 


Hs.323950 


N23307 


1137457 


zinc finger protein 6 (CMPX1) (ZNF6), 












mRNA /cds=(1 265,3351) 


6227 


Table 3A 


Hs.32250 


N30152 


1148672 


yx81f03.s1 cDNA, 3' end 












/clone=IMAGE:26B157 /clone_end=3' 


6228 


db mining 


Hs.44512 


N33584 


1153983 


yv21f11.s1 cDNA, 3' end 












/clone= IMAGE: 243 405 /clone end =3' 


6229 


Table 3A 


Hs.3353 


N35787 


1157929 


beta-1,3-giucuronyltransferase 1 












(glucuronosyltransferase P) (B3GAT1), 












mRNA /cds=(175 11791 

fill \l Vf \ f S^\J <J \ l 1 w, 1 | 1 \J J 


6230 


Table 3A 


Hs.38218 


N39230 


1162437 


602569369F1 cDNA, 5' end 












/clone=IMAGE:4693744 /clone_end=5' 


6231 


Table 3A 


Hs.236456 


N49836 


1191002 


602287745T1 cDNA, 3' end 












/clone=IMAGE:4375067 /clone_end=3* 


6232 


Table 3A 


Hs.1 14453 


N58052 


1201942 


601880526F1 cDNA, 5' end 












/clone=IMAGE:41091 19 /clone_end=5' 


6233 


Table 3A 


Hs.334731 


N58136 


1202026 


Homo sapiens, clone IMAGE: 3448306, 












mRNA, partial cds /cds=(0,2353) 


6234 


Table 3A 


Hs.205555 


N72600 


1229704 


za46f08.r1 cDNA, 5" end 












/clone=IMAGE:295623 /clone - .end=5' 


6235 


Table 3A 


Hs.256931 


N80578 


1243279 


zbO2d05.s1 cDNA, 3' end 












/clone=IMAGE:300873 /clone_end=3' 


6236 


Table 3A 


Hs.303018 


N94511 


1266820 


zb80g04.s1 cDNA, 3* end 












/done=IMAGE:309942 /clonej3nd=3' 


6237 


db mining 


Hs. 11 8964 


NM 017660 


8923093 


hvnnfhptir^l orofpin FLJ70Dfi5 












(FU20085), mRNA/cds=(62,655) 


6238 


Table 3A 


Hs.1 1594 


R12665 


765741 


yf40a04.s1 cDNA, 3' end 












/cfone=IMAGE'1 29294 /cionp end=3' 


6239 


db mining 


Hs.1 08082 


R40823 


821181 


602068988F1 cDNA, 5' end " 












/done=IMAGE:4067972 /done_end=5' 


6240 


db mining 


Hs.94881 


R50838 


812740 


602387586F1 cDNA, 5' end 












/cfone=IMAGE:4516388 /clone_end=5' 


6241 


Table 3A 


Hs.94881 


R50838 


812740 


602387586F1 cDNA, 5' end 












/clone=lMAGE:4516388 /cfone_end=5' 


6242 


RG 


Hs.92004 


R52541 


814443 


HSU55967 cDNA /clone=39883 




housekeeping 












genes 










6243 


RG 


Hs.26766 


R60313 


831008 


60227071 6F1 cDNA, 5* end 




housekeeping 








/clone=IMAGE:4359027 /clone_end=5» 




genes 










6244 


db mining 


Hs.330530 


T25714 


563034 


ESTDIR309 cDNA, 3' end 












/clone=CDDIRX9 /clone end=3* 


6245 


db mining 


IMA 


T25727 


563047 


ESTDIRX51 CD34+DIRECTIONAL 












cDNA clone CDDIRX51 3\ mRNA 












sequence 


6246 


db mining 


Hs.7569 


T26893 


567784 


ESTOIR465 cDNA, 3' end 












/clone=CDDIR465 /cbne_end-3' 


6247 


rib mininn 

Uu 11 III Ml |U 






567794 


ESTDIR551 cDNA. 3' end 












/c)one=CDDIR551 /clone_end=3' 


6248 


Table 3A 


Hs.1 85675 


T98171 


747516 


QV2-ENQ098-010201-603-a05 cDNA 


6249 


Table 3A 


Hs.58066 


W72392 


1382348 


602389077F1 cDNA, 5' end 












/clone=lMAGE:4517875 /done_end=5' 


6250 


Table 3A 


NA 


W86427 


1400194 


Zh61c11.s1 












Scares JetalJiver_spleenJNFLS_S1 












cDNA clone IMAGE:416564 3', mRNA 












sequence 


6251 


Table 1 


NA 


AA1 35584 


1697794 


zn95b02.s1 Stratagene fetal retina 












937202 cDNA clone IMAGE;565899 3', 












mRNA sequence 


6252 


Table 1 


NA 


AA431959 


2115567 


zw77a03.s1 Soaresjestis NHTcDNA 












clone IMAGE:782188 3', mRNA 












sequence 


6253 


Table 1 


NA 


AA482019 


2209697 


zu98e04.s1 NCI_CGAP_GCB1 cDNA 












clone !MAGE:746046 3\7nRNA 












sequence 


6254 


Table 1 


NA 


AA524720 


2265648 


ng42e03.s1 NC!_CGAP_Co3 cDNA 












clone IMAGE:937468 3', mRNA 



sequence 



TCCATATCCATTTCTGACGTTGAACC 

ATTTGACAGTGCCAAGGACTTTGG 

AAGCCTG I 1 1 I I CACTCTAAAAATTCA 

AGAGGACACGCTAAGAACGATCA 

CCTCAGCTTCCAACTCTGATTCCAGG 

ACAGGATGGAAAACCTTTGGACAG 

GCGCACATGGCTATTTTGATACACAA 

AGTTGTGTTTGCTACTTTAGAAGC 

AACTC ACG AC AATTG CTACAAAAC AC 

CAGGGAGGGGC I I I 1 1 GTGTI I IT 

GTCTTTCCCGTCTTTCTTCCTCACCTA 

TGTAATTTCAGTAGTCTCTCAGC 

GCCCTGGTATGTATGCC7TTCTCTCC 
TACTGTCTAATAGCACCTCGTAAA 

AAGAAACCGTGGAAGATACTGGTTTA 
TTTCAAATGAGCAGAGTATGTTGT 

CCACCTCTTCTGACATGAATGTAGCA 
TAAGTTAGCAATCGGTTCTTCCAA 

AGGTTCCCTTTCAAATAAAGATAAAG 
AATTTGACTTGGGACACTGCCAGA 

GGCTGGCCTCATTTTGAAAAGTTAGT 

ACAATTTTCTTCAGTGCTAACTTG 

ACTCCAGAACGTCAGAAATGGTGTAG 

CAGAATGAATTCTGTTATAAGGAA 

CTGTTCGAAAGTTGGAGACTGCCTGT 

ACCCAGGTTGATAGTCAATTGTTT 

CCACCTTGAGCGCCTTCTTCTGGTTG 

GTTGTCATGCAGTTCTCACACATG 

ACCCTTCCCCI I 1 1 I CATATCCTTTCT 

TCAAAAATCTAAATGATGTGCCT 

AGTTCCAGGAGGTGGTTTTAAATATT 

GGATGAAAACTTACAGGCTGTTTT 

ACAATACATTTACAAAGCCATCTTTAC 
ATGCATTAAACGAGGGCTACAAC 

ACAATACATTTACAAAGCCATCTTTAC 
ATGCATTAAACGAGGGCTACAAC 

GGCCTGAAGAAGGAGATAAGTGTTC 
CATTCGGCAACATAAGAGAAGTTAA 

TCCATCCCAAAGGAGAGCTACTGTAC 
TGACTGTACTTGTGGAATGCAGCG 

ACCCACCACTCTCAGGACCACCTGAA 
GGCAGAATAAACCGGATCCTGTTG 
AAATTGTGTGAGAAGGCTGATAAACG 
TCTGTGGTTTCTCCCTGTGCTATT 

GCTGGGCTTCTGCAAAATTATAAAGT 

TGCTTTATTAAATTCATACATGCGG 

AGCTGATTCATTCATTCTATGTGTGC 

CACTAAATAAAGAGATTGAGCAAGT 

CTTGAAGCTGTGTTGGTGGCCTGTGA 

CCTTCCAATGCAATCTAGACTGTG 

CTCATACACTTCTCAGCCTCAGCACC 

TAACCCTCACACAACACTCCAGTA 

TGAGTATTGTTGTGGGGGCGGGTAT 
GTCTGTATATAAATCTGTGCAGCCA 



AACATATCCAGGGAGGACAAACTCTG 
GGCTGGACAATGTATCCACAAGGG 

AGAGCAAGTCTCAGAAATAATGCTGT 
ATCTACACTGTCATGTATTTGCCA 

ACCACCAGCTATTTGTAATTCCTTCTT 
CTAAGGCATAGTGAAAACTTGCT 

GGACGGTTGGCTGAATGGCAACAGT 
GATGGAATATTTATATTTAGCCACA 
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6255 Table 1 

6256 Table 1 

6257 Table 2 

6258 Table 1 

6259 Table 1 

6260 Table 1 

6261 Table 1 

6262 Table 1 

6263 Table 1 

6264 Table 1 

6265 Table 1 

6266 Table 1 

6267 Table 1 

6268 Table 1 

6269. Table 1 

6270 Table 1 

6271 Table 1 

6272 Table 1 

6273 Table 2 

6274 Table 1 

6275 Table 1 

6276 Table 1 

6277 Table 1 

6278 Table 1 

6279 Table 1 

6280 Table 1 

6281 Table 1 

6282 Table 1 

6283 Table 1 

6284 Table 1 

6285 Table 1 



Hs.57787 AA588755 



NA 



M628833 



Hs.180669 AA633203 

Hs. 239489 AA639796 

Hs.29282 AA748714 

Hs.1 11554 AA806222 

NA AA806766 

Hs.226755 AA909983 

Hs.50252 AA984245 

Hs.53542 AI084224 

Hs.135167 AI091533 

Hs.11637 A1275205 

Hs.8724 AI298509 

Hs.142838 AI299573 

Hs. 100555 AI352690 

Hs. 1081 24 A1362793 

HS. 134342 AI363001 

Hs. 192427 AI380016 

Hs. 158976 AI380390 



NA 



AI392705 



, Hs.76239 AI393970 

Hs.79968 AI419082 

Hs. 121 973 A1458739 

Hs.342008 AI498316 

Hs.194054 A1523854 

Hs.14623 AI571519 

Hs.278554 AI627495 

Hs.17132 AI633798 

Hs.4283 AI651212 

Hs.324507 AI678099 

Hs.90744 A1684022 



2402486 602381 381 F1 cDNA, 5' end 

/done=IMAGE:4498845 /clone_end=5' 

2541220 af37g04.$1 

Soares tota!Jetus_Nb2HF8_9wcDNA 
clone IMAGE: 1033878 3\ mRNA 
sequence 

2556617 OS-4 protein (OS-4) mRNA, complete 

cds/cds=(305,1156) 
2563575 TIA1 cytotoxic granule-associated RNA- 

binding protein (TIA1), transcript variant 

2, mRNA /cds=(1 85, 1345) 
2788672 mitogen-activated protein kinase 

kinase kinase 3 (MAP3K3), mRNA 

/cds=(33,1963) 
2874972 ADP-ribosylation factor-like 7 (ARL7), 

mRNA/cds=(14,592) 
2875516 Ob91d04.s1 NCI_CGAP_GCB1 cDNA 

clone IMAGE:1338727 3', mRNA 

sequence 

3049273 RC1-UT0033-250800-022-h02 cDNA 

31 62770 mitochondria! ribosoma! protein L32 
(MRPL32), mRNA/cds=(46,612) 

3422647 chorea-acanthocytosis (CHAC) mRNA, 
complete cds /cds=(260,9784) 

3430592 AV71 2376 cDNA, 5* end 

/clone=DCAAND1 2 /clone_end=5' 

3897479 602388093F1 cONA, 5' end 

/clone=IMAGE:4517086 /clone - end=5 l 

3958245 serine threonine protein kinase (NDR), 

mRNA/cds=(595,1992) 
39591 58 nucleolar protein interacting with the 

FHA domain of pKi-67 (NIFK), mRNA 

/cds=(54,935) 
4089896 DEAD/H (Asp-Glu-Ala-Asp/His) box 

polypeptide 1 8 (Myc-regulated) 

(DDX18), mRNA /cds=C71, 2083) 
4114414 cDNA: FLJ23088 fis, clone LNG07026 

/cds=UNKNOWN 
41 14622 mRNA for LanC-like protein 2 (Iand2 

gene)/cds={186,1538) 
41 89869 602296277F1 cDNA, 5' end 

/clone=IMAGE:4390770 /c!one_end=5' 

4190243 UJ-H-Bf2-ahi-a-03-0-ULs1 cDNA, 3' 

end /c!one=lMAGE:2726692 

/done_end=3' 
4222252 tg23b03.x1 NCl_CGAP_CLL1 cDNA 

clone IMAGE:21 09581 3', mRNA 

sequence 

422351 7 hypothetical protein FU20608 

(FU20608), mRNA /cds=(81 ,680) 
426501 3 splicing factor 30, survival of motor 

neuron-related (SPF30), mRNA 

/cds=(0,716) 
4311318 602428025F1 cDNA. 5' end 

/clone=IMAGE:4547239 /clone J2nd=5* 

4390298 Ul-H-BI1-aeq-b-02-0-Ul.s1 cDNA, 3' 
end /clone=!MAGE:2720186 
/clonej5nd=3' 

4437989 HA0669 CDNA 

4534893 Interferon, gamma-inducible protein 30 
(IFI30), mRNA/cds=(40,951) 

4664295 chromobox homolog 3 (Drosophila HP1 
gamma) (CBX3), mRNA /cds=(11 1,662) 

4685128 602326676F1 cDNA, 5' end 

/clone=IMAGE:4427970 /clone - end=5' 

4735191 602621616F1 cDNA, 5' end 

/c!one=IMAGE:4755315 /clone_end=5' 

4888281 hypothetical protein FU2098B 

(FLJ20986), mRNA /cds=(1 82,2056) 

4895316 proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 11 (PSMD11), 
mRNA /cds=m,1 268) 
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AGGTTGTTATCAGGTGGCACAAATTA 
AATCCATCTTGAAGACTTCACACA 

GACTCGTTACGCCGTAGTTTGTCCTA 
TCTTGTTTATCAAATGAATTTCGT 



AGAGCTATGGGTGCTACAGGCTTGTC 
TTTCTAAGTGACATATTCTTATCT 
ACCCTTATAAACCAGAGCCCAGGAAA 
GACAGCTCGAGTGTATAATTCTCT 

AGCTCCTCCCTCTCAACACCCAGTTT 
CCTTGGGAGTTGTCATTAAAGGAA 

GCTGTAATTCTCTGTCTCATCATCCTT 
CTCTTTTGTTTCCATAGCCTTTT 
TCGCTTTCTAACTGATTCCATTCCAC 
CATGTCAGATACTCCTGGGCTGCT 

ATCCAAGCTTTAATTCTG CCATCTCA 

GAATGGTGATAAACCATTTCTCCC 

TCAGCCAACCTGAATCTGGTATCTTT 

ACTTAAACACAGCAGTTGTAGTTA 

TCAATAGTTGTGAAATTCTTCTCAGG 

CTCCTTAAACCCTCGCTTTGTTGT 

AGAGGCA4CACTTAAACACTAGGGCT 
ACTGTGGCATCTATGTAGACAGGA 
TGACTTTCAGGAATGTCAGCATTGAC 
CTCTCCTTGCCACTGTTACTCAGC 

TCTCAAGAGAGAACGCCACAGCAGA 
GAGACCCAATCCGCCTAAGTTGCAG 
AGAGTGAGAAGGCAGTTCCAGTTTTA 
GCACAGATTTGTTTATGTGTTCAG 

GGGGTAGGAAGAGGATGGAATTGAG 
ATGTTTGAGCCTCATTTACATCAAT 

GCTCGCTACCAGAAATCCTACCGATA 
AGCCCATCGTGACTCAAAACTCAC 
GACGCGCACACACCTTG AGTG ACAG 
CGACCTCTTCTCTACAGGTTTTCCC 
ACTTCCCCTTTAGGTATCCCTGGAGT 
' AATAATGACAACAAAATTCACTGC 

GTCCTTTGATAGCAGAACAAGAGGCT 
CTGTGATCCTCTGGACCTCAGATT 

TGCAGGCTCATTGTGCTCCTTCTTCT 
GGGTTTCAATTGGATTTCAGTCCT 

GAGGACTGGGACCGTGATTCCACTA 
ACCGGAAACCGTCGCCTTTCGGGCC 
GGATGTGTGATGTTTATATGGGAGAA 
CAAAAAGCTGATGTATAGCCCTGT 

CCTGCAACAGCTAAGGCCAAGCCAA 
ACTTACCGTGGACTCAAACACTTTG 

GCCAGAATGGTACAGAGTGGAGGGT 
GTTCTGCTAATGACTTCAGAGAAGT 

GACAAAATAGTTACCTATGCTTTCCTT 

CTGGCACCCCGAATGTACGCAGG 

AAGCCCAGATACACAAAATTCCACCC 

CATGATCAAGAATCCTGCTCCACT 

TGCTGAAAGTGGTCCCAAAGGGGTA 

CTAGTTTTTAAGCTCCCAACTCCCC 

GCAACTGTTTTCTAGGACATGTTTAC 
TAGAACTACTTTAAGTATGCTGTGC 

ACAGTTACTTTGGAGCTGCTAGACTG 
GTTTTCTGTGTTGGTAAATTGCCT 

CGCCAGAGGTCAGAACATGTCTATTT 
TGAATTGGATCGTTACAAATGAGC 
TTCTGACACGATTACACAACGAGGCT 
TTAATGCCATTTGGGTAGGTGAGC 
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AI688560 


4899854 
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He 17770R 
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R9RR 
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v voc 1 Vamani ifhi ear/v^ma viral 












reiaicu oriLAjyciic fiuiiiuiuy ^li in/, 
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Table 1 


He 9QQRR? 
rib. t5300J 


Al7d?RRn 


R1 una 


hvnoJhpHcal nrntpin FLJ23399 
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Table 1 


He 14*173 
no. ino/ o 


/A) / OUJJJ 


R 176090 


vx96h1 1 r1 cDNA 5' end 












/Wrkno-IMARF^R'JCll? /Hnno PnH-R' 
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Table 1 


ni.Ju 10/ 


rtl 1 QJ 1 UO 


R9^1RR9 


I icpatuuy its i lULiicai iciuiUi o, yaiiiiiia 












^niNrOO;, ITirvlNM /CUb— ^U, IU40/ 




i auie i 




AIBU404/ 


OobcSUiy 


UlKlMA I0T L»AoM aipMa pi 0161 fl 












/CUO - ^*rOI, Wt-O) 


6293 


I dUI" i 


He 9RR4R 


AIRmnRR 

rtlOUOUOJ 


R1RflR^7 

900030/ 


tdmnrnonrncic far'inr fpfor^trtr 
luiTlOr llcClwblb loLrlU! IcUcUlUI 












superfarnily, member 5 (TNFRSF5), 
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Table 1 


MA 

NA 


AJ807278 


5393844 


WT3on03.Xl b0areS_NrL_l_t3DU_ - o1 












CDNA Clone IMAGE:2357909 3', mRNA 












sequence 
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Table 1 


nS.4<;UooU 


A IDDflCn? 

AlobuoU/ 


• 5554656 


1>M ni| Ji A ,A MptKIA Ct nnrl 

ymsiuii-n cuima, o eno 












/clone=IMAGE: 166293 /clone.end^S 1 
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HS.23096 


AI884671 


5589835 


602254146F1 cDNA, 5' end " 












/cione->iiviAbt.4o4bD 1 <db /cione_ena-o 


R9Q7 


Tahlo 1 


He 170^0,1 


A1Q17R49 


ooo/4y/ 


wiOiun.xi curMM, o ena 
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/cione— iiwiMvjp.zoaoo/ / /cionu__enu— o 


R9QO 


Tahlo 1 


He 1fln44R 


AlP^flRn 
nls'JOu I O 


0/ **UO£0 


imporun ueid buuuriu riirvJxM, cumpicie 












CuS /CuS-(oo/ ,4yo/J 


R9QQ 


Tahlp 1 
I auie I 


He 7RR7 

MS./ 30/ 


Al Ptl9nR1 


0441440 


Pt^RnR-hinrltnrt nmfptn R /Fk'PP^^ 












mKIMA /cas-^ioo,io4o) 


6300 


Tahlo 1 


He 


Al 1?Ret9Q 
ML. 1004-iS? 


DOOO I IU 


mRKJA fnr PI innnRO nrntpin narfial 












cas /cas-(o4,i in; 


OOU I 


Tahlo 1 


He ill -^/t 
nS. IOI44 


A I R910Q7 


i4/o4oyu 


MCPPIRn nrr»totn /HQDf^lR^ mPMA 

norUiDU proiein ^norLnouj, mniNA 












/CuS-(53,514) 
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Tahlea 1 
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MS. 400/ U 


AL09U40U 


14oYU441 


AL04U4DU CUIMA 
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Tahlea 1 
t auie i 


He 1R7979 
nb. IDOZOi 


Al 5R1RQ9 


izyuy/ /4 


nypoiiieiiuai protein tljz^ooo 












/PI I99R7R\ mRMA /rrle— M 9 47R\ 


R^n4 

©ou*t 


Tahlo 1 
i auie i 


He RnR7 


A I R7RQ7R 
nuO< OS/ O 


14y40OO0 


MLO/ oy/O CL/INM 












/cione-CSQDKOl 2YN01 -(3-pnme) 


r'shr 

DOUO 


Tahlo A 

i aoie i 


ns. lyo^yo 


Al KQOOC/I 
AL0O4O04 


12950250 


SWI/SNF related, matrix associated, 












actin dependent regulator of chromatin, 












subfamily a, member 2 (SMARCA2), 












mRNA/cds=(297,5015) 


ftone 
OOUD 


■ aoie i 


ns.lul o/U 


ALOoooyi 


12952309 


ALOoooyl CUNA 












WnMO-PQnni C119VA19 nr?ma\ 
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Tahlo 1 

I aDie i 


He '3891ft 
nS.oo4 i a 


Hvooyooo 
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ouzooyooyri cuina, o ena 












/clone— iwiAoc. 4oy 0/44 /cione_enrj-o 
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Table 1 


Hs.301704 


AW002985 


5849991 


eomesodermin (Xenopus laevis) 












homolog (E0MES), mRNA 












/__l, /a oncft\ 
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Table 1 


NA 


AWn971R0 




uw+79hnft v1 ^naroc ♦hvmne WHPTh 












/.DMA rtnnP !R/1A/^P-9R1 9Q.R'* ^* elmilar 












to contains rvu lepeuuve eierne 
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Tahlo 1 
1 dUle 1 


He RQ4'*'* 




OU40oy4 


a i r-Dinaing cassene, suD-Tamiiy i./ 












(Ur i K/MKrj, memuer i ^ADULri;, 












transcript variant 1 , mRNA 












/cds=(196,4791) 
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Table 1 


Hs.335449 


AW136717 


6140850 


UI-H-BI1-adm-a-03-0-UI.Sl cDNA, 3* 












ena /cione-iiviAufc:.4/i /uy4 












/clone_end=3' 
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Table 1 


Hs.12035 


AW137149 


6141282 


6021 2241 9F1 cDNA, 5' end 












Hnna- IR/lAriPM97Q^nn /r«lr\na anrl— C» 

/ciune-iiviAo£,4^/aouu /cione^ eno— o 


6313 


Tahlo A 


He TV7797 


A\A/1R1R9H 
nVV I D I Q£.\J 


5300853 


au7un03.xi cuna, o ena 












Ulnri {ft II A r^C- 07ft*1 CC"? /pinna anH-0> 

/cione-iMAijc.z/o looo /ciDne^eno-s 
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Table 1 • 


Hs.81248 


AW1 66442 


63979 67 


CUG triplet repeat, RNA-binding 












protein 1 (CUGBP1), mRNA 












/cds=(137,1585) 


6315 


Table 1 


Hs.166975 


AW293159 


6699795 


splicing factor, arginine/serine-rich 5 












{SFRS5), mRNA/cds=(218,541) 


6316 


Table 1 


Hs.328348 


AW336115 


6834741 


tp39g05.x1 cDNA, 3' end 



/clone^JMAGE^I 90200 /clone_end=3' 



PCT/US01/47856 



ACTGAAAAGTTGAAAGACTTTTGCAG 
TGAACATTTATATAACTCCCCGCT 

TGGTTCCTGTGCTCACCATAGGGCTG 
GTGTACATTGGGCCATTAATAAAC 

TCTGGGAAAGACATTTTTAAGCTGCT 
GACTTCACCTGCAAAATCTAACAG 

TGTTTTACCTCACTGTTGGACATACAT 

TCCAAGCTTTTCAACTCTAGGAG 

TTTATCTCAGAATCTTGATGAACTCTG 

AAATGACCCCTGATGGGGGCATG 

CCGGGAAGCGGGGTACTGGCTGTGT 

TTAATCATTAAAGGTACCGTGTCCG 

AGCCCTTTCTTGTTGCTGTATGTTTA 

GATGCTTTGCAATCTTTTGTTACT 

GGGGTATGGTTTAGTAATATCCACCA 

GACCTTCCGATCCAGCAGTTTGGT 

CTCTACCATAAGGCACTATCAGAGAC 
TGCTACTGGAGTGTATATTTGGTT 

TGGGGCACTTTGAAAACTTCACAGGC 
CCACTGCTGCTTGCTGAAATAAAA 
TGGCGAGGATA.WAGAGGCATTGTT 
TTTGCTACTTTGCATATCATTGGC 

GCAGGAAAGATGGGGTGGTGGACTG 
TTTTTGCCTAC I I I I I GTTTTTGAA 

CAG GGTATCAGATATTGTGCCTTTTG 

GTG CCAGGTTCAAAGTCAAGTGCC 

AGGCTGCATATGGATTGCCAAGTCAG 

CATATGAGGAATTAAAGACATTGT 

TTAAGAACCCCAAAGATTAAAGGAAA 

CAATGTTAAGGGCTTTTGTGAGGA 

GATACACTGTCCAGCCCAGGTCCAG 

GCCCTAGGTTCTTTACTCTAGCTAC 

ACTCAGGTGGTGCTGGTGTTAGTGAT 

GCTGGAGAAGAGAATATTACTGGT 

AAACACAGCCCACCCCATTTCAGACC 

GCCTTCCTGAGGAGAAAATGACAG 

TTGGCCCAGTGTGATTGATTGCTTTA 

TCTTTGGTACTTTTACTTGAATGG 

AGCCTGAGGCAAATAAAATTCCAGTA 

ATTTCGAAGAATGGGTGTTGGCAA 



AGGACCTTGACAAGCCGTTTGAGATG 
GAATGTAGGCCCTGATGTTATGCT 
TGTAAGTTGACTTTCAAAAGTCTCTG 
GAAACACTGGACTTTAGCTGGTCC 

AACAAGCCATGTTTGCCCTAGTCCAG 
GATTGCCTCACTTGAGACTTGCTA 

ACCGCCAAAGCCAATCATCCACTTTC 
AGTACTTACCTAACCAATCTCCCA 



TTTGGGGGATCCTTTTGTAATGACTT 
ACACTGGAAATGCGAACATTTGCA 



TTCTGGCCTTGTTCACCTAGAAACGC 
TATTTCCTGTGTTATGGTTCTGGC 

GGGTTACATTTGAGTCTCTGTACCTG 
CTTGGAAGAAATAAAAATACGTGT 

TGTGGGCTTGGTATAAACCCTACTTT 
GTGATTTGCTAAAGCACAGGATGT 

ACTGGCAAATGAAGCATACTGGCTTG 
CAGGGACCTTCTGATTCAAGTACA 

CTCCCATCATTCCCTCCCGAAAGCCA 
TTTTGTTCAGTTGCTCATCCACGC 
GGCGTTTCCCATTGACCAGTTTGACC 
CTGGTTTGAATAAAGAGAAGTGCG 



533 



WO 02/057414 



6317 Table 1 
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6319 Table 2 

6320 Table 1 

6321 Table 1 

6322 Table 1 

6323 Table 1 
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6326 Table 1 

6327 Table 1 

6328 Table 1 

6329 Table 1 
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6331 Table 1 

6332 Table 1 

6333 Table 1 

6334 Table 1 

6335 Table 1 
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6339 Table 1 
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6343 Table 1 
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Hs.337986 AW440517 

Hs.250 AW444632 

Hs.335815 AW444812 

Hs. 342873 AW451293 

Hs.342735 AW452096 

Hs.80618 AW510795 

Hs.259842 AW614193 

Hs.334437 AW778778 

Hs. 151 393 AW778854 

Hs.120243 BE044364 

Hs.5734 BE218938 

Hs.167988 BE222301 

Hs.27774 BE348809 



NA 



BE348955 



HS.56156 BE349148 

Hs.127428 BE466500 

Hs.122575 BE502246 

HS.1 97766 BE502992 

HS.61426 BE550944 

Hs.122655 BE551837 

Hs.4310 BE614297 

Hs.341573 BE646470 

Hs.88845 BE674685 

Hs.181015 BE676054 

Hs.1 08327" BF001438 



NA 



BF056055 



Hs.43857 BF058599 
Hs.144583 BF059133 

Hs.144519 BF061421 



Table 8 

6975823 Homo sapiens, clone MGC:17431 

IMAG £2984883, mRNA, complete cds 

/cds=(1336,1494) 
6986394 xanthene dehydrogenase (XDH), 

mRNA/cds=(81,4082) 
6986574 Ul-H-BI3-ajy-d-11-0-Ut.s1 cDNA, 3' end 

/clone=lMAGE:27333BO /clone_end=3 l 

6992069 RC3-HT0230-130100-014-g06 cDNA 

6992953 Ul-H-Bl3-alo-d-02-0-Ul.s1 cDNA, 3' 
end /c!one=IMAGE:3068185 
/done_end=3' 

7148873 hypothetical protein (FLJ20015), 
mRNA/cds=(31,522) 

7319379 cDNA FLJ11025 fis, clone 

PLACE1 003968, moderately similar to 
S'-AMP-ACTIVATED PROTEIN 
KINASE, GAMMA-1 SUBUNIT 
/cds=(159,1145) 

7793371 hypothetical protein MGC4248 

(MGC4248), mRNA /cds=(70,720) 

7793457 glutamate-cysteine ligase, catalytic 

SUbunit (GCLC), mRNA /cds=(92,2005) 

8361417 gamma-parvin (PARVG), mRNA 

^=(0,995) 
8906256 meningioma expressed antigen 5 

(hyaluronidase) (MGEA5), mRNA 

/Cds={395,3145) 
890961 9 neural cell adhesion molecule 1 

(NCAM1), mRNA /cds=(201 ,2747) 
9260662 602386841 F1 cDNA, 5* end 

/clone=IMAGE:4515730 /clone_end=5' 

9260808 hs91h01.x1 NCI_CGAPJ<id13 cDNA 
clone IMAGE3144625 3', mRNA 
sequence 

9261087 601463367F1 cDNA, 5' end 

/clone=IMAGE:3B66512 /clone_end=5' 

9512198 Homo sapiens, Similar to homeo box 
A9 t done MGC:19648 IMAGE'2987818, 
mRNA, complete cds /cds=(62,880) 

9704654 endothelial differentiation, 

lysophosphatidic acid G-protein-coupled 

receptor, 4 (EDG4), mRNA 

/cds=(6,1061) 
9705400 clone 23932 mRNA sequence 

/cds=UNKNOWN 
9792636 602329933F1 cDNA, 5' end 

/c!one=IMAGE:4431248 /done_end=5' 

9793559 hypothetical protein MGC14425 

(MGC14425), mRNA /cds=(3 18,686) 

9895894 eukaryotic translation Initiation factor 
1A (EIF1A), mRNA/cds=(207,641) 

9970781 tc38d 1 .x1 cDNA. 3' end 

/clone=IMAGE:206690O /done_end=3' 

10035307 AV733781 cDNA, 5" end 

/clone=cdAASF08 /done_end=5' 

1 0036595 signal transducer and activator of < 
transcription 6, interleukin-4 induced 
(STAT6), mRNA /cds=(1 65,2708) 

10701713 damage-specific DNA binding protein 1 
(127KD) (DDB1), mRNA 
/cds=(109,3531) 

10809951 7k07h12.x1 NCI_CGAP_GC6 cDNA 
clone IMAGE:3443950 3' similar to 
contains element 11 repetitive eieme 

10812495 mRNA for KIAA1247 protein, partial 
Cds/cds=(285,2942) 

1 081 3029 Homo sapiens, done IMAGE:3462401 , 
mRNA, partial cds /cds=(0,153) 

1 0820331 T-cell leukemia/lymphoma 6 (TCL6), 
transcript variant TCL6a2, mRNA 
/cds=(1767,2l92) 



PCT/US01/47856 



GCCAGTCTCTATGTGTCTTAATCCCT 
TGTCCTTCATTAAAAGCAAAACTA 

TGCAATGAGGCAGTGGGGTAAGGTT 
AAATCCTCTAACCGTCTTTGAATCA 
TGGCAACTTCAACTCCTTGATGGCGA 
TAATCTCTGGTATGAATATGAGCC 

TGCTTGGGAAATTTGGTTTGTAAACC 
TAAAATAGCCCTTATTTCTGGGGA 
CTTTCTGCCTGAAGCTGCCCCCATGA 
CTCCCTTCTTTGTGCAAAAGCATG 

ACCCAGTTTGTGCATAGTTCATGATC 
CTCTATAAAACCAGCTTTTGTGGA 
ACACCATTTCAGCGTTGGATCACAGA 
CAGCTCTTCCTTTATATCCCAGCA 



TGG CATAATGTTG G ATTG AATCTACA 
TTTTGG CAG AAGTTAAAC ATTC C C 
AGAATGCCTGGTTTTCGTTTGCAATT 
TGCTTGTGTAAATCAGGTTGTAAA 

ATCGTTGGATTATCTTTGAACCCCCT 
TGTGTGGATCATTTTGAGCCGCCT 
ATACAGGGTTCCATCCAGAAAGCATT 
CAGTCAGAGCAAGTTAAAGTCAGT 

AAGTTGTCCTGTGCTAAAGCAAGCGT 
G GGATG ATCCTACCTACCTCTAGG 
AGCTAGTGATGTTTTGTCCAAAGGAA 
GATTCTGACAACAGCTTCAGCAGA 

ACACAGACATATTGACCGCACACAAC 
ACTGAAATGGACTGACTTGAGAAA 

TGGTTCTCTGATTTGTAATGAGCACC 
TGGATATGTCAATTAAAATGCCCA 

GGCCTACTGACCAAATTGTTGTGTTG 
AGATGATATTTAACTTTTTGCCAA 



CGATAGAATTGAAGCAGTCCACGGG 
GAGGGGATGATACAAGGAGTAAACC 



CTCAAACGAAATTGGGCAGGCCATTT 
GCGTGGTTTCTCTGGATAAGTTCC 
GCACATGACAGTAAGCGAGGTTTTGG 
GTAAATATAGATGAGGATGCCTAT 

ACACAGGAACCGCTTACCCACCAGCT 

CTGCCCGCGTCTCTACCGCCATAG 

ACAACTCAAGTGAAAAGATGTCTCCA 

GTTTCTGAAGATAACGCACGCTGA 

AAAACACTCCACCTAAAAGCAGGAAA 

GATGGCAATTCTAAATAGCAGCTA 

CGCCGCTCCTGGAGACCTGATAACTT 
AGGCTTGAAATAATTGACTTGTCT 
ATCCCATTCTCCCTCTCAAGGCAGGG 
GTCATAGATCCTAAGCCATAAAAT 

ACAGCATGAGAAACTGTTAGTACGCA 
TACCTCAGTTCAAACCTTTAGGGA 

CACAATGCTGCCTCCTCTGTGGATGA 
CTGATGGCAAGAGTCTGAATTGAA 

TAAGAAATCCCAATTTTCAGGAGTGG 
TGGTGTCAATAAACGCTCTGTGGC 
CGGCAGGGTGGCCTGTAACAATTTCA 
GTTTTCGCAGAACATTCAGGTATT 

GCTGGAGGGAGAGGCACTGGGGAAT 
TTTTCCTGGTGAATACTGAAGTTAC 
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6346 Tablet Hs.96566 BF1 94880 



6347 Table 1 



6348 Table 2 



Hs.11 1583 BF1 97608 



6351 Table 1 

6352 Table 1 

6353 Table 1 

6354 Table 1 

6355 Table 1 

6356 Table 1 

6357 Table 1 

6358 Table 1 

6359 Table 1 

6360 Table 1 

6361 Table 1 

6362 Table 1 

6363 Table 1 

6364 Table 1 

6365 Table 1 

6366 Table 1 

6367 Table 2 

6368 Table 1 

6369 Table 1 

6370 Table 1 

6371 Table 1 

6372 Table 1 

6373 Table 1 

6374 Table 1 

6375 Table 1 



NA 



BF1 97762 



6349 Table 2 Hs.50785 BF221780 



6350 Table 1 Hs.250811 BF432643 



HS.293476 BF435621 

Hs.174104 BF445405 

Hs.295726 BF447885 

Hs.181311 BF478238 

Hs.179703 BF507849 

Hs.300870 BF513602 

Hs.283022 BF514341 

Hs.146065 BF591040 

Hs.170577 BF725383 

Hs.104640 BF726114 

Hs.296317 BF938959 

Hs.26136 BF940103 

Hs.133372 BF940291 

HS.30490D BF980139 

Hs.8258 BG054966 

HS.5122 BG058599 

Hs.89104 BG058739 

Hs.1 68982 BG1 49747 

Hs.1 84456 BG230563 

Hs.3353 BG236015 

Hs.83623 BG654774 

Hs.109007 BG655723 

Hs.14453 BG744911 

Hs.2730 BI034548 

Hs.295356 BI085832 



Table 8 

11081165 6021 37338F1 cDNA, 5' end 

/clone=IMAGE:4274048 /done_end=5' 

1 1 086855 602365742F1 cDNA, 5' end 

/clone=IMAGE:4473923 /done_end=5' 

11087169 7p91f02.x1 NCI_CGAP w Skn1 cDNA 
done IMAGE:3653139 3\ mRNA 
sequence 

1 1 1 28957 SEC22, vesicle trafficking protein (S. 

cerevisiae)-like 1 (SEC22L1), mRNA 

/Cds=(1 19,766) 
1 1 444806 v-ral simian leukemia viral oncogene 

homotog B (ras related; GTP binding 

protein) (RALB), mRNA /cds=(1 70,790) 

1 1447923 hypothetical protein FKSG44 

(FKSG44), mRNA /cds=(1 26, 1520) 

11510543 601438710F1 cDNA, 5' end 

/done=IMAGE:3923643 7clone_end=5 t 

1 1 51 3023 tntegrin, alpha V (vitronectin receptor, 

alpha polypeptide, antigen CD51) 

(ITGAV), mRNA/cds=(41 t 3187) 
1 1 549065 asparaginyl-tRNA synthetase (NARS), 

mRNAfods=(73,1719) 
1 1591 147 tripartite motif protein 14 (TRIM14), 

mRNA/cds=(10,1230) 
1 1 598781 mRNA; cDNA DKFZp547M072 (from 

done DKFZp547M072) 

/cds=UNKNOWN 
1 1599520 triggering receptor expressed on 

myeloid cells 1 (TREM1), mRNA 

/cds={47,751) 
11683364 AL580165CDNA 

/done=CS0D J005YB1 8 r (3-prime) 
12041294 602574255F1 cDNA, 5' end 

/clone=IMAGE:4702644/clone_end=5' 

1 2042025 HIV-1 inducer of short transcripts 

binding protein (FBI1), mRNA 

/cds=(0 f 1754) 
1 2356279 mRNA for K1AA1 789 protein, partial 

Cds/Cd$=(3466,4899) 
12357423 hypothetical protein MGC14156 

(MGC14156), mRNA/cdS=(82,426) 
12357611 AF1 50127 cDNA/clone=CBCBGA01 

12347354 602288147F1 cDNA, 5' end 

/clone=lMAGE:43739S3 /clone_end=5' 

12512220 CDNA FU14737 fis, clone 

NT2RP3002273, weakly similar to ■ 
SCD6 PROTEIN /cds=(77,1458) 

12525258 60229301 5F1 cDNA, 5' end 

/clone=IMAGE4387778 /clonej3nd=5' 

1 2525527 602590917F1 cDNA, 5' end 

/done=IMAGE:4717348 /clone„end=5* 

12661777 phosphatidylinositol glycan, class F 

(PIGF), mRNA/cds^(67,726) 
1 2725596 hypothetical protein (LOC51 249), 

mRNA/cds^O.en) 
1 2749862 beta-1 ,3-glucuronyltransferase 1 

(glucuronosyltransferase P) (B3GAT1), 

mRNA /cds=(175,1 179) 
1 37921 83 nuclear receptor subfamily 1 , group I, 

member 3 (NR1I3), mRNA 

/cds=(272,1318) 
13793132 602342214F1 CDNA, 5' end 

/clone=lMAGE:4452602 /cione__end=5' 

1 4055564 interferon consensus sequence binding 

protein 1 (ICSBP1), mRNA 

/cds=(47,1327> 
14502878 heterogeneous nudear 

ribonucleoprotein L (HNRPL), mRNA 

/cds=(2a,1 704) 
14504162 mRNA; cDNA DKFZp434Ml62 (from 

clone DKFZp434Ml 62) 

/cds=UNKNOWN 



PCT/US01/47856 



TGATACTTTGGTTCTCTTTCCTGCTCA 
GGTCCCTTCATTTGTACTTTGGA 

ACTGCCAGTGAAGACTGTAAAGACAG 
AACACACTATTTTGGAGGGAGGAT 

AGGAAGAGCCTGCACCTGTGGTGGA 
ACAATCAGGGAAAAGGAAGTCAAAA 

TTTGGAGCTTCTATAGGAGTGGAGAG 
GGGCAGCTCATTGTTGAGAGTTGC 

TGATCTGACTGGAAAACAATCCTGTA 
TCCCCTCCCAAAGAATCATGGGCT 



-1 CGTTTTCTGAGCATCCGTTGTGCCTT 
AACATTTTCTGCTTGTCCTTTGGG 

-1 ACTGCTGTTGCATGAATAGATGATAC 
AAAGCAAGTGATGAGGTTGGTATG 

-1 AGTGAAAACTGGTACAGTGTTCTGCT 
TGATTTACAACATGTAACTTGTGA 

-1 TGTCCTCTGAACCTGAGTGAAGAAAT 
ATACTCTGTCCTTTGTACCTGCGT 

-1 CCATTTCCACTACATGCCTTTCCTAC 
CTTCCCTTCACAACCAATCAAGTG 

-1 AATACAGATTCATTTTATTTAAGCGTC 
CGTGGCACCGACAGGGACCCCAG 

-1 GCCTCTTTTCCTGTATCACACAAGGG 
TCAGGGATGGTGGAGTAAAAGCTC 

-1 CTGGGGCCGTAGCAAAAATCATGAAA 
AACACTTCAACGTGTCCTTTCAAT 

-1 CAGACCTGTGGGCTGATTCCAGACT 
GAGAGTTGAAGTTTTGTGTGCATCA 

-1 AAGGCAACCAACCACATTAGAAGTCT 
TGGCACTTTGTAACGGAACGGGTA 

-1 GAAGTGACACTGACTGTATCTACCTC 

TCCTTTTCTTCATCAGGTGTTCCT 
-1 AATTCCAAAGGAGTGATGTTGGAATA 

GTCCCTCTAAGGGAGAGAAATGCA 
-1 AGCCCCTCCACCCCACCCAGTACTTT 

TACAATGTGTTATTAAAGACCCCT 
-1 CCATCCTTGAGAAATGTGGGCACCAA 

GTCCATAATCTCCATAAATCCAAT 

-1 TATGAGTTTATGCGTTTTCCCAGCCC 
TCCGAATCACTGACTGGGGCGTTT 

-1 AGTTGGAGCTATCTGTGCAGCAGTTT 
CTCTACAGTTGTGCATAAATGTTT 

-1 CGTGGGAGGATGACAAAGAAGCATG 
AGTCACCCTGCTGGATAAACTTAGA 

-1 GTGGTTTGGTCAGCATACACACTTCT 
CATTTCATTTGATGTACACAGCCA 

A GTGTGAAGTGACAGCCTTGTGTGTGA 
TGTTTTCTGCCTTCCCCAAGT7TG 

-1 GTCTTTCCCGTCTTTCTTCCTCACCTA 
TGTAATTTCAGTAGTCTCTCAGC 

-1 TGTTTCGTAAATTAAATAGGTCTGGC 
CCAGAAGACCCACTCAATTGCCTT 

-1 GTGGAAATCAGCACACAACCACAATG 
ACATTTAAGCACAGGATCATTATT 

-1 AGAATGGCAGACCTGTTTGCTGAAGT 
GTTCATAAGATAACAATAGGCTTG 

-1 TGGGATTTTG I I f I I'AAGTCATTTGGT 
TTGGGGAGGACCTTGTTTATTTT 

-1 TGGACAAACTGACAGGGACTGCTTTG 
AAAGACAGGTACTCAGTTGAGTAT 
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6376 


Table 1 


Hs.132911 


N2D190 


1125145 


MR2-OT0079-290500-007-D03 cDNA 


-1 


AAGCCTGTTTTTCACTCTAAAAATTCA 












AGAGGACACGCTAAGAACGATCA 


6377 


Table 1 


Hs.334731 


N58136 


1202026 


Homo sapiens, done IMAGE:3448306, 


-1 


AG GTTCCCTTTCAAATAAAGATAAAG 










mRNA, partial cds /cds=(0, 2353) 




AATTTGACTTGGGACACTGCCAGA 


6378 


Table 1 


Hs.303018 


N9451 1 


1266820 


zb80g04.s1 cDNA, 3' end 


-1 


CTGTTCGAAAGTTGGAGACTGCCTbT 












/clone=lMAGE:309942/clone_end=3' 




ACCCAGGTTGATAGTCAATTGTTT 


6379 


Table 1 


NA 


W68708 


137758S 


zd35h04.s1 


-1 


AGCAGAGTTAAGTTTAAATTTCCATTC 












Soares_fetalJieart_NbHHl 9W cDNA 




TCACTAGI 1 IGTGACCl 1 IGCCA 












clone IMAGE:342679 3\ mRNA 
















sequence 






6380 


Table 1 


NA 


W86427 


1400194 


zh61c11.s1 


-1 


TGAGTATTGTTGTGGGGGCGGGTAT 












Soares fetal liver_spfeen_1NFLS_S1 




GTCTGTATATAAATCTGTG CAGCCA 












cDNAcTone IMAGE;416564 3\ mRNA 
















sequence 






6381 


Table 3A 


NA 






36G5 


1 


CCCTTGCAGATACATGAGACAGGCA 














GGGGCTGGAGTCTTGTTCCATCCTG 


6382 


Table 3A 


NA 






36F11 


1 


GAGTAGTTGTCTTTCCTGGCACTAAC 












GTTGAGCTCGTGTACGCACTGAAG 


Rift** 


Table 1 


NA 






37G7 


1 


GAGTCCAATCTACACTCTAGTAGTGA 














AGACAGAAGAGTTGGCATACGAGT 


6384 


Table 1 ■ 


NA 






37G8 


1 


GGCTGAACTTACTCATTAAGCCACAT 














AACTTCGAGTCAAGTTCCAGTCCA 


6385 


Table 3A 


Hs. 197345 






thyroid autoantigen 70kD (Ku antigen) 


1 


G CTCTC AAGC CTCCTCC AATAAAG CT 












(G22P1), mRNA/cds=(17,1846) 




CTATCGGGAAACAAATGAACCAGT 


6386 


Table 1 


NA 






40E4 


1 


AGGAATGCACACATTGCTCCAGGATC 












ACTGTGAGGATTAAAGGAGATGGT 


6387 


Table 3A 


NA 






41E9 


1 


AGTAACGGAACAGTTCCCAGTACTCC 














TGGTTCCTAGGTGAGCAGGTGATG 


6388 


Table 3A 


Hs. 169476 






Homo sapiens, glyceraldehyde-3- 


1 


GGTGTGAACCATGAGAAGTTCGACAA 












phosphate dehydrogenase, clone 




CAGCCTCAAGATCATCAGCAATGA 












MGC:10926 IMAGE:3528129, mRNA, 
















complete cds /cds=(2306,3313) 






6389 


Table 3A 


NA 






47E5 


1 


GGAGGTGTATAGGCTGGGATTTGAAA 














AGGAAAATAATCAGCGTGGTGCCA 


6390 


Table 2 


NA 






47D11 


1 


CCTAGACACCTGCATCAGTCAAGGTC 














ATGGATATTGGGAAGACAGACAGC 


6391 


Table 1 


NA 






50A11 


1 


rOuAGUAbA 1 A 1 AbbAAbOAvj 1 o 1 A I 














CTAAACAGACAAATAAAAAGGCCT 


6392 


Table 3A 


Hs.1 32906 






DNA sequence from clone RP11- 


1 


ATCTAGTGTACGAGACTTGGAGTCAG 












404F10 on chromosome 1q23.1-24.1. 




GCAGTGAGACTGGTGGGGCACGGG 












Contains the 5* end of the SLAM gene 
















for signaling lymphocytic activation 







molecule, a SET (SET translocation 
(myeloid leukemia-associated)) protein 
pseudogene, the CD48 gene for CD48 
antigen (B-cell membrane protein), the 
gene for a novel LY9 (lymphocyte 
antigen 9) like protein and the 5' end of 
the LY9 gene. Contains ESTs, STSs 
and GSSs/cds=(41 ,1048) 



6393 


Table 1 


NA 


52B9 


1 TGGTTTAATGGAAAATGCTCTGGAAA 










ATTCTTTTGCAACAGTTCATCGCT 


6394 


Table 1 


• NA 


53B1 


1 CACTAAAAGAGTGGGGAGGTGCAGC 










ACCTGGCTGGGGAACAAGAATATGG 


6395 


Table 1 


NA 


53E3 


1 AAACGAATCACGTGCCTCGAAAGGG 










ACATATATTGTTCCTTTAAGCATTT 


6396 


Table 1 


NA 


53E10 


1 AAG G GTTCAATTTCTTCTTTG G AAG G 










TGATGGTAAGGGTGTGGCTCCAGA 


6397 


Table 2 


NA 


53G7 


1 TGGACAATTCCAAGTCCAAGAGGACT 










GTCTACTTTCGACCTTGTGTGATT 


6398 


Table 1 


NA 


54F4 


1 TTGTGTTAACCTGTTGTCCACGCTAA 










GATACAAACTTCCCGGAGGAAAGT 


6399 


Table 1 


NA 


64G9 


1 TGTCACAGTGTTCTATTATTTGCCCG 










GTTCTTAAAGTGAGAGCATCCTGA 


6400 


Table 1 


NA 


59G1 


1 ACAATGATATTGATGAGGCACCCAGT 










CTTTTCATTTACTCTGAGTGAAGT 


6401 


Table 1 


Hs.48320 


mRNA for ring-IBR-ring domain 


1 AGATCGAGATCTTCAGTCCTCTGCTT 








containing protein Dorfin, complete cds 


CATCTGTGAGCTTG CCTTCAGTC A 








/Cds=(31 7,2833) 




6402 


Table 1 


NA 


60G8 


1 GGCCAGAGACCCTAAGCTGCTTAATA 










CATTTATACCACATCCTTCTCAGC 


6403 


Table 2 


NA 


62C9 


1 CCCTTGGAATTACTTGTTCAACTTCTT 










TCTTTCCCACTAGACGGGGACTT 


6404 


Table 3A 


NA 


62F11 


1 CTTTGTAGATGCAGAGAGAAGCTATA 










AGAAACCCCAGTACTTGCCGGGCG 


6405 


Table 1 


NA 


63E1 


1 ACTGCCACATCTGACTTTACAGAATA 



ACCAATGTAAGTTAAAATAGAGAAAC 
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6406 Table 2 

6407 Table 2 

6408 Table 2 

6409 Table 2 

6410 Table 1 

6411 Table 1 

6412 Table 1 

6413 Table 3A 

6414 Table 3A 

6415 Table 2 

6416 Table 3A 

6417 Table 2 

6418 Table 1 

6419 Table 1 

6420 Table 2 

6421 Table 3A 

6422 Table 3A 

6423 Table 1 

6424 Table 3A 

6425 Table 2 

6426 Table 2 

6427 Table 3A 
6426 Table 3A 

6429 Table 1 

6430 Table 3A 

6431 Table 1 

6432 Table 1 

6433 Table 1 

6434 Table 3A 



NA 
NA 
NA 
NA 
NA 
NA 

NA 
NA 

Hs.17109 
NA 

Hs.234279 

NA 
NA 
NA 
NA 

Hs. 174228 

Hs.3945 
NA 

HS.249495 
NA 

Hs.205442 
NA 

Hs.179565 

Hs. 119640 
Hs.215595 

NA 

NA 
NA 

Hs.64239 



6435 Table 1 NA 

6436 Table 3A Hs.80261 

6437 Table 3A Hs.1422 



65B1 

65D10 

65D11 

65D12 

68C9 

69F8 

69H11 
70B6 

integral membrane protein 2A (ITM2A), 

mRNA/cds=(139,930) 

72D4 

microtubule-associated protein, RP/EB 
family, member 1 (MAPRE1), mRNA 
/cds=(64,870) 
72D8 

73C4 

73H4 

73A7 

small inducible cytokine subfamily C, 
member 2 (SCYC2), mRNA 
/cds=(0,344) 

CGH07 protein (LOC51012), mRNA 
^={84,719) 
75A2 

heterogeneous nuclear 
ribonucleoprotein A1 (HNRPA1), 
transcript variant 2, mRNA 
/Cds=(104 1 1222) 
7SB12 

601439689F1 cDNA, 5' end 
/clone=IMAGE:3924407 /clone_end=5' 

101G7 

minichromosome maintenance 
deficient (S. cerevisiae) 3 (MCM3), 
mRNA/cds=(44,2470) 
hBKLF for basic kruppel like factor 
(LOC51274), mRNA /cds=(55, 1092) 
guanine nucleotide binding protein (G 
protein), beta polypeptide 1 (GNB1), 
mRNA/cds=(280,1302) 
105A10 



107G11 
107H8 

DNA sequence from clone RP5- 
1174N9 on chromosome 1p34.1-35.3. 
Contains the gene for a novel protein 
with IBR domain, a (pseudo?) gene for 
a novel protein similar to MT1 E 
(metallothionein 1 E (functional)), ESTs, 
STSs, GSSs and two putative CpG 
islands /cds=(0,21 95) 
109H9 

enhancer of filamentation 1 (cas-like 
docking; Crk-associated substrate 
related) (HEF1), mRNA 
/cds=(1 63,2667) 

Gardner-Rasheed feline sarcoma viral 
(v-fgr) oncogene homolog (FGR), 
mRNA /cds=(l47, 1 736) 

537 



AGTCTTGCGAGTCAACTCAGACTCAA 

ATGTAGAACTGGGAAGGACAGTGC 

AGCACTGTGCAGATGGCTTTAGAAGA 

TTCAGAACAGAAGCACAATCTGTT 

AGCACTGTGCAGATGGCTTTGGAAGA 

TTCAGAACAGAAGCACAATCTGTT 

CTATG GAGTCTTGGAGGACACTGGA 

GTCACCATGCTAACACTGTGCAGAT 

CCCTGTCACCCTTCGTGGCCAGTGC 

CAGACAGTAACTAGTGGATGCTAAA 

GAGAGAATAGGGTAGAGAGACCGGG 

ACTTGGGTAGAGATGACCGGGATTC 

AGTGGAAGCTAGGAGAAATATCGAAT 

GTGTTAGGGACTTTGAAGTTACCA 

CTGCATCTCTCTTTACTACCAGTGATT 

ACAAAGTGGGGTTTGGTGGGAGT 

TCTCTGACTTCTTATTACCAAGGACA 

CTCTATCTGTTGCCTCTTACTCTT 

CAGTTCCCAGATGTGCGTGTTGTGGT 

CCCCAAGTATCACCTTCCAATTTC 

AACGACCCTGTATTGCAGAAGATTGT 

AGACATTCTGTATGCCACAGATGA 

GGGTCCCGAGCCCTTCAAGAGCTAG 

ATTTACTCAAGTTTGTTCCCTTGCC 

CACTGAAGCCAAACCACAGAAGACTT 

TTGAGAATGAGGAGACAAATGAGT 

AGGTGAAAATTACTCTTCAGAAGATA 

GCAGAGTGGATAATGGCCCATCGA 

TGCAGTGAGACTACATTTCTGTCTAA 

AGAAGATGTGTGAGTTCCGTCCTT 

TCCAGCCAGCCAGCTCATTTCACTTT 

ACACCCTCATGGACTGGGATTATA 

TTTCATACATTGGAACTCCACCTGAC 

TTTGGACCAACCCCAGAACAGAGC 

AGCACCGGAATACAAAAATGATACTA 

TGCTGCCCTCCTAGATCTCAGGGA 

TGCCCATACACATGAGTATTTGTCTA 

AAACATGTCTTCTTTGTAGCAGCT 



GCAAATCTAAACTGCAGGAAAATTTT 
TGCACCCGAAGTATTCAGATCCCT 
GGCCCAGTGCTAATGTAACCAATGAT 
GCCATGTCGATATTGGAAACCATA 

GGGGAAGAACAAGATAATCTAGTGAC 
CTCACCACAGTCTATGCCCAGGCC 
AATTCAACTGAAGGCGAGGAATGTTG 
GTGATGAAGCTGAGATCAGGACTC 

CACCTATATCGAAAGTTTG GGCTCAT 
CTCCCATTGGTGGCAAAGACCTCC 
TGGTGGAAAAGTGTGTCTGTCTGACA 
ATTACACTCAAGTTTACCTCTGGT 

ACGATAATACTGTTGGTTACTGCCAT 
AAATATTGGAAGCTAATGTAAAATGC 
A 

TTCTCTTATAAAGGACAGCAAGTTTAA 

AATGGAGCAAGGAGCATTGGAAA 

TGGCCAAAGAATAGAAGCTCTAGACC 

TTCCTTATTTCTATCGTGAAAACA 

ACATGACCTGTGCAGTGTGTGG CTGT 

GAATTCTGTTGGCTTTGTATGAAA 



TGACATAACTACCATCCCTGCAACTA 
ATGAACCCACCCTCACAGCTTCCT 
GAATGACATAAACCCCCTCCGGTCTG 
AGGTCCGGCCTTCCAGCTTGTCTC 



1 GCCTTTCTCACTCCATCCCCACCCAA 
AGTGCTCAGACCTTGTCTAGTTAT 
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6438 


Table 3A 


Hs.333114 


AV71331BcDNA, 5' end 


1 TCGTTTTACAACGTCGTGACTGGGAA 








/clone=DCAAAC09 /clone_end=5' 


AACCCTGGCGTTACCCAACTTAAT 


6439 


Table 1 


NA 


129A12 


1 TG im GTTTTCTGAAACGAAATCCTG 










CTCTGTTGGCCCAGCTAGAACGC 


6440 


Table 1 


NA 


129F10 


1 CAGAAGCTGGATGACGTTGCTCCATC 










TTCACTCTGTTAATGAGAUATGAT 


6441 


Table 3A 


NA 


137D4 


i CACATCTTCCATTCAGCCCTACCATG 










AAAAC C GTACCTCG G G C GCG AC C A 


6442 


Table 1 


NA 


142F9 


i AATTTGCTTTAAATTGAG 1 1 TCC1TGC 










CATTGCACACTCCTATGl 1 IC1G 


6443 


Table 3A 


Hs.250655 


prothymosin, alpha (gene sequence 28) 


4 ^A^AT/^AOA/^Pr'/^ATAT^^AAAAAA 

1 CAGATGACACGCGCTC IOLACOAOC 








(PTMA), mRNA/cds=(155,487) 


CAACCCAAACCATGAGAATTTGCAA 


6444 


Table 3A 


Hs.249495 


heterogeneous nuclear 


1 CCCATGCTGTTGATTGCTAAATGTAA 








ribonucleoproteln A1 (HNRPA1), 


CAGTCTGATCGTGACGCTGAATAA 








transcript variant 2, mRNA 










/cds=(1 04,1 222) 




6445 


Table 1 


NA 


149G2 


1 GACACAGACAGACCAAGCTATAGTCA 










GACCTGGTTACACACATACACACA 


6446 


Table 1 


NA 


149A11 


1 TGGCAAAGATCACTGAAATTTAGGAC 










ACCAAAGCTAAAACCCCAAATGCT 


6447 


Table 3A 


NA 


151F11 


1 GCTTGTGCTCGAGACCGCJTGCTATA 










GAAACGCTGAGCTGCTGGTTTATG 


6448 


Table 1 


NA 


162E8 


1 CTGGTTAAAAGCCCCATTACTGACCT 










TCGCCGCCACCACGCCTATCACTA 


6449 


Table 3A 


Hs.334330 


calmodulin 3 (phosphorylase kinase, 


f GCATCCACCTCCTTCTCTGTCTCATG 








delta) (CALM3), mRNA /cds=(1 23,581) 


TGTGCTCTTCTTCTTTCTACAGTA 


6450 


Table 1 


NA 


170F7 


1 TTAAATCTATCAAG AATTCATC CAAAT 










TGGTACCCTGCCGGGCCGCCTCG 


6451 


Table 2 


NA 


170F9 


1 AGTGCTGTATTGACTTTGCTCGGCAG 










TAGATGAAGCTATTCTGAACCCAA 


6452 


Table 3A 


NA 


177A3 


1 TGCTGGACAAAGACAATGAGATGATT 










ATTGGTGGTGGGATGGCTGTTACC 


6453 


Table 1 


NA 


331A3 


1 GTGGAAAAGTCACTACCAGGCTGGC 










AGGGAATGGGGCAATCTATTCATAC 


6454 


Table 1 


NA 


331A5 


1 AAGGGACAGGGAGCGGGCACAAAAT 










AAAACTTAGTTTG GTAGAAATTATA 


6455 


Table 3A 


NA 


146C3 


1 TCAAAGCACTGGAGATGAGAGCCAG 










GATGGACCCGAAAAGAA I I I lACAG 


6456 


Table 1 


NA 


146D8 


1 CAGGAACATGGCTGCAGCATATAAAA 










AGAATTGAATTCCATACTTTTGTTAAC 










CCT 


6457 


Table 3A 


Hs.153 


ribosoma! protein L7 (RPL7), mRNA 


1 TTGCCATAACCACGCTTGTAGATTAG 








/cds=(1 0,755) 


TTCATTTACTGACTTCAGATTGGG 


6458 


Table 1 


NA 


158G6 


1 TTACAGGCAACCGGAGCATCCAATCA 










CCTTTCTCTAAGAGAGTACCTCGG 


6459 


Table 1 


NA 


158H6 


1 AAAAGCATCTTCGAGAGGGACTGTCA 










ATTCTCGAGTATTTTCCAACCCGC 


6460 


Table 3A 


Hs.1 19598 ' 


ribosomal protein L3 (RPL3), mRNA 


1 AAGAAGGAGCTTAATGCCAGGAACA 








/cds=(6,1217) 


GATTTTGCAGTTGGTGGGGTCTCAA 


6461 


Table 1 


NA 


158E9 


1 AGAGACACCTAAATTACAGATTTGTG 










AGCTGAGAGCTGGAG 1 1 I I ICATT 


6462 


Table 3A 


Hs.326249 


ribosomal protein L22 (RPL22), mRNA 


1 AACAGCAAAGAGAGTTACGAATTACG 








/cds=(51,437) 


TTACTTCCAGATTAACCAGGACGA 


6463 


Table 3A 


Hs.297753 


vimentin (VIM), mRNA /cds=(1 22, 1 522) 


1 AGCGCAAGATAGATTTGGAATAGGAA 








TAAGCTCTAGTTCTTAACAACCGA 


6464 


Table 3A 


NA 


155H10 


1 GCATGGACAAGATGCCAAGGCCCGG 










ATGCTTTAGGATGAAGTTCTTATCT 


6465 


Table 3A 


HS.108124 


cDNA: FLJ23088 fis, clone LNG07026 


1 CCTCCAGTCACCATACACAGGTTACC 








/cds=UNKNOWN 


AGTGTCGAACTTGATGAAATCAGT 


6466 


Table 1 


NA 


159F6 


1 CCAAACATCTGGACTTGTGACTGTAA 










AAGGGGAGGAGGTAGCCAATGATT 


6467 


Table 3A 


NA 


166F3 


1 TTATGGTGGTCGGGGTGGGTGGTAG 










TTCAATGGGAGGTATGGGATTTATT 


6468 


Table 1 


NA 


166F6 


1 AGCTGTCTGGCTCAAAGATCTACATT 










>»V*t-^N A A /*>'T" T j—\ J^xT^J^* A A A T/^T*">TTA 

CTG AAGTTG G CTG G AAATGTCTTG 


6469 


Table 1 


Hs.8121 


Notch (Drosophila) homolog 2 


1 CTGGTTCCTACCAGTGCCAGTGCCTT 








(NOTCH2), mRNA /cds=(1 2,7427) 


CAGGGCTTCACAGGCCAGTACCTC 


6470 


Table 2 


Hs.25130 


cDNA FU14923 fis, clone 


t TGACACAGACTGTTTCAATCTTGGAG 








PLACE1 008244, weakly similar to 


CAGCGACTGACTTTGACAGAAGAT 








VEGETATIBLE INCOMPATIBILITY 










PROTEIN HET-E-1 /cds=UNKNOWN 




6471 


Table 1 


NA 


168A9 


1 TGCTATTTAAAGCACCATGATAAATAT 










GAGGCCACTTGGAAATCCATCCA 


6472 


Table 1 


NA 


171F11 


t GCAGGCGATGCTCTATAATCTAAAAT 










GTATCTCTC I I t CCCTAAGCTGAA 


6473 


Table 3A 


NA 


171G11 


1 AAGTAAGACCACCTGTGAACTTGATC 










ATTATCTGGCGCACATAGGAAGAT 


6474 


Table 1 


NA 


175D1 


1 GCTGG GGCTGGGAATTGCGTGGGCT 










AATGTGTCATTTGACTTAAGAAACT 


6475 


Table 1 


NA 


182H1 


1 TTTGGGMGAACCGATTGCTAAATTA 



TGCCTAATTCATGTCAGAAGAGGG 

538 



WO 02/057414 



PCT/US01/47856 



6476 


Table 3A 


NA 


6477 


Table 3A 


NA 


6478 


Table 1 


NA 


6479 


Table 1 


NA 


6480 


Table 1 


NA 


6481 


Table 1 


NA 


6482 


Table 2 


Hs.205442 


6483 


Table 1 


NA 


6484 


Table 1 




6485 


Table 3A 


NA 


6486 


Table 1 


Hs.30212 


6487 


Table 3A 


NA 


6488 






6489 


Table 3A 


Hs.20252 


6490 


Table 1 


NA 


6491 


Table 1 


NA 


6492 


Table 1 


NA 


6493 


Table 1 


NA 


6494 


Table 1 


NA 


6495 


Table 1 


NA 


6496 


Table 1 


NA 


6497 


Table 1 


NA 


6498 


Table 1 


NA 


6499 


Table 1 


.NA 


6500 


Table 1 


NA 


6501 


Tabte 1 


NA 


6502 


Table 1 


NA 


6503 


Table 1 


NA 


6504 


Table 1 


NA 


6505 


i dUJc 1 


NA 


6506 


Table 3A 


NA 


6507 


Table 1 


Hs.232400 


6508 


Table 1 


NA 


6509 


Table 1 


' Hs.172028 



Table 8 

184B5 

184D2 

184H1 

46D1 

98C1 

98C3 

601439669F1 cDNA, 5' end 
/clone=lMAGE:3924407 /clone_end=5' 

93H4 

GLE1 (yeast homolog)-like t RNA 
export mediator (GLE1L), mRNA 
/cds=(87,2066) 
113F12 

thyroid receptor interacting protein 15 
(TRIP15), mRNA/cds=(15,1346) 
173A10 

hypothetical protein FLJ23544 
(FU23544), mRNA /cds=(1 25,51 7) 
DNA sequence from clone RP4- 
646B12 on chromosome 1q42.1 1-42.3. 
Contains an FTH1 (ferritin, heavy 
polypeptide 1) (FTHL6) pseudogene, 
the gene for a novel Ras family protein, 
ESTs, STSs, GSSs and a putative CpG 
island /cds={0,776) 

174D1 

45B9 

45H8 

111H6 

111E12 

111H11 

112H3 

112E9 

114G3 

117H6 

165E7 

165E11 

165F7 

176A6 

176G2 

176E10 

176F11 

heterogeneous nuclear 
ribonucleoprotein A2/B1 (HNRPA2B1), 
transcript variant B1 , mRNA 
/cds=(1 69,1 230) 
71F2 

a disintegrin and metalloproteinase 
domain 10 (ADAM10), mRNA 
/cds=(469,2715) 



1 AAGCAGTATACCATTTATATAGCAAA 

CAGCCAGTGGCCAGTTCACTGTAT 
1 CTGCCCTTTGGTAGTGAGAGGACCA 

CGCCAATGATGCTTTTAAGTAACCT 
1 CATTTCTTCATCTCTAAGGCACACTT 

GCTACCCCTCTTTGCTGACCCCAG 
1 GCCTGCGTGTCTGTCTCAGTGTTTCC 

TGGTCCTCCTCTAAGTACTCTAAA 
1 AATCCTAGACATGTGCTTGTCATTGC 

TCCCATGAAGGTAGTTTTCAAACA 
1 ACCAATAGAGAAGAAGCTCTAGAAGA 

CAAAATCCCAAACCTTGGCACAAA 
1 GGCTTCAACAGAAACATCAAATGCCA 

AGACCAGTGAGAGAGCGTCAAAAA 

1 GCAAG CCCACTAAAATAAACATCTAA 
CCAGCATCTTTCCCCCATTATAGG 

1 ATGGATCTGTTCCTCTGTGCTAAATG 
TCTTGTGGCAGGGTGTGTTTGTGG 

1 GCCGTAATGTCTCGGGATCTCTAATA 

ATAGAGGAGGTGAGTTGTGGTGTC 
1 AGGCACTCCTCAACCAGTGTTCACTG 

AATTCAACTGCTGAAATTGTAACA 
1 AGAGAGGGTTTTAAGGGAGGGCTTG 

TGAATACTTGGGAGAATACGGAAGG 
1 ATGAATTTGAAGACATGGTGGCTGAA 

AAGCGGCTCATCCCAGATGGCTGT 
1 TTCCACAGATAGGTAAGCCAGGCGC 

GGCAAGATGAGACTGTATTCAGTTA 



1 TCTTGTCCTAGTCATTGTGGCAACCC 

CATCTGACACCTTGTGTAGTACCT 
1 TTCTGGCAAGCTCTTGTCATGGTGTT 

CGACACTTCCTTCTGTCTTCTTGG 
1 TTTCAACATGGCTAGATCCATCAGAA 

ACTGAAGGCGGGGAGAAAGCTCTC 
1 GGTACTCAAAGGAAATTACTCTTTCT 

CTGGAACCCTGGCAGAAAGTTTTA 
1 ATCCTTCCTACCTTTTATTATGAAAGT 

TTTGGTACCTGGCCCGGCGAGCG 
1 ATTAAGGTTTTTAACATCTACTTTGGG 

TGATGGAGCCTTCAATGAAGTCA 
1 GAAAGACTACGAATTTCGCTGGGAG 

GTAATAGGGAAGCCTTCCACATAAA 
1 AAATGAGGTCAGCAATAACCTTGATT 

CGGTCCTCCACTGGCAACATTTTA 
1 CTTCTCTC C CTGTAACCAG GC AGTGT 

GTGGGCGGGGCTCAGAACATATCT 
1 GTTGCCCTGATCTGGAAATCCTGTTG 

CTTCTTCTGGGATGAAGGAACCTC 
1 TAAGATAACCCACAGGCACTTCCTGT 

CATAAAGCCAACGACACAGACCAG 
1 ATGGGAACAGGATGTTAAATACACAC 

ATACATACGCACACAAGCGTTGGG 
1 CCTCTGCTATCACTAGAGAATGTAGA 

GAATGGAAATGGCTGCCTTTATGC 
1 GATACAGATGTGATTATTCAGCCTCA 

AGGGGACTTCTCCATTGCGTAACG 
1 TTATTGTTACCAATTAGAATCAGCAAT 

TCAACTGTGCGGTGATTTGGCCT 
1 TCATCACTTGGGTTAACTAAAGGTTT 

GCGTATCACACAATTACACTACAA 
1 TTCATAGTCAAACAAAAGGTAAGATC 

ATG CATATACCCACGGCAAC AAGG 
1 CCCACCCCCTTCCCCTCCATGTGAAG 

ATTTGGGTG CTTAACATATCATTT 



1 GGGAGACATGCTGATTCCACTCAAAG 
ATCTCATAATAAACAGCTTTGGCC 

1 AAATAAATTTGGAATGGGACATTGTG 
CTGTTTCACCTTCAATGCTGTTAA 



539 



WO 02/057414 
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6510 Table 1 

6511 Table 1 

6512 Table 1 

6513 Table 1 

6514 Table 3A 

6515 Table 1 



6516 
6517 
6518 
6519 
6520 
6521 
6522 
6523 
6524 
6525 



Table 1 
Table 1 
Table 2 
Table 3A 
Table 1 
db mining 
Table 1 
Table 1 
Table 1 
Table 1 



Hs.180610 

NA 
NA 
NA 
NA 

Hs.50180 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 



6526 Table 1 NA 

6527 Table 3A Hs.20830 



Table 8 

splicing factor proline/glutamine rich 
(polypyrimidine tract-binding protein- 
associated) (SFPQ), mRNA 
/cds=(85,2208) 
124G4 

124C8 

124F9 

127A12 

601652275F1 cDNA, 5' end 
/clone=IMAGE;3935610 /c!one_end=5' 

161E8 

186E8 

191F6 

193G3 

194C2 

458C6 

458E4 

458G10 

459B3 

459D2 

459E6 

DNA sequence from cosmid ICK0721Q 
on chromosome 6. Contains a 60S 
Ribosomal Protein L35A LIKE 
pseudogene, a gene coding for a 60S 
Ribosomal Protein L12 LIKE protein in 
an intron of the HSET gene coding for a 
Kinesin related protein, the PHF1 
(PHF2) gene coding for alternative 
splice products PHD finger proteins 1 
and 2, the gene coding for five different 
alternatively spliced mRNAs coding for 
a protein similar to CYTA (CYCY) and 
identical to a polypeptide coded for by a 
known patented cDNA, and the first two 
exons of the gene coding for the 
homofog of the rat synaptic ras GTPase- 
activating protein p135 SynGAP. 
Contains three predicted CpG islands, 
ESTs and an STS /cds=(1 63,21 84) 



AGAACAGTCTTGGGTTCAGGGGTGT 
GATGCCAGAATGTATTTTCGTACCT 



AAGGCGAAGTCAATCCCATCTCCCTG 

AACCCAACTGCCAGTAGGTAGTTC 

AGTTAAACTGTTGGTGAGGTAGTGTG 

TCAGGTACTCTGTATATTAGCTCT 

ACTGGATAAACAGAACGGATCAAAGA 

TAAAAGTATTCTTGTTGCCTGGGC 

GTCCCTTAGGGGAGGGAGAGTTGTC 

CTCTTTGCCCACAGTCTACCCTCAG 

ACTGGACTACTGAACTTTAGAATACT 

GTCCTAAGGAAATAGGTCTGGGCA 

CAAACAACAAAAGTGGCCTCCATCGC 

TGTGAGCCTCTCAAGGGACAGGGC 

AAGGTGGCTGGCTTTTATGATACAGT 

GGTGGTAATGTAGCCCTTTTTGGT 

TG CTCAATTG C C ATACATG C ACTATA 

GGCCGGGATAGAAAATCGTCAGCT 

TTCAAGGATGTGACTGATATCTGGTG 

TGGTTTATTTTGTTTGTTTTGGGG 

AGCTTTGGAAATTTGAACAAGGTGGG 

GACAAAATCAGGCAATAACAGACT 

CACTTCCTGAGTGTTTCCTGAGAACA 

AAGGATCAGAGCTTCGGCTGTGAG 

TTTTCCTTTTCGCTGACTTTCCCACTC 

ACTGTCTGTCTCTCATTTTCTCT 

GCATGGGAATTGGCTGTCATCACTCA 

TAGCACGGTGTATAAACTCAAGGA 

GTCCACTCAAGTTACCTGGCTGTCTA 

TCTTTTGGCTGACCCCTGAAGCGA 

CTAAGTAAGCAAAGAGGCAGAGGGG 

AGGAGGGGAGTGTTTGGTACTGTCC 

TGGTGCGGTGTTCATGATTATTATGC 
AGGGTGGAAGTTCAGTATTTGGTC 
AGCACATTTGTGCAGAAAGGTTTTGC 
AGGTATCTGAGGCACTGCTCACCT 



6528 Table 3A 

6529 Table 1 

6530 Table 3A 

6531 Table 1 

6532 Table 1 

6533 Table 3A 

6534 Table 1 

6535 Table 1 

6536 Table 1 

6537 Table 1 



NA 
NA 
NA 
NA 

NA 

Hs.80768 
NA 

Hs.333513 

NA 
NA 



460D5 
460B9 
461A4 
461 G6 

461D9 

chloride channel 7 (CLCN7), mRNA 
/cds=(38,2455) 
461 H7 

small inducible cytokine subfamily E, 
member 1 (endothelial monocyte- 
activating) (SCYE1), mRNA 
/cds=(49,937) 
463A5 

463B2 

540 



AGAACAACACGGGATTGAAGTGGGA 

AGAGATGGGACCCTCATTGGATCTG 

GGAACAATAGACCTCTTCACTAGCTC 

CCTGCTGTTTGATGGTTTGGTTGG 

AGAGGATGACTTTGAGGTAAATGTTT 

ACGATGCACGGTTTTAGGCGATGT 

GTGTCCTGGGGAGTGAGGAGAGGTG 

GAGTAGACTCTGAGAGGAGTGAAAA 

AGATCATGTCTGGATTGTGTTTCCTA 

TTACCTAGAGACGAACACAGATCT 

GTGTCCCAGGACGAGCGGGAGTGCA 

CCATGGACCTCTCCGAGTTCATGAA 

TGTATGGCTTATAGCCAGAGATGAAA 

CAGAACCCAAGTTAATATTGCCAG 

AGGTTTCAGAATCTGG GCCTTACCTT 

TACAGGTTCAACAAAAGAATGGCA 



AAGATGAG GCGTAGCTCATGTACAAA 
TGCAGCATTCTCATAAGTGCTTTA 
AGATAGTGGTATTTGGGTGCTGGGCT 
TGTCTGAACTGAGGAGGTGGGTGC 



WO 02/057414 



6538 
6539 
6540 
6541 
6542 
6543 
6544 
6545 
6546 
6547 
6548 
6549 



Table 1 
Table 3A 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 



6550 Table 1 

6551 Table 1 

6552 Table 2 

6553 Table 1 

6554 Table 1 

6555 Table 1 

6556 Table 1 

6557 Table 1 

6558 Table 1 

6559 Table 3A 



6560 Table 1 

6561 Table 1 

6562 Table 1 

6563 Table 1 

6564 Table 3A 

6565 Table 1 

6566 Table 1 

6567 Tablet 

6568 Table 1 

6569 Table 1 

6570 Table 1 

6571 Table 1 

6572 Table 1 



NA 

Hs.40919 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

NA 

Hs.221695 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

Hs.1 36309 



NA 
NA 
NA 
NA 
NA 

Hs.319825 

Hs. 17481 

NA 
NA 
NA 
NA 

NA 
NA 



Table 8 

463C5 

hypothetical protein FU14511 
(FLJ 14511), mRNA/cdS=(22.1272) 
463H5 

463A7 

463B10 

463C7 

453F10 

464C2 

464C5 

464C10 

464D8 

7k30d01.x1 cDNA, 3' end 
/clone=IMAGE:3476785 /clone_end=3> 

464E7 

464H12 

465B3 

465G2 

465H5 

465A12 

465F7 

465G8 

465H10 

DNA sequence from clone RP4- 
612B15 on chromosome 1p22.2-31.1. 
Contains the (possibly pseudo) gene for 
a novel protein similar to 60S ribosomal 
protein L17 (RPL17). the gene for CGI- 
61, endophilin B1 and K1AA0491, ESTs, 
STSs, GSSs and two CpG islands 
/cds=(101 1,1406) 
515C12 

515H10 

55G3 

55F9 

99E7 

602021477F1 cDNA, 5' end 
/clone=IMAGE:4156915 /clone_end=5' 

mRNA; cDNA DKFZp434G241 5 (from 
done DKFZp434G2415) 
/cds=UNKNOWN 
116C9 

128F5 

135F10 

189F3 



189A8 
195H12 



PCT/US01/47856 



CCTTGCACCAGAGACGACTGACATAT 

ATAGATGGGAGTCACTCATGCGCT 

GGTGTAGCGTGAAGATCTGGACAGC 

GCACTACGACCCGGGCCACTGTTTC 

AGAAGCAAACCTGTGAAGCTACTATC 

GTTTATCATCAGTGTGAATGCACT 

TAGTGATACMTTTGGGGTGCCAGAG 

GTTGGGGGTAAGGAATTTTGAAGC 

GTGTGGCCTAAGGAACACCTCTTGTG 

GGGAGTAAGAGCCAGCCCTTCCTC 

AGATGCGGGCGCAAGCTTATGTCCT 

GTTATGAGGGTTTAAATTAGATTGG 

TCATAACGCCCTTCAAAACATTGAAT 

AAAATCAGTGCAAAACATTGAGCA 

TGAGAAAGGAGTTAGCAGAATATTAA 

C ATAC CGAGAAGCTGTTGTTAG ca 

CTGGAGACTCAGGTCGCTTAAGTGG 

AGGGGACGGGCACAGCCATTCCTCC 

AAAGACCTGCCACTTATTTTTGGCTC 

TCATCTGTACTCTTAAGTGTGTGT 

AGACACAGCTGCAGAAAACTTATTCT 

TTTCAAGCATGCACAGTCACAAAA 

CATTCAACAACACAAACCGAGCACCT 

ACTGTGTGCCACGCCACAGACAAG 

CCTAGGAAACACAGGTCAAAGAAACA 

CAGTCCAACATGTATTCAGAATTC 

AAACGCAATCTATTTTAGGTTTGAGAT 

TAGAAGCTGAGGCCAAGGACTCA 

TCCTCCAGATGCATGGTCCGTGAAGA 

AATTTAATAGCAAAGACGAGAAGA 

GGCTCTCATGCTTATGCCACACATCC 

TTGATTCTGCTTAGGAGTCTCTGG 

AAGCCTGAGCTAACAAGAGCTGAGG 

ACAGTAGCTTATTCCTCTTTATGGG 

TGGATGATGGGATTGGATAAGCATGT 

GGACTGGATTGTGTTACAAACTCT 

TGCTGTTTCTAGGATTAACACGAAAT 

CATCACTTTGCCATATTTTGAGCT 

GGCTCAGCACAAAAGAGAATTCGTAG 

CACTTTCATGTGAAAGCAGACCCA 

GATATTAAGGTACTTTCAGTACAAATC 

TGGTGCTGTGAGTGGGCTCATCC 

TCCAGTTTCTCATAAACAAATTCTTCT 

ATCCTGGCATTTGGATTTGGGTT 



TCATGGTCATAGCTGTAACCTGTGTG 

AAATAGTAATCAGATCAAAAAGCG 

ATATGTACCTGGAGGGCGGACGATC 

GAAATTACTAGTGAATTAGCGGCAG 

TGCGAGTGTAATTTCTGTAAGGAGGG 

TATGGGATAATTAATAGCACGCCT 

GCCCCCAGCATTCAATTCATTTTGTA 

CCCTTAGTTTAAAGAACTTCTCCC 

AACTTTGCTTTCTGAAGGTTTTGGTG 

TACCTCGGGCGCGAACACGCTAAT 

ATTGACTCCACTTTGTG CCAAGCTCT 

GCGGGTAGGCATATTTCATATCTT 

CAGTGGAGAAGCTGCACTGTCTCCG 
GGCTTGTGTGATCCGATCTCTGTAC 

AGCTTTGAAAGTAATGTCTAACCCTG 

CTGTCAGTTTATCACAAGTGCATT 

AGCTTAATTGAATTGGAGGAGCACCG 

AACAGGCAGTTTCCTGAGCAGTGG 

GCTCTCACTGATCTCTCTTCTCTATCT 

CTTTCTGCAGTTATACCAGCACT 

TGAGAAGAGCTGTGAAGGCAGAGGC 

GGGGCAAGTGCAAAGGTCCTGACTT 

AACTCCCTGTTCAGTTCAGTTGCTAA 
TGATCTCAAGCTCTTCCCTGATTA 
CAGCCTAATGCCTAACCACACAGATA 
CCATTGGTGGGCGACGTGACCCAG 



541 



WO 02/057414 
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6573 Table 1 Hs.292457 Homo sapiens, clone MGC:1 6362 

IMAGE:3927795, mRNA, complete cds 
/cds=(498,635) 



6574 


Table 3A 


NA 


466G4 


6575 


Table 1 


NA 


466D1 


6576 


Table 1 


NA 


466G2 


6577 


Table 1 


NA 


466H5 


R57R 


1 dUlfc! 1 


NA 


466B7 


do/ y 


1 clUlc £. 


NA 


466B10 


DuoU 


I auiu I 


NA 


466C9 


OOol 


t aoie i 


U Q 7t 07 

nb.f IO/ 


mRNA for KIAA1757 orotein 

Jill Vlin IVI l>irTT^ 1 I v 1 pi Uluii 1 








cds fcds=(347,4576) 


CCQO 


i auie i 


MA 

IMA 


121F1 


□DOO 


i auie i 


NA 


121A11 




i auie Or\ 


NA 


121 F8 


6585 


I auie t 




178B2 


6586 


Table 3A 


NA 


176B5 


6587 


Table 1 


NA 


178F5 


6588 


Table 1 


NA 


178C12 


6589 


Table 1 


NA 


462A11 


6590 


Table 1 


Hs.13231 


0d15d12.s1 cDNA 








/clone=lMAGE:1368023 


6591 


Table 1 


NA 


462D9 




i auie i 


MA ■ 


462E8 




To Kid 1 

i auie i 


MA 


462F9 


ooy*t 


i aoie i 


NA 


462F11 


ccnc 

ooyo 


i auie i 


MA 


462G12 


ooyo 


i auie i 


MA 


462H9 


ooy/ 


i auie i 


NA 


472B1 


ooyo 


i auie i 


NA 


472C1 


Dt>yy 


j auie i 


NA 


472 E6 


6600 


Table 1 


NA 


472F4 


6601 


Table 1 


NA 


472G2 


6602 


Table 1 


NA 


472D7 


6603 


Table 1 


NA 


472G1 2 


6604 


Table 1 


Hs.75354 


mRNA for KIAA0219 gene, \ 








/cds=(0,7239) 


6605 


Table 2 


NA 


64G9 


6606 


Table 1 


NA 


467E5 


6607 


Table 1 


NA 


467A8 


6608 


Table 1 


NA 


467C9 


6609 


Table 3A 


NA 


467F8 


6610 


Table 1 


NA 


468E6 



CACCATCTTTTGCTCGGATACTAGCC 
CGCAATACCCACTCACCTACCACC 

AGGGTCTCCACCTTACAGAAGTACAT 

GAACAACCAGAGATAGCAGGGCTG 

ACCAGGAAAAGTAAAAATCATAGTTG 

GTGTCTCTCGGGTTTCTCACCTTC 

ATGTATGAGAGAGATTCGAGATGAGT 

TAAAGGAGGGAAGGGAGGGGTGGT 

CATGAGTATTGGCACTGGGGTTCAAG 
TTCCAGGGCAGAGCAGGATAAGAG 

CTCCTGGGGCTGGAGTCCTGGTCTG 

CCTTCTGGGGACAGAGATTAGGTCG 

TGGAACTTCAGTCAAAAACATCTGTA 

CTTTGTACAGGACAAAGATTTGGC 

ATAGAACTTGTTTTACCTATGAGCCTT 

GCCTTGTATTTATTCACTGTGGC 

ACATCTCTTGTGAAAGTTCAAATGTTA 

CAGCAAGGTGTAAACACTCCACT 

GGGTGAATTAATCGGGAGATGGGTA 

GTCAGGGCAAATGATGGGTGGGTTT 

TGCAATTGTGGAGACAAATTGTTAGA 

GTTTAAATCCTGGCTCTGTTCCCT 

GGACCTATGTCCTCAAGACATGGAAA 

CTACTAGTTCTGTCGTGCCAGGAG 

AATTAAGGATGCCCTACCGACATCTA 

TCAGCATACCTGGAACAGGTTCGA 

CGGCCAACCCAGGAGGGCAGGTGTT 

TTGGGCATCTGGTTTATAGTACCTC 

GCTGGGGTGAAAACTTGAAGACTCA 

GACCTCAGTGGAAACAGATGAATGT 

CCCCAGGCTCTGTGACGCTTGAAATT 

CTAATTAGCGCAGAAAAGGGCTAA 

CCTGACTACGTGTTTTCCCCACAGAC 

ATCACACTGGTTCACCTCGTTGAA 

AATGGAAAGACACTTCTGTATACACT 

GGAAATCTCAGGAAATTrCTTTTTTCC 

GACAGTACAGTACCCTAAGAGCACTG 

AGGAGGGCCACCCCACGTGAACTC 

TTTCCTTGGAGATTTCAGGCATCTTA 

GGCCGGAAGGGACCTCGAAGGTGG 

CTCCGCTTCTTTCACTCATTCGTTTAG 

TGTTTCTTTAAG CTTTG C CTTGT 

TCCACATTTTG ATCATG C ATTTATGAA 

AGCCCTGGGTTTGTTATTGAGAA 

GCTATCTTCTGCTGAATCAGCGTAAT 

GCTGATATACACCCTATTTTCTGT 

AAAAGAAAAGTTTTTCAACCCAGGGA 

ATTTATAGTGGGTGTCAGTCGAGA 

AGGAGACGATGTAGGGGGAAGTGTG 

TTAGATTGTAATGGAGGGGTTTGGA 

GCTCTTTCCCAGACCCAGCCGCCAG 

GTTCTCTGTAGAAGAAAATAAATGC 

AAGGAGGAATGGGAATCTCAAGCTCA 

AGGGCACTCTCACTAATTGTGGGT 

AAATAGCCACCTTCTCCCCATTTTCT 

GTCAGAACACACACTTTATATCCA 

TTTGGTAAAAGAGAT TGGAG GGGACA 

CCAG GGAAACCAGGATTTTCTGGC 

AAGTGCTAAGGCATTCTCTAAACTAT 

CTTTCCAGCTCCGGGCGACAATGG 

CCACTCTCTAAGTCAAGCGAGTCCTT 

CCTGCATACCTGTACTGGGTGCTG 

GGACTTTGCAGGCTTCATTCCCTGTC 

TGTGTCTTTTCCTTCTGGTGTGTT 

ATTTGCTGGCCAATCCTGCTGACTAT 

GAATCTTTGGGGGCACTGAGTTAC 

CTGGGGTACTGGGGAAAAGGAACTG 

GTATTGAGATTTTATATTTGGGGCG 

TTGAGTAAGGCTCAGAGTTGCAGATG 

AGGTGCAGAGAACATCCTGTGACT 

GGTCACAGAGAGAAATGGTAGCTGA 

AGAAGCAGGGCACGAGGGCTCTAAC 

TTTCCGGTATATTCGTGTGGGTTGAC 
TTTTTGTGTGTGTGGTTGTGGTGG 
GGATCTCTTGCTCCTCTCACCTGTGT 
GACAGACTACTAACAGCCCAACTG 



542 



WO 02/057414 PCT/US01/47856 

Table 8 



6511 


Table 1 


NA 


468B9 


1 


ACAGTGTGGGACAGAAGAGTGCTCA 












GTGATTAAATGCCTGATAATAGATT 


6612 


Table 1 


NA 


468E10 


1 


CTCTCTCGCAATTTACAAGCGCTTTC 












AGTACCATTCACCGTCACTCCTCT 


6613 


Table 1 


NA 


468F10 


1 


CTTTGGGGAGTGGAGTTGTTGTAGAT 












GG GGAGAGAATCAGAACAAGGAGA 


6614 


Table 1 


NA 


46BF11 


1 


CCTTACTGCTTACGGTCATCGGTCAT 












CAGCCCAACCCGCTTGGTTAGGTG 


6615 


Table 1 


NA 


468G12 


1 


AGAGTATAATTTCCCCAGTGTGGAGT 












GGTTAGTGTTGCTAAAGAAGAGGT 


6616 


Table 1 


NA 


468H11 


1 


CTGATGTCGTGTCTGCACTCACCTGG 












TCATGTGTTCTGTTGTGCGGTAGT 


6617 


Table 1 


NA 


469B6 


1 


AGGGGCAGAGAAGAATCCACACTCA 












CAAGAGATGACCAGGAGTAAAACTG 


6618 


Table 1 


NA 


469D2 


1 


CCCAGCAGAGGCCAACAAGCAGCCA 












TACCCAAACTTCAGCCAAAATAAAA 


6619 


Table 1 


NA 


469A10 


1 


TGTGCAAATACGGCGAGAAGAAGTG 












CATGAGAAAGTGCTTTATAAGCTGT 


6620 


Table 1 


NA 


469E12 


1 


CCAGCTTTTCCTTTGATGTTAGTTAG 












CAGTAAGTCACAGGTTTGAGCCCC 


6621 


Table 1 


NA 


469F8 


1 


GGCACGCATCCTCATTCCTGCATGCT 












CTTAGAATATCTATCAATGATCAT 


6622 


Table 1 


NA 


469G8 


1 


ACTTCTATACTCAGTGCGCTGTGGGT 












AACC AAGC AA GC AG GTTTGTTGTC 


6623 


Table 1 


NA 


470B2 


1 


GCGGGATGGTGGGAAGACAGACACT 












GCCTTAGAGCATGAATAATTGAAGA 


6624 


Table 1 


Hs. 11 81 74 


tetratricopeptide repeat domain 3 


1 


AGGTAGACTATTTAGCTGGAAGCATC 








(TTC3), mRNA /cds={2082.7460) 




CAAACAGGGGATTTTAAAAATACTCA 


6625 


Table 1 


NA 


470C3 


1 


AAAATGTAGGTTAAAACTCTCACTTAA 












GAAGGAGAAGATCTGAGTAAACCCA 


6626 


Table 1 


NA 


470D5 


1 


ACCTGAACAATGAATGAAGAAAGGAA 












GACTTGGTTCTTCTAGCTCTGGAC 


6627 


Table 1 


NA 


470E1 


1 


CATGGCTCACAAGCTCTAACACTCCC 












CTCCCTCCAGATCCTAAGAAGAAG 


6628 


Table 1 


NA 


470E5 


1 


TCTGAGCTTCACTTCAAGAACTGGTA 












GTCCAAAAGAACTGGTTCGTTCAG 


6629 


Table 1 


NA 


470F3 


1 


ACTTCACTCACI I I I I AGCCTGTTCAT 












ATGAGCTTGTCAGTGCTTTTGTT 


6630 


Table 1 


NA 


470G6 


1 


TGAGGAGGATGGGAGGCGCACAGGC 












AATTTAGCTAGATATAGAAAGAGAA 


6631 


Table 1 


NA 


470B8 


1 


AGCTGATTTGGATTCTTGCGGTTTGC 












ATCGGTCTAATTTATCAAGTGTGT 


6632 


Table 1 


NA 


470G10 


1 


TCCATCCTTGGAAGCTTGACAAGCAT 












TCACACTACTGGCTCACCTACTAT 


6633 


Table 1 


NA 


471 D6 


1 


TAGCACTGTAGCCAGAGTCCCTGCTT 












GTACCAGGAAGCTGGGTGGTGGTT 


6634 


Table 1 


NA 


471 F1 


1 


TGGATAGTCAGAATTACGTGTTTTGT 












GGATTGGGGAGGGAGGGGAGGAAA 


6635 


Table 1 


NA 


471 F4 


1 


GCACTCCTGGAACCTTCTCACTAATT 












CGGGGACCAGTTTTGTGAATGTTG 


6636 


Table 1 


NA 


471 F6 


1 


TTGCTGCGGATGACCTGACTGAGCC 












CTG G G AGACTGTG CTATAATCTCTC 


6637 


Table 1 


NA 


471 E9 


1 


AGAAGGAGGATCTGTTCTAAACATCT 












GCGAGGGGAGGACAAAGCATTGAA 


6638 


Table 1 


NA 


471 E11 


1 


CTTGCATCTGAGTGAAGATGAACCTT 












TCTTTCCCAGCCCTGAGAGAGGGA 


6639 


Tabte 1 


NA 


471H11 


1 


GTCTAGCTGGCAGGTGATGGATGAAT 












GGATGAGCTGGCAGACCAACAGAA 


6640 


Table 1 


NA 


473E4 


1 


TGCATG GAAATGTTTCGAGTACGGGG 












AAAATAAGGGAGCCAAAACTGTGT 


6641 


Table 1 


NA 


473F3 


1 


TTTTAAGGTGTGACTCAATTTACAGG 












CATTCTGTA1 1 1 1 I GCGATTTGGT 


6642 


Table 1 


NA 


473E11 


1 


ACCTTTGGGAGAAAGTCTTACAACTA 












CATGAAATGCAGATTTATGGACTC 


6643 


Table 1 


NA 


476C1 


1 


GAAGGGACAGAACAATCAACTGTGA 












GAGATGGGAAGAAAACTCAAATGGA 


6644 


Table 1 


NA 


476D3 


1 


CTAGTTTGGGGACTTTCATTGGGCAC 












GTGAATCCAGGAGGGCTGAATTTT 


6645 


Table 1 


NA 


476F5 


1 


GGCCCAGATTGTAGACAGCATAAAAA 












TAATTTTGGGCTTTTCCTGTTAAA 


6646 


Table 1 


NA 


476G3 


1 


CTGGGCTTCTTGTGTGAGAAGCACC 












GCAGCCAAGAACAACCAGTGCAACT 


6647 


Table 2 


NA 


476G4 


1 


GAAGGGGGATTCGGTGATGGGGGAA 












GCCAAGGGACAAGGGAAAAAGGAAA 


6648 


Table 1 


NA 


476A10 


1 


AACCCAACCATGAAAAAGAAGAAGCT 












CTGGACTACGGCCAGGCGTGGGAG 


6649 


Table 1 


NA 


476G8 


1 


TGGCTATTTGAGTTTTCTCTTACATGA 












AATGCCTGGCAACGTACACTGGC 


6650 


Table 1 


NA 


476H10 


1 


TGAACTCTGATTTCCGCCGAAACTAG 



GAGGAAACACCCAAAAGAAGACGG 

543 



WO 02/057414 



6651 Table 2 

6652 Table 1 



6653 
6654 
6655 
6656 
6657 
6658 
6659 
6660 
6661 
6662 
6663 
6664 
6665 

6666 
6667 
6668 



6670 
6671 
6672 
6673 
6674 
6675 
6676 
6677 
6678 



Table 2 
Table 1 
Table 1 
Table 2 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 
Table 1 

Table 1 
Table 1 
Table 1 
Table 3A 
Table 1 
Table 3A 
Table 1 
Table 1 
Table 1 
Table 1 
Table 3A 
Table 1 
Table 3A 



6679 Table 3A 

6680 Table 3A 



NA 
NA 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 

NA • 

NA 

NA 

NA 

Hs.6179 



6681 Table 1 

6682 Table 3A 

6683 Table 1 

6684 Table 1 



Hs.44577 

Hs.1 08124 

NA 

NA 



Table 8 

477E1 
477E6 

477A11 

477D9 

477D10 

480A3 

480B5 

480D2 

480E2 

480E3 

480F3 

480G4 

480C8 

480D9 

480E7 

480E11 

480F8 

487F11 

499G1 

518F10 

524A12 

526B9 

583B5 

583D6 

583G8 

5&4A1 

584D3 

DNA sequence from clone RP4-620E1 1 
on chromosome 20q11 .2-12 Contains t 

591 H9 

DNA sequence from clone RP3-434P1 
on chromosome 22 Contains the 
KCNJ4 gene for inwardly rectifying 
potassium channel J4 (hippocampal 
inward rectifier, HIR, HRK1, HIRK2, 
KIR2.3), the KDELR3 gene for KDEL 
(Lys-Asp-Glu-Leu) endoplasmic 
reticulum protein retention receptor 3, 
the DDX17 gene for DEAD/H (Asp-Glu- 
Ala-Asp/Hls) box polypeptide 17 (72kD), 
ESTs, STSs, GSSs and six putative 
CpG islands /cds=(307,2259) 

6023881 70F1 cDNA, 5' end 
/clone=IMAGE:4517129 /clone_end=5' 

cDNA: FU23088 fis, clone LNG07026 

/cds=UNKNOWN 

119F12 

119G10 



PCT/US01/47856 



TTTGCTGGGACTAAAATCAAAACTGC 
ACTGCAGAGCAGGTGAGGGTTCAT 
TGGAGAGTGTGTGTATTACCA !"l I 1 1 I 
TACATTGCATCACATTTTACCATCTAT 
ATCT 

TTTGAAGCCCCTCATAGAGAAGAGAC 

TGTACCATAAGAGAAGCCCACTCA 

AACTCTCAGTCCATGAGCTTGATTAC 

TCCATTGTACCATTTGGAAGCCCA 

GTGGGTAGCCATTAAGTGGTCTGGC 

ACAGAAAGGGACAAGTAGCTTCAAG 

CTGGTGCTGAGTGGAGTCACAGTAA 

GGCTGTAGATGGAGCGCCCTGGGAA 

TTTTGATGTGACCAGTCGTGCATGGC 

GGGGGACAGGAGCTTAGGGGGAAT 

ATTATGCATGTCGAGGGGACAACTTT 

TATTAAACAGGAGGGGTGTGTCTT 

TGGTCATGTTTCCCTCTTTACTCCAC 

GACAGTTTCATTATTGTAACCAGG 

TTCTGTTGGTTATATGAATGGCAGTT 

ATTGTCTCCCAGTGTGTGGGTTCT 

AGTCCTGGCAACTTTACCTGGGAATT 

GTCTGTAATCTTTAAGCAGTGGCG 

AGGACTTATCTAGCTTTCACAGATTC 

AGAGTGCGTTTCAAACATCATTGT 

TTTAAGAGGCTTATCTAGGACATAGG 

CCCAAGAGGGAGGAGGAGGAAGGC 

CTCCAGGCCGAACGAGCCTCCACTC 

TGGATTAAGATCTGTCATCTTGACA 

GCAGGACTTGTGGCAGGACTCAACG 

GGAGAGAAAGAGGCTGAAACATAAA 

AAGAACATCCCAACTTTTCCGGTAGG 

CAAGTGTCMGTCACCTGGACAAT 

TCTGTGGCTTGTTGTGGGACCCTGC 

GCCCTTTAAATTAGGGCATATTTTA 

GCGCTAAAAACCTGGTGATTAAATGA 

CAAACAGAACGTGAGAAGAGATTT 

TCCTGCACACAACAAATAAAGACAAG 

AATAAAGGGCCACCCATCAGTAGC 

ATGTTGTTCAAATTAAACATCATACCA 

CATGGGGGCAGCTACCAATTTTT 

TAATATGAAAAGCTGGAAAAGAATTA 

AGGGGTTGAGGAGACGTGCCGGGT 

GTTACCCTGACGAATGCAGTCCTCGT 

GTGGAATGTCTATGCCCTCTTGAG 

ACACCAGCAGTCATAGGGGAAAGGG 

G AATACAGTTAATTG GGTATTTGTT 

ACTCCCTCCCATCTCTGGTCTTTAGT 

TGGAAGCAAGCTTTCGGACAACGG 

TCCAACAAGGGTTACGGCAGAATTTA 

TGCGAAAGTCTTCTTTGGGCTAAA 

TTGTTCTGCTCAGGCCAAGGATTGTT 

GTGTGCTCTGTATTTGCTGCTTTG 

GGCCCGGCATGTCTTCGTTTTGTCAG 

TCCTCATCCAATCCATCTTCATAT 

GTGGGTTTTTAGACACCTGCAGCAAG 

AAGAAATACTGACTGACTAGGCAT 

TTTTAAAGAAAAATCTATTATCTTGGA 
GCATGGATGGGGGAATGCGAAGG 
CAGAAGAAACATGGCAAACTGCTCTG 
TGCTTTCAAACCAAAGTGTTCCCC 



1 GTTACTTAAGATCAGTATGTGTGGTG 
CATATGTGATTTCGACCATTCAGT 

1 GAGAATTTCCGTCTGATCTATGACAC 
CAAGGGTCGCT7TGCTGTACCTCG 

1 CTGGGTTAATACTCACCAACTTTGAG 
AAGGTTGGTCTCTGCTCTTCTGTA 

1 GGAAAGACAGGTGAGTGTGCCACAA 
CTACCTAACACATCAGCAAATCTGG 
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WO 02/057414 



6685 Table 1 

6685 Table 1 

6687 Table 1 

6688 Table 2 

6689 Table 1 

6690 Table 1 

6691 Table 3A 

6692 Table 1 

6693 Table 1 

6694 Table 1 

6695 Table 3A 

6696 Table 1 

6697 Table 1 

6698 Table 1 

6699 Table 1 

6700 Table 1 

6701 Table 1 

6702 Table 1 

6703 Table 1 

6704 Table 1 

6705 Table 1 

6706 Table 1 

6707 Table 3A 

6708 Table 1 

6709 Table 1 

6710 Table 1 

6711 Table 1 

6712 Table 3A 



6715 Table 3A 



NA 

NA 
NA 
NA 

IMA 
NA 
NA 

NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
NA 
• NA 

NA 
NA 
NA 
NA 
NA 

Hs. 169370 



6713 Table 1 NA 

6714 Table 3A NA 



NA 



6716 Table 3A NA 

6717 Table 3A NA 

6718 Table 3A NA 



AA077131 
AA501725 

AA501934 
AA579400 

AF249845 



Table 8 

485A6 1 

485D5 1 
489H9 1 
494B11 1 

478E5 1 
478G6 1 
478H3 1 

478C7 1 

478G8 1 

478H7 1 

479B4 1 

479D2 1 

479G2 1 

479G3 1 

479G5 1 

479G6 1 

479H4 1 

479H5 1 

479H6 1 

479G12 1 

479H12 1 

482A5 1 

483G5 1 

486C4 1 

490F10 1 

493C2 1 

58G4 1 

DNA sequence from PAC 66H14 on 1 
chromosome 6q21-22. Contains FYN 
(P59-FYN, SYN, SLK) gene coding for 
two isoforms. Contains ESTs and STSs 
/cds=(12,1706) 

598H2 1 

1836605 7B08E10 Chromosome 7 Fetal Brain 1 

cDNA Library cDNA clone 7B08E10, 

mRNA sequence 
2236692 ng18el2.s1 NCI_CGAP_Lip2 cDNA 1 

clone IMAGE:929806 similar to contains 

Aiu repetitive element;, mRNA 

2236901 nh56a10.s1 NCI_CGAP_Pr8 cDNA 1 
clone IMAGE:956346, mRNA sequence 

2357584 nf33d05.s1 NCl_CGAP_Pr1 cDNA 1 
clone IMAGE:915561 similar to contains 
Atu repetitive element;contains 

8099620 isolate Siddi 1 0 hypervariable region I, 1 
mitochondrial sequence 



PCT/US01/47856 



GTCACTTTAGCGAGCGGGAAAACAAT 
GGCGGAAAGGGAAAACCTGGAAAG 

CGATAAGCTGTGGTGTTGGGAGTGA 

GAGATGTTACTTTGCGAATGTTCAA 

AAAGGCTAGGTTTGCGAAAGCCCTTC 

TAAAACTATGCTTTGGTGGTTACT 

CTGACCCTGCCGGGCGGAAGATAAA 

ACAAAAACGAGAAGAACAAGCAAGA 

AAGATTGTAAAAATACATTTTAGGCTC 

AAGAGTTCCAGGGGTTTCAGAGC 

TGCAAGCTGGCACCTTCACGTTTATT 

TTTAAAGGGCTTCACATCAAAGAT 

AAACAAAGAAGGAAAATGAAGAGGG 

GGAAAAGATGAACATCAGGCTGGGT 

TCCAAAGGATGTTCTGGTGTTGCAGC 

ATGATTTCTGGTGTTAGTCTTTCT 

TTTGTGGGTGCGTGAGAGGGGATTTA 

TACTCCTTGAGCCATATTTTGTGA 

GGGTTCACAGC ATGGGTGGAG GTAA 

GTAGTATTCTCATTGGTTGGTTAGT 

GAC AGTG AG AAG AATATG G AGTAGA . 

GTC CTTTTG GTCTTTG AG GC G GTCA 

AACAGCTGAAGAACAAGAAGGTGAG 

CTCTGAATGCGTCAGGTGGTCATTC 

GGCTGACCAGTACAGG CTTGGGAAT 

TTTATGGTTGGGTGGTTTCTACCAA 

GGGGGAGCTATATTACTGATTAAAAC 

CACCATTTCTTCACCCAACTTATG 

AAGTCTTGTATTATGAGGTACTGGGG 

CTCTGGGGGATATTGAGATGAGAA 

AGTCCTGCTGAATCATTGGTTTATAG 

AAGACTATCTGGAGGGCCTGATAG 

GGAGCTTCCAGTCTAATAGAAAAGAT 

GCACTTACGAATAGACTTTGGGTA 

TCTGTGCTCTGTGGACCCGTCACCCT 

GAGCTCCTCAGTTGCTGAACCATC 

TGCTGGCATGTGGATAGACTTTAGCA 

AATGGTAGTCATCTTCTAATTTCT 

AATGGGAATCTTAAGGCCTCTCTGGA 

AAGGGTGTGAGGGGGTCGAGGGGG 

TGCATATTGTCACTGACTGGCTAGGG 

TCTCTAAATTTATGAAACCTTACA 

GTCAGCAACTAAAAAGGGAGATATAT 

CTTAGAGAGACTGGAATAAGCAACTC 

GGAAGGACTCAAACTGGCCATAAAG 

GCAATACGGCATGTTCATTACACCA 

TTTGTTGACTATGAAATAGTGGTCCT 

GGTTTTAACTCTTTGGGGTTCCCT 

AATTATATTTTAGGCTGATGTGGGTG 

GTCTGTAATGCTCTCATTTACCAC 

CTGTGTTTCTGTATGGTATTGCATTTG 

TCCCGGCCTGTTGGGTTTGGTGG 

TTCATGCTCATTAGGACATTGAACAA 

ATGGCAGAGTAAGAAAGTTTGGCC 

GGGAATGGACTCATATGCAAGATTGC 

TGACTTCGGATTGGCCCGATTGAT 1 



CAACACATGGGACGGGAAGGAAATC 
CTTCCGTGTGATTTTGTTAAAAATA 
CAGCCACCTCCTCAGGTCAGACAAG 
CCCAGCACCCAAATACCACTATCTG 

GGCTTCCCTATTACCTCCCAGCGAAA 
TTCGTAGTCTTTCTCTATGGAGTT 



TGCTGATGTGTTAGGTAGTTGTGGCA 
CACTCACCTGTCTTTCCTAAATGC 

TTCATGCTCAGCAAAACAACGTTTTA 
GGATGGTGAGAGAAGACAAAGTAA 



TATTAACCACT CACG GGAGCTCTCCA 
TGCATTTGGTATTTTCGTCTGGGG 
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PCT/US01/47856 



Table 8 



6719 


db mining 


Hs.277051 


A1630242 


4681572 


ad07c09.y1 cDNA ydone=ad07c09- 










(random) 


6720 


db mining 


Hs.277052 


AI630342 


4681672 


ad08gl1.yl cDNA/clone=ad08g11- 










(random) 


6721 


db mining 


NA 


AI732228 


CAC^^ A A 

5053341 


nf1 9e05.x5 NCI_CGAP_Pn CDNA 










clone IMAGE:914240 similar to contains 












Alu repetitive element;, mRNA s 


6722 


Table 3A 


Hs.1 97803 


AW379049 


6883708 


mRNA for K1AA01 60 gene, partial cds 












/cds=(D,2413) 


6723 


Table 3A 


HS.232000 


AW380881 


6885540 


UI-H-BI0p-abh-h-06-0-Ul.s1 cDNA, 3' 












end /done=IMAGE:2712035 












/clone_end=3' 


6724 


Table 3A 


Hs.325568 


AW384988 


6889647 


602386081 F1 cDNA, 5* end . 












/clone=IMAGE:4514972 /clone_end=5' 


6725 


Table 3A 


NA 


AW836389 


7930363 


PMD-LT003D-1 01 299-001 -f08 LT0030 












cDNA, mRNA sequence 


6726 


Table 3A 


NA 


AW837717 


7931691 


CM2-LT0042-281299-062-e11 LT0042 












cDNA, mRNA sequence 


6727 


Table 3A 


NA 


AW837808 


79317B2 


CM1-LT0042-1 00300-1 40-f05 LT0042 












cDNA, mRNA sequence 


6728 


Table 3A 


NA 


AW842489 


7936472 


PM4-CN0032-050200-002-C1 1 












CN0032 cDNA, mRNA sequence 


6729 


Table 3A 


NA 


AW846856 


7942373 


QV3-CT01 95-011 099-001 -c09 CT0195 












cDNA, mRNA sequence 


6730 


Table 3A 


NA 


AW856490 


7952183 


PM4-CT0290-271 099-0 01-C04 CT0290 












cDNA, mRNA sequence 


6731 


Table 3A 


NA 


AW891344 


8055549 


PM2-NT0079-030500-001-a04 NT0079 












cDNA, mRNA sequence 


6732 


Table 3A 


NA 


BE061115 


8405765 


QV0-BT0041-O11 199-039-f09 BT0041 












cDNA, mRNA sequence 


6733 


Table 3A 


NA 


BE086076 


8476469 


PM2-BT0672-130400-006-h09 BT0672 












cDNA, mRNA sequence 


6734 


Table 3A 


NA 


BE091932 


8482384 


IL2-BT0733-13040O-O68-C11 BT0733 












cDNA, mRNA sequence 


6735 


Table 3A 


Hs.173334 


BE1 60822 


8623543 


ELL-RELATED RNA POLYMERASE II, 












ELONGATION FACTOR (ELL2), 












mRNA /cds=(0,1 922) 


6736 


- Table 3A 


NA 


BE163106 


8625827 


QV3-HT0457-060400-146-h10 HT0457 












cDNA, mRNA sequence 


6737 


Table 3A 


Hs.301497 


BE1 68334 


8631159 


arginine-tRNA-protein transferase 1-1p 












(ATE1) mRNA, alternatively spliced 












product, partial cds /cds=(0,1544) 


6738 


Table 3A 


• Hs. 172780 


BE1 76373 


8639102 


60234301 6F1 cDNA, 5' end 












/done=IMAGE:4453466 /clone^end^S* 


6739 


Table 3A 


NA 


BE177661 


8656813 


RC1-HT0598-020300-011-h02 HT0598 












cDNA, mRNA sequence 


6740 


Table 3A 


NA 


BE178880 


8658032 


PM1-HT0609-060300-001-g03 HT0609 












cDNA, mRNA sequence 


6741 


Table 3A 


NA 


BE247056 


9098807 


TCBAP1 D6404 Pediatric pre-B cell 












acute lymphoblastic leukemia Baylor- 












HGSC project=TCBA cDNA clone T 


6742 


Table 3A 


Hs.11050 


BE763412 


10193336 


mRNA; cDNA DKF2p434C01 18 (from 












clone DKFZp434C0118); partial cds 












/cds=(0,1644) 


6743 


Table 3A 


NA 


BF330908 


11301655 


RC3-BT0333-31 0800-1 1 5-f 1 1 BT0333 












cDNA, mRNA sequence 


6744 


Table 3A 


NA 


BF357523 


11316597 


CM2-HT0945-150900-379-g06 HT0945 












cDNA, mRNA sequence 


6745 


Table 3A 


NA 


BF364413 


11326438 


RC6-NN1 068-070600-01 1-B01 












NN1058 cDNA, mRNA sequence 


6746 


Table 3A 


NA 


BF373638 


11335663 


MRO-FT0176-040900-202-g09 FT0176 












cDNA, mRNA sequence 


6747 


Table 3A 


NA 


BF740663 


12067339 


QV1-HB0031-O7120O-562-n04 HB0031 












cDNA, mRNA sequence 


6748 


Table 3A 


NA 


• BF749089 


12075765 


MR2-BN0386-051 000-014-b04 












BN0386 cDNA, mRNA sequence 


6749 


Table 3A 


NA 


BF758480 


12105380 


MR4-CT0539-1 41 1 00-OD3-d05 CT0539 












cDNA, mRNA sequence 


6750 


Table 3A 


NA 


BF773126 


12121026 


CM3-IT0048-151200-568-f08 IT0048 












cDNA, mRNA sequence 


6751 


Table 3A 


NA 


BF773393 


12121293 


CM2-lT0O39-lUlZU0-638-n02 IT0Q39 












cDNA, mRNA sequence 


6752 


Table 3A 


NA 


BF805164 


12134153 


QV1-CI0173-06l100-456-f03 CI0173 












cDNA, mRNA sequence 


6753 


Table 3A 


NA 


BF818594 


12156027 


MR3-CIQ1 84-201 200-009-304 CI0184 



cDNA, mRNA sequence 



TTACCTGCTTTGCATGCTCTCCATCG 

TCAAAGTCTTCTGGAAACTTAGGC 

CCCCACCCCAACACATACAAACGTTT 

CCCACCAATCCTTGAACTGCAAAA 

TTCAAGGTCCCAATACCCAACTAACT 

CGAAGGAAGAAATGGAAATCTATT 



TGCACAGAACTCTTACTTACATGTCT 
CATCGAAACTCCAGAACACCGTCG 
TGCATGTATCCCGGTAATTCAAATCC 
AATTTCACAGCCACTGCTGAATAT 

TACAGGAAAATGAAACTAGACGGGTG 
GGGGACACTAGAATGAAAACCAGT 

AGTTTCTGCTTTCAGTGACTGAGGCT 

TTGCTTTAACCTGGTGACTCCCAA 

TCCCACTTCAAGTTAAGCACCAAAGC 

AATCACTAATTCTGGAGCACAGGA 

CATGGATGGGGGCAGTGGTGTTTCT 

AGTGTGTGAGGAAGCAGAGCAGATG 

TCACCACAGATGGGAAGATCGTTTCC 

TGAAAACAGTCTATAAATCACAGA 

CAGACGCTCCAGTGCTGCCGAGGTT 

AGTGTGTTTATTAGACCTGAAATGA 

CCCTTTAGGCCTCTTGCCCGAACAGT 

GAACACTAATAGATATCCTAAGCT 

ATGGGGATCATGTTTTATTTTTCTCTA 

TATAATGGGCCAGTGTGTTCCCA 

AGCTGTAGACCATAAGCCACCTTCAG 

GTAGTGGTTTGGGAAATCAAGCAA 

TGTACTTATGCTTGTCTTCTCTACCTG 

CCCCCAGTCTTGAAGTGGTGGAA 

GGAGGGTGTGGGAAGCAAGAGAAGA 

ACATTCTGTTAGGGGCAGAGAAGAA 

GCATCTCCAGCTTTGATAGTTACCCA 
ACTTGTAAACCAGAAGATGTGCTG 

GGCCAGTGCCAGACGGTAGCTAGTT 
GGATGCTAAAGGTAGAATTTAGATA 
GGCATTGTAGGTTGACACCAGCAAAG 
ACTCAGAGTGACTTGAGCATTGGA 



AGCCCATTTGGATATGGCCCATCTTT 
ACCTAATGGCTACTATAGTGAGGT 

AATCACAGCAGTAACTCCCAGTAGGA 

AAGATTCTCAAAGGAATAGTTCTT 

AATGGTCAGGCACAGGTAGAATCAAA 

GTC CTGTATGTATGTTC ACAC AG A 

TACCTGAAGGTGTAGAGAGTGCCCG 

CATCCAGCAAGGCCAACAGCTCCAC 

CTGTGTTTTTCCCAAAGCAACAATTTC 
AAACAAAGTGAGAGCCACTGACA 

GACTCCGAGCTCAAGTCAGTCTGTAC 

CCCCAACCCCTAACCCACTGCATC 

TGTAACTGACTTTATGTATCACTCAAG 

TCTTGCCTTTACTGAGTGCCTGA 

TCTCTCTAACCAAAACTGTAATCTTCA 

GGACCAGCAAACTCAGCCCAAGG 

AACTCTTGGTTAAATGGGTTAATAGA 

GGATTGGAACACTTTGTTTGCTGT 

AGAAGCAAACCTGTGAAGCTACTATC 

GTTTATCATCAGTGTGAATGCACT 

GGACTAACTTCCACCTCCTCTGCTAC 

TTCCAGCTGCTTCTAATCACACTT 

AGTCTTCCACCCAGCATAGGTATCAC 

ACAACCAGCTCTGTTTTACTCCTG 

TTAGCTGGTACATTGTTCAGAGTTTA 

CTGGGAGCCGGTAAGATAGTCACC 

AGCGTGATGCTTCCTCATGTCGGTGA 

TTTTCTGTTGAGACATCTTCAAGC 

CAGGGTTAACAAAAGTATGGAATTCA 

ATTCTTTTTATATGCTGCAGCCATGTT 

CCT 

TGTAATTGATTTCCGCATAAACGGTC 
ATTACTGGCACCTATGGCAGCACC 
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Table 8 



6754 


Table 3A 


NA 


BF827734 


12171909 


RC6-HN0025-041 200-022-F08 


1 


GTGATCCACTTGGAGCTGCTACTGGT 












HN0025 cDNA, mRNA sequence 




CCCATTGAGTCCTATAGTACTTCA 


6755 


Table 3A 


NA 


BF845167 


12201450 


RC5-HT1 035-271 200-01 2-F08 HT1035 


1 


TGCCATGAAATCTCTATTAATTCTCAG 












cDNA, mRNA sequence 




AAAGATCAAAGGAGGTCCCGTGT 


6756 


Table 3A 


NA 


BF869167 


12259297 


IL5-ET01 19-1 81000-1 8 1-b11 ET0119 


1 


CCCACCTGGCAAATCCTCAAGTGTGA 












cDNA, mRNA sequence 




CCCTAGTCATCTTTCTCCTTTTGG 


6757 


Table 3A 


NA 


BF875575 


12265705 


QV3-ET0100-111100-391-c02 ET0100 


1 


GCTAAACAGAAAAGAACCTGAAGTAC 












cDNA, mRNA sequence 




AGTTCCCGTCTTCAAAGAAGATGC 


6758 


Table 3A 


NA 


BF877979 


12268109 


MRO-ET0109-171100-001-D02 ET0109 


1 


ATCCTCCTCCCCTGGGATGGCATAGA 












cDNA, mRNA sequence 




AGAGACTTTAAAACCAAATGAGCC 


6759 


Table 3A 


NA 


BF897042 


12288501 


IL2-MT01 79-271 100-254-C11 MT0179 


1 


GTCAGTAAGCTCTGCCTGCCAAGAAG 












cDNA, mRNA sequence 




ACACAGTGAGAGGTGTCCACAGTC 


6760 


Table 3A 


NA 


BF893285 


12289744 


QV1 -MT0229-281 100-508-e1 1 


1 


GTTTCCACTTAGTTACTTCTTCCTACC 












MT0229 cDNA, mRNA sequence 




TGCTGTGAAGCTCTGCACCCTGC 


6761 


Table 3A 


NA 


BF899464 


12290923 


IL5-MT021 1 -01 1 200-31 7-f03 MT021 1 


1 


AGAGTAATCCACATCCCAGGGACAGT 












cDNA, mRNA sequence 




CACAATGACCTACGGCTTTAGCTG 


6762 


Table 3A 


• NA 


BF904425 


12295884 


CM1-MT0245-21 1 200-662-d02 


1 


GCAGGGCTACACCAAGTCCATTGATA 












MT0245 cDNA, mRNA sequence 




TTTGGTCTGTAGGCTGCATTCTGG 


6763 


Table 3A 


NA 


BF906114 


12297573 


IL3-NTT0267-281200-425-A05 MT0267 


1 


TCTTCTCTAAAATGCCCTCCTCTCCTT 












cDNA, mRNA sequence 




CCTTTTTCCAGACCTGGTTTAAA 


6764 


Table 3A 


NA 


BF926187 


12323197 


CM2-NT01 93-301 100-552-C07 NT0193 


1 


TCGCCATTTGGTAGTTCCACAGTGAC 












cDNA, mRNA sequence 




TGCTCTTCTATTTTACGAAGCCAC 


6765 


Table 3A 


NA 


BF928644 


12326772 


QV3-NT021 6-061200-51 7-g03 NT0216 


1 


GTAGATTACTATGAGACCAGCAGCCT 












cDNA, mRNA sequence 




CTGCTCCCAGCCAGCTGTGGTGTG 


6766 


Table 3A 


NA 


BG006820 


12450386 


RC4-GN0227-271 1 00-01 1 -d03 


1 


TTTCCTTTTCGCTGACTTTCTCACTCA 












GN0227 cDNA, mRNA sequence 




CTGTCTGTCTCTCATTTTCTCCA 


6767 


Table 3A 


NA 


F11941 


706260 


HSC33F051 normalized infant brain 


1 


TGGTAAGTTTCTGGCAGTGTGGAGAC 












cDNA cDNA clone c-33fl)5, mRNA 




AGGGGAATAATCTCAACAGTAGGT 












sequence 






6768 


Table 3A 


NA 


U463B8 


1236904 


HSU46388 Human pancreatic cancer 


1 


CCATGGTGGTGCTTGACTTTGCTTTG 












cell line Patu 8988t cDNA clone xs425, 




GGGCTTAATCCTAGTATCATTTGG 












mRNA sequence 






6769 


Table 3A 


' NA 


U75805 


1938265 


HSU75805 Human CDNA clone f46, 


1 


TCAGTGGGTGTTGGTTGTCCATTAGT 












mRNA sequence 




TGAGACTTAGTTGTTGCTCTGGGA 


6770 


Table 3A 


■ NA 


W27656 


1307658 


36f1 0 Human retina cDNA randomly 


1 


GGCTGGACAGCAGATGATTCAAATCT 












primed sublibrary cDNA, mRNA 




CAATACTACATGCCCATTCTGTGG 












sequence 






6771 


Table 3A 


NA 






36G5 


-1 


CAGGATGGAACAAGACTCCAGCCCC 
















TGCCTGTCTCATGTATCTGCAAGGG 


6772 


Table 3A 


NA 






36F11 


-1 


CTTCAGTGCGTACACGAGCTCAACGT 
















TAGTGCCAGGAAAGACAACTACTC 


6773 


Table 1 


NA 






37G7 


•1 


ACTCGTATGCCAACTCTTCTGTCTTC 
















ACTACTAGAGTGTAGATTGGACTC 


6774 


Table 1 


NA 






37G8 


-1 


TGGACTGGAACTTGACTCGAAGTTAT 
















GTGGCTTAATGAGTAAGTTCAGCC 


6775 


Table 3A 


Hs. 197345 






thyroid autoantigen 70kD (Ku antigen) 


-1 


ACTGGTTCATTTGTTTCCCGATAGAG 












(G22P1), mRNA /cds=(17,1 846) 




CTTTATTGGAGGAGGCTTGAGAGC 


6776 


Table 1 


NA 






40E4 


-1 


ACCATCTCCTTTAATCCTCACAGTGA 
















TCCTGGAGCAATGTGTGCATTCCT 


6777 


Table 3A 


NA 






41 E9 


-1 


CATCACCTGCTCACCTAGGAACCAGG 
















AGTACTGGGAACTGTTCCGTTACT 


6778 


Table 3A 


Hs. 169476 






Homo sapiens, glyceraldehyde-3- 


-1 


TCATTGCTGATGATCTTGAGGCTGTT 












phosphate dehydrogenase, clone 




GTCGAACTTCTCATGGTTCACACC 












MGC:10926 IMAGE:3628129, mRNA, 
















complete cds /cds={2306 f 3313) 






6779 


Table 3A 


NA 






47E5 


-1 


TGGCACCACGCTGATTATTTTCCTTTT 
















CAAATCCCAGCCTATACACCTCC 


6780 


Table 2 


NA 






47D11 


-1 


GCTGTCTGTCTTCCCAATATCCATGA 
















CCTTGACTGATGCAGGTGTCTAGG 


6781 


Table 1 


NA 






50A11 


-1 


AGGCC Uil I ATTTGTCTGTTTAGATA 
















CACTGCTTCCTATATCTGCTGGA 


6782 


Table 3A 


Hs.1 32906 






DNA sequence from clone RP11- 


-1 


CCCGTGCCCCACCAGTCTCACTGCC 












404F10 on chromosome 1q23. 1-24.1. 




TGACTCCAAGTCTCGTACACTAGAT 












Contains the 5' end of the SLAM gene 
















for signaling lymphocytic activation 
















molecule, a SET (SET translocation 
















(myeloid leukemia-associated)) protein 
















pseudogene, the CD48 gene for CD48 
















antigen (B-cell membrane protein), the 
















gene for a novel LY9 (lymphocyte 
















antigen 9) like protein and the 5' end of 
















the LY9 gene. Contains ESTs, STSs 
















and GSSs /cds=(41,1048) 






6783 


Table 1 


NA 






52B9 


-1 


AGCGATGAACTGTTGCAAAAGAATTT 
















TCCAGAGCATTTTCCATTAAACCA 


6784 


Table 1 


NA 






53B1 


-1 


CCATATTCTTGTTCCCCAGCCAGGTG 
















CTGCACCTCCCCACTCTTTTAGTG 


6785 


Table 1 


NA 






53E3 


-1 


AAATGCTTAAAGGAACAATATATGTC 



CCTTTCGAGGCACGTGATTCGTTT 
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6786 


Table 1 


NA 


6787 


Table 2 


NA 


6788 


Table 1 


NA 


6789 


Table 1 


NA 


6790 


Table 1 


NA 


6791 


Table 1 


Hs.48320 


6792 


Table 1 


NA 


6793 


Table 2 


NA 


6794 


Table 3A 


NA 


6795 


Table 1 


NA 


6796 


Table 2 


NA 


6797 


Table 2 • 


NA 


6798 


Table 2 


NA 


6799 


Table 2 


NA 


6800 


Table 1 


NA 


6801 


Table 1 


NA 


6802 


Table 1 


NA 


6803 


Table 3A 


NA 


6804 


Table 3A 


Hs.17109 


6805 


Table 2 


NA 


6806 


Table 3A 


Hs.234279 


6807 


Table 2 


NA 


6608 


Table 1 


NA 


6809 


Table 1 


NA 


6810 


Tabte 2 


NA 


6811 


Table 3A 


Hs. 174228 


6812 


Table 3A 


Hs.3945 


6813 


Table 1 


NA 


6814 


Table 3A 


Hs.249495 


6815 


Table 2 


NA 


6616 


Table 2 


Hs.205442 


6817 


Table 3A 


NA 


6818 


Table 3A 


Hs.179565 


6819 


Table 1 


HS.1 19640 


6820 


Table 3A 


Hs.215595 


6821 


Table 1 


NA 


6822 


Table 1 


NA 



Table 8 

53E10 

53G7 

54F4 

54G9 

59G1 

mRNA for ring-IBR-ring domain 
containing protein Dorfin, complete cds 
/Cds=(317,2833) 
60G8 

62C9 

62F11 

63E1 

65B1 

65D10 

65D11 

65D12 

68C9 

69F8 

69H11 

70B6 

integral membrane protein 2A (ITM2A), 
mRNA /Cds=(1 39,930) 
72D4 

microtubule-associated protein, RP/EB 
family, member 1 (MAPRE1), mRNA 
/cds=(64 t 870) 
72DB 

73C4 

73H4 

73A7 

small inducible cytokine subfamily C, 
member 2 (SCYC2), mRNA 
/cds^O.344) 

CGM07 protein (LOC51012), mRNA 
/cds=(84,719) 
75A2 

heterogeneous nuclear 
ribonucleoproteinAI (HNRPA1), 
transcript variant 2, mRNA 
/cds=(104,1222) 
75B12 

601439689F1 cDNA, 5' end 
/c!one=IMAGE:3924407 /cIone_end=5' 

101G7 

minichromosome maintenance 
deficient (S. cerevisiae) 3 (MCM3), 
mRNA/cds=(44,2470) 
nBKLF for basic kruppel like factor 
(LOC51274), mRNA/cdS=(55,1092) 
9uanine nucleotide binding protein (G 
protein), beta polypeptide 1 (GNB1), 
mRNA /cds=(280,1302) 
105A10 

107G11 



TCTG GAGCCACACCCTTACC ATCACC 

TTCCAAAGAAGAAATTGAACCCTT 

MTCACACAAGGTCGAAAGTAGACAG 

TCCTCTTGGACTTGGAATTGTCCA 

ACTTTCCTCCGGGAAGTTTGTATCTT 

AGCGTGGACAACAGGTTAACACAA 

TCAGGATGCTCTCACTTTAAGAACCG 

GGCAAATAATAGAACACTGTGACA 

ACTTCACTCAGAGTAAATGAAAAGAC 

TGGGTGCCTCATCAATATCATTGT 

TGACTGAAGGCAAGCTCACAGATGAA 

GCAGAGGACTGAAGATCTCGATCT 

GCTGAGAAGGATGTGGTATAAATGTA 

TTAAGCAGCTTAGGGTCTCTGGCC 

AAGTCCCCGTCTAGTGGGAAAGAAA 

GAAGTTGAACAAGTAATTCCAAGGG 

CGCCCGGCAAGTACTGGGGTTTCTTA 

TAGCTTCTCTCTGCATCTACAAAG 

CTGTTTCTCTATTTTAACTTACATTGG 

TTATTCTGTAAAGTCAGATGTGGCAG 

GCACTGTCCTTCCCAGTTCTACATTT 

GAGTCTGAGTTGACTCGCAAGACT 

AACAGATTGTGCTTCTGTTCTGAATC 

TTCTAAAGCCATCTGCACAGTGCT 

AACAGATTGTGCTTCTGTTCTGAATC 

TTCCAAAGCCATCTGCACAGTGCT 

ATCTGCACAGTGTTAGCATGGTGACT 

CCAGTGTCCTCCAAGACTCCATAG 

TTTAGCATCCACTAGTTACTGTCTGG 

CACTGGCCACGAAGGGTGACAGGG 

GAATCCCGGTCATCTCTACCCAAGTC 

CCGGTCTCTCTACCCTATTCTCTC 

TGGTAACTTCAAAGTCCCTAACACAT 

TCGATATTTCTCCTAGCTTCCACT 

ACTCCCACCAAACCCCACTTTGTAAT 

CACTGGTAGTAAAGAGAGATGCAG 

AAGAGTAAGAGGCAACAGATAGAGT 

GTCCTTGGTMTAAGAAGTCAGAGA 

GAAATTGGAAGGTGATACTTGGGGAC 

CACAACACGCACATCTGGGAACTG 

TCATCTGTGGCATACAGAATGTCTAC 

AATCTTCTGCAATACAGGGTCG7T 

GGCAAGGGAACAAACTTGAGTAAATC 

TAGCTCTTGMGGGCTCGGGACCC 

ACTCATTTGTCTCCTCATTCTCAAAAG 

TCTTCTGTGGTTTGGCTTCAGTG 

TCGATGGGCCATTATCCACTCTGCTA 

TCTTCTGAAGAGTAATTTTCACCT 

AAGGACGGAACTCACACATCTTCTTT 

AGACAGAAATGTAGTCTCACTGCA 

TATAATCCCAGTCCATGAGGGTGTAA 

AGTGAAATGAGCTGGCTGGCTGGA 

GCTCTGTTCTGGGGTTGGTCCAAAGT 

CAGGTGGAGTTCCAATGTATGAAA 

TCCCTGAGATCTAGGAGGGCAGCAT 

AGTATCATTTTTGTATTCCGGTGCT 

AGCTGCTACAAAGAAGACATGTTTTA 

GACAAATACTCATGTGTATGGGCA 



AGGGATCTGAATACTTCGGGTGCAAA 
AATTTTCCTGCAGTTTAGATTTGC 
TATGGTTTCCAATATCGACATGGCAT 
CATTGGTTACATTAGCACTGGGCC 

GGCCTGGGCATAGACTGTGGTGAGG 
TCACTAGATTATCTTGTTCTTCCCC 
GAGTCCTGATCTCAGCTTCATCACCA 
ACATTCCTCGCCTTCAGTTGAATT 

GGAGGTCTTTGCCACCAATGGGAGA 
TGAGCCCAAACTTTCGATATAGGTG 
ACCAGAGGTAAACTTGAGTGTAATTG 
TCAGACAGACACACTTTTCCACCA 

TGCATTTTACATTAGCTTCCMTATTT 
ATGGCAGTAACCAACAGTATTATCGT 
TTTCCAATGCTCCTTGCTCCATTTTAA 
ACTTGCTGTCCTTTATAAGAGAA 
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6823 Table 1 



NA 



6824 Table 3A Hs.64239 



6825 Table 1 NA 

6826 Table 3A Hs.80261 



6827 Table 3A 

6828 Table 3A 

6829 Table 1 

6830 Table 1 

6831 Table 3A 

6832 Table 1 

6833 Table 3A 

6834 Table 3A 

6835 Table 1 

6836 Table 1 

6837 Table 3A 

6838 Table 1 

6839 Table 3A 

6840 Table 1 

6841 Table 2 

6842 Table 3A 

6843 Table 1 

6844 Table 1 

6845 Table 3A 

6846 Table 1 

6847 Table 3A 

6848 Table 1 

6849 Table 1 

6850 Table 3A 

6851 Tablet 

6852 Table 3A 

6853 Table 3A 

6854 Table 3A 

6855 Table 3A 
6855 Table 1 



Hs.1422 

Hs.333114 

NA 

NA 

NA 

NA 

Hs.250655 
Hs.249495 

NA 
NA 
NA 
NA 

Hs.334330 

NA 
NA 
NA 
NA 
NA 
NA 
NA 

Hs.153 

NA 

NA 

Hs.119598 
NA 

HS.326249 
Hs.297753 
NA 

Hs.108124 
NA 



Table 8 

107H8 

DNA sequence from clone RP5- 
1174N9on chromosome 1p34. 1-35.3. 
Contains the gene for a novel protein 
with IBR domain, a (pseudo?) gene for 
a novel protein similar to MT1E 
(metallothionein 1E (functional)), ESTs, 
STSs, GSSs and two putative CpG 
islands /cds=(0,2195) 
109H9 

enhancer of filamentation 1 (cas-like 
docking; Crk-associated substrate 
related) (HEF1), mRNA 
/cds=(1 63,2667) 

Gardner-Rasheed feline sarcoma viral 
(v-fgr) oncogene homolog (FGR), 
mRNA /cds={147,1736) 
AV713318CDNA, 5' end 
/done=DCAAAC09 /done_end=5' 
129A12 

129F10 

137D4 

142F9 

Prothymosin, alpha (gene sequence 28) 

heterogeneous nuclear 
ribonucleoproteinAI (HNRPA1), 
transcripl variant 2, mRNA 
/cds=(1 04,1 222) 
149G2 

149A11 

151F11 

162E8 

calmodulin 3 (phosphorylase kinase, 
delta) (CALM3), mRNA /cds={1 23,581) 

170F7 

170F9 

177A3 

331A3 

331A5 

146C3 

146D8 



ribosomal protein L7 (RPL7), mRNA 
/cds=(1 0,756) 
158G6 

158H6 

ribosomal protein L3 (RPL3), mRNA 
/cds=(6,1217) 
158G11 

ribosomal protein L22 (RPL22), mRNA 
/Cds=(51,437) 

vimentin (VIM), mRNA /cds={1 22,1 522) 
155H10 

cDNA: FU23038 fis, clone LNG07026 
/cds=UNKNOWN 
159F6 



PCT/US01/47856 



-1 TGTTTTCACGATAGAAATAAG GAAGG 
TCTAG AG CTTCTATTCTTTGGCCA 

-1 TTTCATACAAAGCCAACAGAATTCAC 
AG CCACACACTGCACAGGTCATGT 



AGGAAGCTGTGAGGGTGGGTTCATT 
AGTTGCAGGGATGGTAGTTATGTCA 
GAGACAAGCTGGAAGGCCGGACCTC 
AGACCGGAGGGGGTTTATGTCATTC 



ATAACTAGACAAGGTCTGAGCACTTT 
GGGTGGGGATGGAGTGAGAAAGGC 

ATTAAGTTGGGTAACGCCAGGGTTTT 

CCCAGTCACGACGTTGTAAAACGA 

GCGTTCTAGCTGGGCCAACAGAGCA 

GGATTTCGTTTCAGAAAACAAAACA 

ATCATGTCTCATTAACAGAGTGAAGA 

TGGAGCAACGTCATCCAGCTTCTG 

TGGTCGCGCCCGAGGTACGGTTTTC 

ATGGTAGGGCTGAATGGAAGATGTG 

CAGAAAGATAGGAGTGTGCAATGGC 

AAGGAAACTCAATTTAAAGCAAATT 

TTGCAAATTCTCATGGTTTGGGTTGG 

GTGGTGGAGAGCGCGTGTCATCTG 

TTATTCAGCGTCACGATCAGACTGTT 

ACATTTAGCAATCAACAGCATGGG 



TGTGTGTATGTGTGTAACCAGGTCTG 

ACTATAGCTTGGTCTGTCTGTGTC 

AGCATTTGGGGTTTTAGCTTTGGTGT 

CCTAAATTTCAGTGATCTTTGCCA 

CATAAACCAGCAGCTCAGCGTTTCTA 

TAGCAAGCGGTCTCGAGCACAAGC 

TAGTGATAGGCGTGGTGGCGGCGAA 

GGTCAGTAATGGGGCTTTTAACCAG 

TACTGTAGAAAGAAGAAGAGCACACA 

TGAGACAGAGAAGGAGGTGGATGC 

CGAGGCGGCCCGGCAGGGTACCAAT 

TTG GATG AATTCTTGATAGATTTAA 

TTGGGTTCAGAATAGCTTCATCTACT 

GCCGAGCAAAGTCAATACAGCACT 

GGTAACAGCCATCCCACCACCAATAA 

TCATCTCATTGTCTTTGTCCAGCA 

GTATGAATAGATTGCCCCATTCCCTG 

CCAGCCTGGTAGTGACTTTTCCAC 

TATAATTTCTACCAAACTAAGTTTTAT 

TTTGTGCCCGCTCCCTGTCCCTT 

CTGTAAAATTCTTTTCGGGTCCATCC 

TGGCTCTCATCTCCAGTGCTTTGA 

AG G GTTAAC AAAAGTATG GAATTCAA 

TTCTTTTTATATGCTGCAGCCATGTTC 

CTG 

CCCAATCTGAAGTCAGTAAATGAACT 

AATCTACAAGCGTGGTTATGGCAA 

CCGAGGTACTCTCTTAGAGAAAGGTG 

ATTGGATGCTCCGGTTGCCTGTAA 

GCGGGTTGGAAAATAGTCGAGAATTG 

ACAGTCCCTCTCGAAGATGCTTTT 

TTGAGACCCCACCAACTGCAAAATCT 

GTTCCTGGCATTAAGCTCCTTCTT 

AATGAAAAACTCCAGCTCTCAGCTCA 

CAAATCTGTAATTTAGGTGTCTCT 

TCGTCCTGGTTAATCTGGAAGTAACG 

TAATTCGTAACTCTCTTTGCTGTT 

TCGGTTGTTAAGAACTAGAGCTTATT 

CCTATTCCAAATCTATCTTGCGCT 

AGATAAGAACTTCATCCTAAAGCATC 

CGGGCCTTGGCATCTTGTCCATGC 

ACTGATTTCATCAAGTTCGACACTGG 

TAACCTGTGTATGGTGACTGGAGG 

AATCATTGGCTACCTCCTCCCCTTTT 

ACAGTCACAAGTCCAGATGTTTGG 
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Table 8 



PCT/US01/47856 



6857 


Table 3A 


NA 


166F3 


•f 

- 1 


MM 1 MMrt 1 L/L»0/A 1 ML*L* 1 UL»\jM | | IjMHu» 








tapp AP^rArrrrnArTArrATAA 


6858 


Table 1 


NA 


166F6 


4 
-1 


p a a p a p a tttpp a p pr a a pttp a p a a 












TPTA P A TPTTTP A P P P A P A P A PPT 


6859 


Table 1 


Hs.8121 


Notch (Drosopnila) homolog 2 


4 
-1 


PAPPTAPTPPPPTPTPAAPPPPTPA 








(NOTCn2), mRNA /Cds-(1 2,742/; 




APPPAPTPPPAPTPPTAPPA APP A P. 
AootAO 1 ooOAV/ 1 bb 1 MbbMAbbAb 


6860 


Table 2 


Hs.25130 


CDNA FLJ 14923 fis, clone 


-1 


ATPTTPTPTP A A A P TP A PTP P PTP PT 
A 1 b 1 ILIul bAAAb 1 bAb 1 Ubly 1 bb 1 






ni A r»C<1 Af\f>0 A A i ■ »r\ I'll t p \ rv\ 1 1*^ f» \f\ 

PLACE1 008244, weakly similar to 




PPA APATTPA A APAPTPTPTPTPA 
bbAAbA 1 I bAAAbMb 1 b 1 b 1 b I UM 








» ft— /-» r"Tft Tin 1 C 1 kl PP&AO A TlQll ITV 

VEGETATlBLE INCOMPATiBlLIT Y 












PROTEIN HET-E-1 /COS- UN KNOWN 






6861 


Table 1 


NA 


168A9 


-1 


IGGATGbAJ 1 FbbAAG 1 bbbbTCA 1 A 












TTTA TP ATP PTP PTTTA A ATA P P A 
1 1 1 A 1 bA I 1 1 I 1 AAA 1 MbbA 


6862 


Table 1 


NA 


171F11 


-1 


Trr , Ar , r , TTAr k r»r > A a apapapata/^at 
1 IbAGbi lAbbbAAAGAbAbATACAl 








TTTAPATTATA P APPATPPPPTPP 

1 1 lAbAI 1 AlAbAbbAI bbbb 1 oU 


6863 


Table 3A 


NA 


171G11 


-1 


ATPTTPr»TATPTPPPPP A P ATA ATP A 

ATCTTCCT ATGTGCGCbAbMTAATGA 










tpaapttpapapptpptpttaptt 
1 bAAb 1 1 WAOAbo 1 bb 1 b 1 1 Ab 1 1 


6864 


Table 1 


NA 


175D1 


-1 


A ATTT^TTS A PTP AAA TP A P A P A TT A 

AGTTT CTTAAGTCAAATGACACATTAG 










Art PAPP/*AATTPPOAPP^PPAP^ 

bbbACGGAAl 1 bbCAbbbbbAbb 


6865 


Table 1 


NA 


182H1 


-1 


/N A AT/MTATA A /"* A TP A A 1 I A P P ATA 

CCCTCTTCTGACATG AATTAG GCATA 












A 1 1 1 A P ^ A »TAAATTATT/*/>^ AAA 

ATTTAGCAATCGGTTCTTCCCAAA 


6866 


Table 3A 


NA 


184B5 


-1 


ATACAGTGAACTGGCCACTGGCTGTT 












TGCTATATAAATGGTATACTGCTT 


6887 


Table 3A 


NA 


184D2 


-1 


«AA 1 t A P > IA A A A ^*P A TP A TTAA P^^ 1 

AG GTTACTTAAAAGCATCATTGG CGT 












GGTCCTCTCACTACCAAAGGGCAG 


6868 


Table 1 


NA 


184H1 


-1 


CTGGGGTCAGCAAAGAGGGGTAGCA 










A (^TPTP A r*TTA OA PATPA ApAA ATP 

AGTGTGCbl 1 AbAbA7b7\AbAAATG 


6869 


Table 1 


NA 


46D1 


-1 


1 1 I'APAPTAPTTAPAPPAPPAPPAPP 

ITFAGAG 1 AO 1 rAGAGbAbbAbbAbb 








» « /\ A/i A^Ar*ftpA/^Aor , r , Ar i f , ^ > 
AAACACTGAG ACAGACACGCAGGC . 


6870 


Table 1 


NA 


98C1 


-1 


TGTTTGAAAACTACCTTCATGGGAGC 












AATGACAAGCACATGTCTAGGATT 


6B71 


Table 1 


NA 


98C3 


-1 


TTTPTP rt PA APPTTTPrPATTTTPTP 

1 1 1 GTGCCAAGGTT 1 GGGA tTTTGTC 












TTCTAG AG CTTCTTCTCTATTG GT 


6872 


Table 2 


Hs.205442 


601439689F1 cDNA, 5' end 


-1 


1 1 1 1 1 liAuoL» l Lr 1 u 1 UAL» 1 ola ILIIu 








/uone-iMAbb.3924*tUf /cionejencFD 




PP ATTTP ATP. TTTPTPTTni A A RPP 


6873 


Table 1 


NA 


98H4 


-1 


r*fTATA ATPPPPPA A APATPPTPPTT 

Ob 1 A 1 AA 1 bbbbbAAAbA 1 bb 1 bb 1 1 












APATPTTTnTTTTAPTPPrPTTPP 

AG ATGTTTA TTTTAGTGG G GTTG C 


6874 


Table 1 


Hs. 169363 


GLE1 (yeast nomolog;-HKe, RNA 


-1 


ppapaaapapappptp.ppapaap.apa 

bbAbAAAbAbAbbb 1 bbUAbAAbAbA 








export medrator (GLE1L), mRNA 




TTTA /-*P A PAPA PP A A P AP ATPP AT 

TTTAG CACAGAGGAAGAG ATCCAT 








/cds=(87,2066) 






6875 


Table 3A 


NA 


113F12 


-1 


Aftftft /"»/■» A P A A /">T/"* A Oi^TPOT/^TA 1 1 A 

GACACCACAACTCACCTCCTCTATTA 












TTA P AP ATPPPP APAPATTA PPPP 

1 IAbAbAlbbbbAbAbAJ lAbbbb 


6876 


Table 1 


Hs.30212 


thyroid receptor interacting protein 15 


-1 


tatt a A ATTTP A PP APTTP A A 1 I P A 

TbTTAbAA I 1 l UAbb Ab 1 I bAA 1 1 bA 








(TRIP15), mRNA/cds^lo.^e) 




PTP A A P A PTPP IIP A PP A PTPPPT 

GTGAAbAb I bb I 1 bAbbAb l bbb 1 


6877 


Table 3A 


NA 


173A10 


-1 


P P TTP P P T A TTP TP P P A A PT A TTP A P 
bb 1 1 bbb 1 A 1 1 b I bbbAAb 1 A 1 1 bAb 












A A P PP PTP PPTTA A A A P PPTPTP T 
AMbbbb 1 LrUO 1 1 MMnnwLiU llilul 


6878 


Table 3A 


Hs. 334853 


nypotneiicai protein ri_jzoo44 


* 
-1 


A P A P P P ATP TP, P P ATP A P PPP» PTTTT 








/r~l Inor A A\ . nil A UJ„ /HOC E A~7\ 

(FLJ23544), mRNA /cds-(125,517) 




P A PPP APP ATPTPTTP A A ATTPAT 
bAbbbAbbA 1 b 1 b 1 1 bAMA I 1 bA 1 


6879 


Table 3A 


Hs.20252 


DNA sequence from clone RP4- 


-1 


T A APTP A ATAP APTPTP ATPTTPPPP 

1 AAb 1 bAA I AbAb I b I bA 1 b I 1 bbbb 








646B12 on chromosome 1q42.1 1-42.3. 




CGCCTGGCTTACCTATCTGTGGAA 








Contains an FTH1 (ferritin, heavy 












polypeptide 1) (FTHL6) pseudogene, 












the gene for a novel Ras family protein, 












ESTs, STSs, GSSs and a putative CpG 












island /cds=(0,776) 






6880 


Table 1 


NA 


174D1 


" 1 


A /■*> f A /"*T APAJ^A a /-» TPTP A P A TP P 

AGGTACTACACAAGGTGTCAGA 1 bb 










/—i atTA/^^A PA A T/"» A i^TA PP A P A A P A 

G GTTG CC AbAATG ACTAG G AC AAb A 


6881 


Table 1 


NA 


45B9 


" 1 


APAAPAPAPA APPA A PTPTPP A 

CCAAbAAbAbAbAAbbAAb I b 1 bbA 








A A /"» A TP APA A/*«A/T» TTP P P A P A A 

AC AC C ATGAC AAG AGCTTG CCAGAA 


6882 


Table 1 


NA 


45H8 


" 1 


a P A P nTTTPTP P P P P P PTTP A PTTT 

GAbAbbl 1 ibibbbbbbbl IbAbl 1 1 






/^TP ATPP ATPT APPP A TP TTP AAA 

CTbA i bbA 1 b 1 AbbbA 1 b 1 1 bAAA 


6883 


Table 1 


NA 


111H6 


" 1 


TA AAA PTTTPTPPP APPPTTPPAP AP 

TAAAAb 1 1 I b i bbbAbbb 1 1 bbAbAb 










a A A P A PTA ATTTP PTTT P. A PTA PP 
AAAbAb 1 MM 1 1 1 bb 1 1 1 bAb 1 Abb 


6884 


Table 1 


NA 


111E12 


" 1 


PPPTPPPPPPPPPAPPTAPPA A A AP 
bob 1 bbbbbbbbbAbb i AbbMMAAb 








■l I'TPATA ATA A A APPTAPP A APP AT 

I 1 I bA 1 AA 1 MMAAbb 1 AbbAAbbA 1 


6885 


Table 1 


NA 


111H11 


* 1 


TP A PTTP ATTP A A PPPTPP ATP A PPP 

TGACTTCA I i bAAGGC T CCATCACCC 










AAA PT A P ATP TTA A A A A PPTTA A T 

AAAGTAGA 1 b llAAAAAbUl IAAT 


6886 


Table 1 


NA 


112H3 


" 1 


m ■ TATPTPPA A PPPTTPPPTATT A PP 

TTT ATGTG b AAG GCTTbbCTATTACC 












t^PP A PPP A A A TTPPTA PTPTT — TP 

TCCCAGCbAAATTCGTAGTb 1 1 1 C 


6887 


Table 1 


NA 


112E9 


* 1 


t A A A ATPT I PPP A PTPP A P P A P ^> A A 

TAAAATG1 I bbUAG 1 GGAGGACCGAA 










TP A A PPTTA TTP PTP A P PTP A TTT 

TCAAbb 1 1 A 1 1 bb 1 bAbb i bA } 1 1 


6888 


Table 1 


NA 


114G3 




APATATPTTPTPAPPPPPPPPPAPAP 










ACTGCCTGGTTACAGG GAGAGAAG 


6889 


Table 1 


NA 


117H6 




GAGGTTCCTTCATCCCAGAAGAAGCA 










ACAGGATTTCCAGATCAGGGCAAC 


6890 


Table 1 


NA 


165E7 




CTGGTCTGTGTCGTTGGCTTTATGAC 








AGGAAGTGCCTGTGGGTTATCTTA 



550 



WO 02/057414 



6891 Table 1 

6892 Table 1 

6893 Table 1 

6894 Table 1 

6895 Table 1 

6896 Table 3A 

6897 Table 1 

6898 Table 1 

6899 Table 1 

6900 Table 1 

6901 Table 1 

6902 Table 1 

6903 Tabtel 

6904 Table 3A 

6905 Table 1 

6906 Table 1 

6907 Table 1 

6908 Table 2 

6909 Table 3A 

6910 Table 1 

6911 db mining 

6912 Tabid 

6913 Table 1 

6914 Table 1 

6915 Table 1 

6916 Table 1 

6917 ' Table 3A 



NA 
NA. 
NA 
NA 
NA 
NA 

Hs.232400 
NA 

Hs.172028 
Hs.180610 

NA 
NA 
NA 
NA 

Hs.50180 

NA 
NA 
NA 
NA 
NA 
NA 
NA 

NA 
NA 
NA 
NA 

Hs.20830 



Table 8 

165E11 

165F7 

176A6 

176G2 

176E10 

176F11 

heterogeneous nuclear 
ribonucleoprotein A2/B1 (HNRPA2B1), 
transcript variant B1, mRNA 
/Cds=(169,1230) 
71 F2 

a disintegrin and metalloproteinase 
domain 10 (ADAM10), mRNA 
/Cds=(469,2715) 

splicing factor proline/glutamine rich 
(polypyrimidine tract-binding protein- 
associated) (SFPQ), mRNA 
/cds=(85,2208) 
124G4 

124C8 

124F9 

127A12 

601652275F1 cDNA, 5* end 
/clone=IMAGE:393561 0 /done_end=5' 

161E8 

186E8 

191 F6 

193G3 

194C2 

458C6 

458E4 

458G10 
459B3 
459D2 
459E6 

DNA sequence from cosmid ICK0721Q 
on chromosome 6. Contains a 60S 
Ribosomal Protein L35A LIKE 
pseudogene, a gene coding for a 60S 
Ribosomal Protein L12 LIKE protein In 
an intron of the HSET gene coding for a 
Kinesin related protein, the PHF1 
(PHF2) gene coding for alternative 
splice products PHD finger proteins 1 
and 2, the gene coding for five different 
alternatively spliced mRNAs coding for 
a protein similar to CYTA (CYCY) and 
identical to a polypeptide coded for by a 
known patented cDNA, and the first two 
exons of the gene coding for the 
homolog of the rat synaptic ras GTPase- 
actlvating protein p135 SynGAP. 
Contains three predicted CpG islands, 
ESTs and an STS /cds=(1 63,21 84) 



-1 



PCT/US01/47856 



CCCAACGCTTGTGTGCGTATGTATGT 

GTGTATTTAAC ATC CTGTTCCC AT 

GCATAAAGGCAGCCATTTCCATTCTC 

TACATTCTCTAGTGATAGCAGAGG 

CGTTACGCAATGGAGAAGTCCCCTTG 

AGGCTGAATAATCACATCTGTATC 

AGGCCAAATCACCGCACAG.TTGAATT 

GCTGATTCTAATTGGTAACAATAA 

TTGTAGTGTAATTGTGTGATACGCAA 

ACCTTTAGTTAACCCAAGTGATGA 

CCTTGTTGCCGTGGGTATATGCATGA 

TCTTACCTTTTGTTTGACTATGAA 

AAATGATATGTTAAGCACCCAAATCTT 

CACATGGAGGGGAAGGGGGTGGG 



GGCCAAAGCTGTTTATTATGAGATCT 
TTGAGTGGAATCAGCATGTCTCCC 
TTAACAGCATTGAAGGTGAAACAGCA 
CAATGTC CCATTC CAAATTTATTT 

AGGTACGAAAATACATTCTGGCATCA 
CACCCCTGAACCCAAGACTGTTCT 



GAACTACCTACTGGCAGTTGGGTTCA 

GGGAGATGGGATTGACTTCGCCTT 

AGAGCTAATATACAGAGTACCTGACA 

CACTACCTCACCAACAGTTTAACT 

GCCCAGGCAACAAGAATACTTTTATC 

TTTGATCCGTTCTGTTTATCCAGT 

CTGAGGGTAGACTGTGGGCAAAGAG 

GACAACTCTCCCTCCCCTAAGGGAC 

TGCCCAGACCTATTTCCTTAGGACAG 

TATTCTAAAGTTCAGTAGTCCAGT 

GCCCTGTCCCTTGAGAGGCTCACAG 

CGATGGAGGCCACTTTTGTTGTTTG 

ACCAAAAAGGGCTACATTACCACCAC 

TGTATCATAAAAGCC AG CCACCTT 

AGCTGACGATTTTCTATCCCGGCCTA 

TAGTGCATGTATGGCAATTGAGCA 

CC C CAAAACAAAC AAAATAAAC C AC A 

CCAGATATCAGTCACATCCTTGAA 

AGTCTGTTATTGCCTGATTTTGTCCC 

CACCTTGTTCAAATTTCCAAAGCT 

CTCACAGCCGAAGCTCTGATCCTTTG 

TTCTCAGGAAACACTCAGGAAGTG 

AGAGAAAATGAGAGACAGACAGTGA 

GTGGGAAAGTCAGCGAAAAGGAAAA 

TCCTTGAGTTTATACACCGTGCTATG 

AGTGATGACAGCCAATTCCCATGC 

TCGCTTCAGGGGTCAGCCAAAAGATA 

GACAGCCAGGTAACTTGAGTGGAC 

GGACAGTACCAAACACTCCCCTCCTC 

CCCTCTGCCTCTTTGCTTACTTAG 

GACCAAATACTGAACTTCCACCCTGC 

ATAATAATCATGAACACCGCACCA 

AGGTGAGCAGTGCCTCAGATACCTG 

CAAAACCTTTCTGCACAAATGTGCT 



6918 Table 3A 



NA 



460D5 



CAGATCCAATGAGGGTCCCATCTCTT 
CCCACTTCAATCCCGTGTTGTTCT 



551 



WO 02/057414 



PCT/US01/47856 



6919 


Table 1 


NA 


6920 


Table 3A 


NA 


6921 


Table 1 


NA 


6922 


Table 1 


NA 


6923 


Table 3A 


Hs.80768 


6924 


Table 1 


NA 


6925 


Table 1 


Hs.333513 


6926 


Table 1 


NA 


6927 


Table 1 


NA 


6928 


Table 1 


NA 


6929 


Table 3A 


Hs.40919 


6930 


Table 1 


NA 


6931 


Table 1 


NA 


6932 


Table 1 


NA 


6933 


Table 1 


NA 


6934 


Table 1 


NA 


6935 


Table 1 


NA 


6936 


Table 1 


NA 


6937 


Table 1 


NA 


6938 


Table 1 


NA 


6939 


Table 1 


Hs.221695 


6940 


Table 1 


NA 


6941 


Table 1 


NA 


6942 


Table 2 


. NA 


6943 


Table 1 


NA 


6944 


Table 1 


NA 


6945 


Table 1 


NA 


6946 


Table 1 


NA 


6947 


Table 1 


NA 


6948 


Table 1 


NA 


6949 


Table 3A 


Hs.136309 


6950 


Table 1 


NA 


6951 


Table 1 


NA 


6952 


Table 1 


NA 


6953 


Table 1 


NA ' 


6954 


Table 3A 


NA 



Table 8 

460B9 
461A4 
461G6 
461 D9 

chloride channel 7 (CLCN7), mRNA 
/cds=(38,2455) 
461H7 

small inducible cytokine subfamily E, 
member 1 (endothelial monocyte- 
activating) (SCYE1), mRNA 
/cds=(49,987) 
463A5 

463B2 

463C5 

hypothetical protein FLJ1451 1 
(FU14511), mRNA/cds=(22,1272) 
463H5 

463A7 

463B10 

463C7 

463F10 

464C2 

464C5 

464C10 

464D8 

7k30d01.x1 cDNA, 3' end 
/done=IMAGE:3476785 /clone_end=3' 

464E7 

464H12 

465B3 

465G2 

465H5 

465A12 

465F7 

465G8 

465H10 

DNA sequence from clone RP4-. 
612B15 on chromosome 1p22.2-31.1. 
Contains the (possibly pseudo) gene for 
a novel protein similar to 60S ribosomal 
protein L17 (RPL17), the gene for CGl- 
61, endophilin B1 and KIAA0491, ESTs, 
STSs, GSSs and two CpG islands 
fcds=(101 1,1406) 
515C12 

515H10 

55G3 

55F9 

99E7 



CCAACCAAACCATCAAACAGCAGGGA 

GCTAGTGAAGAGGTCTATTGTTCC 

ACATCGCCTAAAACCGTGCATCGTAA 

ACATTTACCTCAAAGTCATCCTCT 

TTTTCACTCCTCTCAGAGTCTACTCC 

ACCTCTCCTCACTCCCCAGGACAC 

AGATCTGTGTTCGTCTCTAGGTAATA 

GGAAACACAATCCAGACATGATCT 

TTCATGAACTCGGAGAGGTCCATGGT 

GCACTCCCGCTCGTCCTGGGACAC 

CTGGCAATATTAACTTGGGTTCTGTT 

TCATCTCTGGCTATAAGCCATACA 

TGCCATTCTTTTGTTGAACCTGTAAA 

GGTAAGGCCCAGATTCTGAAACCT 



TAAAGCACTTATGAGAATGCTGCATT 

TGTACATG AG CTACGCCTCATCTT 

GCACCCACCTCCTCAGTTCAGACAAG 

C CCAGC AC C C AAATAC CACTATCT 

AGCGCATGAGTGACTCCCATCTATAT 

ATGTCAGTCGTCTCTG GTGCAAGG 

GAAACAGTGGCCCGGGTCGTAGTGC 

GCTGTCCAGATCTTCACGCTACACC 

AGTGCATTCACACTGATGATAAACGA 

TAGTAG CTTC ACAG GTTTGCTTCT 

G CTTCAAAATTCCTTACC CCC AACCT 

CTGGCACCCCAAATTGTATCACTA 

GAGGAAGGGCTGGCTCTTACTCCCC 

ACAAGAGGTGTTCCTTAGGCCACAC 

CCAATCTAATTTAAACCCTCATAACAG 

GACATAAGCTTGCGCCCGCATCT 

TGCTCAATGTTTTGCACTGATTTTATT 

CAATGTTTTGAAGGGCGTTATGA 

TGCTAACAACAGCTTCTCGGTATGTT 

AATATTCTGCTAACTCCTTTCTCA 

GGAGGAATGGCTGTGCCCGTCCCCT 

CCACTTAAGCGACCTGAGTCTCCAG 

ACACACACTTAAGAGTACAGATGAGA 

GCCAAAAATAAGTGGCAGGTCTTT 

TTTTGTGACTGTGCATGCTTGAAAAG 

AATAAGTTTTCTGCAGCTGTGTCT 

CTTGTCTGTGGCGTGGCACACAGTA 

GGTGCTCGGTTTGTGTTGTTGAATG 

GAATTCTGAATACATGTTGGACTGTG 

TTTCTTTGACCTGTGTTTCCTAGG 

TGAGTCCTTGGCCTCAGCTTCTAATC 

TCAAACCTAAAATAGATTGCGTTT 

TCTTCTCGTCTTTGCTATTAAATTTCT 

TCACGGACCATGCATCTGGAGGA 

CCAGAGACTCCTAAGCAGAATCAAGG 

ATGTGTGGCATAAGCATGAGAGCC 

CCCATAAAGAGGAATAAGCTACTGTC 

CTCAGCTCTTGTTAGCTCAGGCTT 

AGAGTTTGTAACACAATCCAGTCCAC 

ATGCTTATCCAATCCCATCATCCA 

AGCTCAAAATATGGCAAAGTGATGAT 

TTCGTGTTAATCCTAGAAACAGCA 

TGGGTCTGCTTTCACATGAAAGTGCT 

ACGAATTCTCTTTTGTGCTGAGCC 

GGATGAGCCCACTCACAGCACCAGA 

TTTGTACTGAAAGTACCTTAATATC 

AACCCAAATCCAAATGCCAGGATAGA 

AGAATTTGTTTATGAGAAACTGGA 



-1 CGCl I i I IGATCTGATTACTATTTCAC 

ACAGGTTACAGCTATGACCATGA 
-1 CTGCCGCTAATTCACTAGTAATTTCG 

ATCGTCCGCCCTCCAGGTACATAT 
-1 AGGCGTGCTATTAATTATCCCATACC 

CTCCTTACAGAAATTACACTCGCA 
.1 GGGAGAAGTTCTTTAAACTAAGGGTA 

CAAAATGAATTGAATGCTGGGGGC 
.1 ATTAGCGTGTTCGCGCCCGAGGTAC 

ACCAAAACCTTCAGAAAGCAAAGTT 



552 



WO 02/057414 



PCTYUS01/47856 



Table 8 



CORK 


Table 1 


Hs. 319325 


1U3G4 


1 aapatatpa a atatp.pptapppppap: 










M\jL* 1 1 bbwr\or\MMo 1 UUftb 1 1 


6956 


Table 1 


Hs. 17481 


mKNA, Cl/NA UI\r£p4.54o<:4 To ^TrOm 


1 ptap ap apatppp atpapapa appp 








r | nno rWF7nA'*AP. , ?/l , 1 ^\ 


pp;pap.apap.tp.pap.pttptppaptp 








/CQ5— UNIMNWVVrM 




CQC7 


l auie 1 


MA 

NA 


1 1RPQ 


-1 A ATP.P A PTTPTfi ATA A APTfS APA PP A 










PP1PTTAPAPATTAPTTTPAAAPPT 
obb 1 1 AbAOA l J MO 1 1 1 UAAAbG 1 


coca 


i aoie i 


KlA 

NA 


\4.ort> 


1 PPAPTPPTPAPPA A APTPPPTPTTPP 
- 1 boMv J bW I bnbuMAAb I bub loll bb 










P.TP PTP OTP P A ATTP A ATT A A P PT 
b \ bG I GG I bbAM 1 I bMH 1 I AAbG I 


COCO 

oaoa 


T«UU A 

1 3Die 1 


M A 

NA 




.1 AP:TP;PTPP.TATAAPTPPAPAA APAPA 
-1 Ab 1 bb 1 bb 1 M 1 MMb 1 bbAb/WnuMbn 










TAP; AP A ACL AC: Afi ATP APTP.AP A PP 
1 AbAbAAbAbAbA 1 L> nb 1 bAbAbG 


babU 


T-.kil/-> A 

jaoie i 


hi A 

NA 


lotfro 


1 AAPTPAPPAPPTTTP.PAPTTPPPPPP 
-1 AAb 1 bAbbAbb 1 1 1 bbAb 1 1 bGGGGb 










P PTPTP P PTTP A P A P. PTPTTPTP A 
V^O 1 1> 1 bl»b I 1 bAbAbb 1 L» 1 1 v> 1 UA 


enc<4 

oao! 


T-.l-.ln 1 


MA 

NA 


loaAo 


-1 TA ATPAPPP A APAPPTTP A P ATP ATT 
*1 I AA I bnbbbnftbAbb I I bftbA I GA I I 










AfSPAAPTCAAPTPAAPAPPPAPTT 
nbbnttb I OnnU I OMMLi-MOUOMb I I 


6962 


laoie 1 


M A 

NA 


195H12 


a PTPPPTPAPPTPPPPPAPPA ATPPT 

-1 G I bbb 1 GAGb 1 GbGGGAGGAA J bb 1 










Alblblbl ob 1 1 AbbGA 1 1 AbbG 1 b 




i aoie 1 


HS. 2924 07 


Homo sapiens, clone MGC: 16362 


< PPTPPTAPPTP APTPPPTATTPPPP 

-1 oo 1 oVj | Abb 1 bAb 1 uou 1 A 1 I bbbb 








iMA<jfc.3927795, mKNA, complete COS 


PPT A J"*TA TPPP Apr A A A AP^TPPTP 

bb 1 Abl A 1 UUbAbUAAAAbA IbbTb 








/C0S-(498,o35) 




6964 


Table 3A 


NA 


466 C4 


4 PAP P AATPPTA TPTPTPP7TATTA A T 

-1 l^AbLrUO 1 bL> IA IO lU lob 1 lb 1 IOAI • 










PTA PTTPTPTA A P P"TP /"^ A P A PPPX 

b t AL» 1 1 U 1 b I AAbb 1 bbAbAL»uUT 


6965 


Table 1 


NA 


466 D1 


<4 P A A PPTP AP A A APPPP A P AP AP APP 

-l bAAbb IbAbAAAUuL.oAbAbAUAUU 










A APTATPATTTTTAPTTTTPPTPPT 

AAulAIGAI 1 1 1 lACTTTTCCTGbT 


6966 


Table 1 


NA 


466G2 


-1 ACCACCCCTCCCTTCCCTCCTTTAAC 






- 




TCATCTCGAATCTCTCTCATACAT 


6967 


Table 1 


NA 


466H5 


A PTPTTT ATPPTPPTPTPPPPTPP A A r»*r* 

-1 CTCTTATCCTGCTCTGCCCTGGAACT 










TP A A /-»/-»r>p APTPPP A ATA PTP A TP 

TGAACCC CAGTGCC AATACTCATG 


6958 


Table 1 


NA 


466 B/ 


4 PP APPTA ATPTPTPTPPPP A P A A PPP 

-1 CGACCTAATCTUTbTGCCCAGAAGGC 










AGACCAG GACTC C A GCCCCAGG AG 


6969 


Table 2 


NA 


A CCD A n 


4 P PP A A ATPTTTCTPPTPTA P A A A PTA 

-I bbbAAAlbl 1 ttslUUIblALiAAAblA 










PAPA TAT I 1 1 lp A PTP A A PTTPP A 

CAGATG 1 1 II 1 GACTGAAGTTCCA 


6970 


Table 1 


NA 


466C9 


A PPP AP APTP A ATA A ATA PA A PPP A A P 

-1 GCCACAGTGAATAAATACAAGGCAAG 










PPTPATAPPTA A A AP A APTTPTAT 

GCTCATAGGTAAAACAAbTTCTAT 


6971 


Table 1 


Hs.7187 


mRNA for KIAA1757 protein, partial 


A APTPP APTPTTTAP APPTTPPTPTA A 

-1 AGTGGAGTbTTT AOACCTTGCTGTAA 








COS /COS- (347, 4 576) 


PA 1 1 I PA APTTTPAPA APAPATPT 

C ATTTG AACTTT UAO AAGAGATGT 


6972 


Table 1 


NA 


121P1 


A A A A PPP A PPP ATP ATTTPPPPTP A PT 

-1 AAACCCAUCCATCATTTbCCGTGACT 










APPP ATPTPPPP ATTA ATTP APPP 

ACGCATCTCCCGATTAATTCACCC 


6973 


Table 1 


NA 


121A11 


A APPP A APAPAPPP APP ATTTA A APTP 

-1 AGGGAACAGAGCGAGGA I 1 IAAACTC 










TA A P A ATTTPTPTPP AP A ATTP P A 

TAAC AATT TGTGTCGACAATTGC A 


6974 


Table 3A 


NA 


121r8 


a PTPPTPPPAPP AP APA APTAPTAPTT 

-1 CTCCTGGCACGACAGAACTAGTAGTT 










TPP ATPTPTTP APP A P ATA "I"/** 

TCCATGTCTTGAGGACATAGGTCC 


6975 


Table 1 


NA 


178B2 


A TPP A A PPTPTTPP A PPTATPPTP ATA 

-1 TCGAACCTGTTGCAGGTATGCTGATA 










P A TPTPPPTA PPP P ATPPTTA A l l 

G ATGTCGGTAGGG CATCCTTAATT 


6976 


Table 3A 


NA 


178B5 


A a /** ^TA ATATA A A PP A P BTPAAA A A A 

•1 GAGGTACTATAAACCAGATGCCCAAA 










APA P PTP P f* PTP PT/*~* Pf 1 'ITf^rA 

AC ACCTGC G CTC CTGG GTTG GCCG 


6977 


Table 1 


NA 


178F5 


<t »PA 1 IPftTPTPI 1 1 PP A PfP A PP1"P~1~ 

•1 ACATTCATCTG 1 1 1 CCACTGAGGTCT 










P A P TATTA A AP 1 1 1 1 PA APAP A PP 

G AGTCTTC AAG TTTTCACCCC AGC 


6978 


Table 1 


NA 


178C12 


<t 'T"T A Z - ^ I I | I'PTPPppf A A TT A P A A T 

-1 TTAGCCG1 I I I CTGCGCTAATTAGAAT 










TTCAAGCGTCACAGAGCCTGGGG 


6979 


Table 1 


NA 


462A11 


4 i 1 PA A PP A PPTP A APP APTPTP ATPT 

-1 TTCAACGAGGTGAACCAGTGTGATGT 










CTGTG GG GAAAACAC GTAGTC AG G 


6980 


Table \ 


HS.13231 


Ou15Cn2.Sl CDNA 


•1 PP AAAAAAPAA A 'III PPTP A P A "1 1 I'P 

-1 GGAAAAAAGAAATi TCCTGAG ATTTG 








/CIOne-lIvlAbh.1 368023 


P APTPTATAP APA APTPTPT 1 1 PP AT 

CAGTGTA I ACAGAAGTGTG 1 1 1 CCAT 


6981 


Table 1 


NA 


462D9 


-1 GAGTTCACGTGGGGTGGCCCTCCTC 










AGTGCTCTTAGGGTACTGTACTGTC 


bao2 


laoie i 


NA • 


/I CO CO 


A PPAPPTTPPAPPTPPPTTPPPPPPTA 

-1 GGAGG 1 1 GbAbb 1 GGG 1 1 GGbbGG 1 A 










A P ATPPPTP A A ATPTPP A A PP A A A 

AGATGCC I bAAATCTCCAAGGAAA 


byoo 


laDie 1 


MA 

NA 




A A P A APPP A A A PPTTA A APA A AP APTA 

-1 AGAAGGGAAAbG I I AAAbAAAGAG 1 A ■ 










A A PP A ATP APTP A AAPAAPPPPAP 

AAGGAArbAbl bAAAGAAGGbGAb 


bao4 


laoie 1 


MA • 

NA 


462r 1 1 


A TTPTP A ATA AP A A APPP A PPPPTTTP 

-1 1 I G I GAA 1 AAGAAAGGGAbbbG IMG 










ATA A ATPPATP ATP A A A ATPTPP A 

A 1 AAA I bGA I bA 1 GAAAA 1 b 1 bbA 




laDie 1 


MA 

NA 


A OP 1 O 

462G12 


A A PAP A A A ATAPPPTPTATATP APP AT 

-1 AGAbAAAAIAbbblblAlAlGAbGAIi 










TAP P PTP A T TP APPAPA APATAPP 

TACGCTGAI ICAGCAGAAGATAGC 


oytjo 


1 able 1 


M A 

NA 


4 62 ha 


A TPTPP APTPAP APPP APTATA A ATTP 

-1 1 G 1 Gb AG 1 bAGAGGG AG 1 A 1 AAA 1 \ G 










PPTPPPTTP A A A A A P l~l 1 |A| | TT 

CCTGGGT 1 bAAAAAGTTM CTTTT 


CQQ7 

6987 


Table 1 


NA 


4/2di 


A TPP A A APPPPTPP ATT A P A ATPTA A P 

-1 TCCAAACGGCTGCATTACAATCTAAC • 










APA P I 1 PPP PPT A P ATPPTPTPPT 

ACACTTCGG GGTAG ATCGTCTCGT 


6988 


T„LU A 

Table 1 


NA 


472 G1 


a PP A TTTA TTTTPTTPTA P A P A P A A PPT 

-1 GCATTTA1 I l 1 G rTCTACAGAGA*\CCT 










GGCGGCTGGGTCTGGGAAAGAGC 


6989 


Table 1 


NA 


472E6 


m a PPP A P A ATT A PTP A P A PTPPPP'l IP 

-1 ACCCACAATTAGTGAGAGTGCCCTTG 










A PPTTP A P ATTPPP A TTPPTPPTT 

AG GTTG AG ATTCCC ATTCGTCCTT 


coon 
6930 


Taoie 1 


MA 

NA 


4/ zr4 


a TPP ATATA A APTPTPTPTTPTP A PA P 

-1 I GbA 1 A 1 AAAb 1 b 1 b 1 b 1 I G 1 bAGAG 










AAA ATPPP.P ACt A A P.PTP.P.PTA T IT 

AAMn 1 bbbortbmbb 1 bbb 1 A 1 1 1 


6991 


Table 1 


NA 


472G2 


-1 GCCAGAAAATCCTGGTTTCCCTGGTG 










TCCCCTCCAATCTCTTTTACCAAA 


6992 


Table 1 


NA 


472D7 


-1 CCATTGTCGCCCGGAGCTGGAAAGA 










TAGTTTAGAGAATGCCTTAGCACTT 


6993 


Table 1 


NA 


472G12 


-1 CAGCACCCAGTACAGGTATGCAGGA 



AGGACTCGCTTGACTTAGAGAGTGG 
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Table 8 



6994 


Table 1 


Hs.75354 


mRN A for KIAA021 9 gene t partial cds 
/cds=(0,7239) 


6995 


Table 2 


NA 


64G9 


6996 


Table 1 


NA 


467E5 


6997 


Table 1 


NA 


467A6 


6998 


Table 1 


NA 


467C9 


6999 


Table 3A 


NA 


467F8 


7000 


Table 1 


NA 


468E6 


7001 


Table 1 


NA 


468B9 


7002 


Table 1 


NA 


468E10 


7003 


Table 1 


NA 


46BF10 


7004 


Table 1 


NA 


468F11 


7005 


Table 1 


NA 


468G12 


7006 


Table 1 


NA 


468H11 


7007 


Table 1 


NA 


469B6 


7008 


Table 1 


NA 


469D2 


7009 


Table 1 


NA 


469A10 


7010 


Table 1 


NA 


469E12 


7011 


Table 1 


NA 


469F8 


7012 


Table 1 


NA 


469G8 


7013 


Table 1 


NA 


470B2 


7014 
7015 


Table 1 
Table 1 


Hs.1 18174 
NA 


tetratricopeptlde repeat domain 3 
(TTC3), mRNA/Cds=(2082,7460) 
470C3 


7016 


Table 1 


NA 


470D5 


7017 


Table 1 


NA 


470E1 


7018 


Table 1 


NA 


470E5 


7019 


• Table 1 


NA 


470F3 


7020 


Table 1 


NA 


470G6 


7021 


Table 1 


NA 


470B8 


7022 


Table 1 


NA 


470G10 


7023 


Table 1 


NA 


471 D6 


7024 


Table 1 


NA 


471 F1 


7025 


Table 1 


NA 


471F4 


7026 


Table 1 


NA 


471F6 


7027 


Table 1 


NA 


471 E9 


7028 


Table 1 


NA 


471 E11 


7029 


Table 1 


NA 


471H11 


7030 


Table 1 


NA 


473E4 


7031 


Table 1 • 


NA 


473F3 


7032 


Table 1 


NA 


473E11 


7033 


Table 1 


NA 


476C1 



AACACACCAGAAGGAAAAGACACAGA 
CAGGGAATGAAGCCTGCAAAGTCC 

GTAACTCAGTGCCCCCAAAGATTCAT 

AGTCAGCAGGATTGGCCAGCAAAT 

CGCCCCAAATATAAAATCTCAATACC 

AGTTCCTTTTCCCCAGTACCCCAG 

AGTCACAGGATGTTCTCTGCACCTCA 

TCTGCAACTCTGAGCCTTACTCAA 

GTTAGAGCCCTCGTGCCCTGCTTCTT 

CAGCTACCATTTCTCTCTGTGACC 

CCACCACAACCACACACACAAAAAGT 

CAACCCACACGAATATACCGGAAA 

CAGTTGGGCTGTTAGTAGTCTGTCAC 

ACAGGTGAGAGGAGCAAGAGATCC 

AATCTATTATCAGGCATTTAATCACTG 

AGCACTCTTCTGTCCCACACTGT 

AGAGGAGTGACGGTGAATGGTACTG 

AAAGCGGTTGTAAATTGCGAGAGAG 

TCTCCTTGTTCTGATTCTCTCCCCATC 

TACAACAACTCCACTCCCCAAAG 

CACCTAACCAAGCGGGTTGGGCTGA 

TGACCGATGACCGTAAGCAGTAAGG 

ACCTCTTCTTTAGCAACACTAACCAC 

TCCACACTGGGGAAATTATACTCT 

ACTACCGCACAACAGAACACATGACC 

AGGTGAGTGCAGACACGACATCAG 

CAGTTTTACTCCTGGTCATCTCTTGT 

GAGTGTGGATTCTTCTCTGCCCCT 

TTTTATTTTGGCTGAAGTTTGGGTATG 

GCTGCTTGTTGGCCTCTGCTGGG 

ACAGCTTATAAAGCACTTTCTCATGC 

ACTTCTTCTC GCCGTATTTG C ACA 

GGGGCTCAAACCTGTGACTTACTGCT 

AACTAACATC AAAGG AAAAG CTGG 

ATGATCATTGATAGATATTCTAAGAG 

CATGCAGGAATGAGGATGCGTGCC 

GACAACAAACCTGCTTGCTTGGTTAC 

CCACAGCGCACTGAGTATAGAAGT 

TCTTCAATTATTCATGCTCTAAGGCA 

GTGTCTGTCTTCCCACCATCCCGC 

TGAGTATTTTTAAAATCCCCTGTTTGG 

ATGCTTCCAGCTAAATAGTCTACCT 

TGGGTTTACTCAGATCTTCTCCTTCTT 

AAGTGAGAGTTTTAACCTACATTTT 

GTCCAGAGCTAGAAGAACCAAGTCTT 

CCTTTCTTCATTCATTGTTCAGGT 

CTTCTTCTTAGGATCTGGAGGGAGGG 

GAGTGTTAGAGCTTGTGAGCCATG 

CTGAACGAACCAGTTCTTTTGGACTA 

CCAGTTCTTGAAGTGAAGCTCAGA 

AACAAAAGCACTGACAAGCTCATATG 

AACAGGCTAAAAAGTGAGTGAAGT 

TTCTCTTTCTATATCTAGCTAAATTGC 

CTGTGCGCCTCCCATCCTCCTCA 

ACACACTTGATAAATTAGACCGATGC 

AAACCGCAAGAATCCAAATCAGCT 

ATAGTAGGTGAGCCAGTAGTGTGAAT ■ 

GCTTGTCAAGCTTCCAAGGATGGA 

AACCACCACCCAGCTTCCTGGTACAA 

GCAGGGACTCTGGCTACAGTGCTA 

TTTCCTCCCCTCCCTCCCCAATCCAC 

AAAACACGTAATTCTGACTATCCA 

CAACATTCACAAAAGTGGTCCCCGAA 

TTAGTGAGAAGGTTCCAGGAGTGC 

GAGAGATTATAGCACAGTCTCCCAGG 

GCTCAGTCAGGTCATCCGCAGCAA 

TTCAATGCTTTGTCCTCCCCTCGCAG 

ATGTTTAGAACAGATCCTCCTTCT 

TCCCTCTCTCAGGGCTGGGAAAGAAA 

GGTTCATCTTCACTCAGATGCAAG 

TTCTGTTGGTCTGCCAGCTCATCCAT 

TCATCCATCACCTGCCAGCTAGAC 

ACACAGTTTTGGCTCCCTTATTTTCC 

CCGTACTCGAAACATTTCCATGCA 

ACCAAATCGCAAAAATACAGAATGCC 

TGTAAATTGAGTCACACCTTAAAA 

GAGTCCATAMTCTGCATTTCATGTA 

GTTGTAAGACTTTCTCCCAAAGGT 

TCCATTTGAGTTTTCTTCCCATCTCTC 

ACAGTTGATTGTTCTGTCCCTTC 
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7034 Table 1 NA 

7035 Table 1 NA 

7036 Table 1 NA 

7037 Table 2 NA 

7038 Table 1 NA 

7039 Table 1 NA 

7040 Table 1 NA 

7041 Table 2 NA 

7042 Table 1 NA 

7043 Table 2 NA 

7044 Table 1 NA 

7045 Table 1 NA 

7046 Table 2 NA 

7047 Table 1 NA 

7048 Table 1 NA 

7049 Table 1 NA 

7050 Table 1 NA 

7051 Table 1 NA 

7052 Table 1 NA 

7053 Table 1 NA 

7054 Table 1 NA 

7055 TabJel NA 

7056 Table 1 NA 

7057 Table 1 NA 

7058 Table 1 NA 

7059 Table 3A NA 

7060 Table 1 NA 

7061 Table 3A NA 

7062 Table 1 NA 

7063 Table 1 NA 

7064 Table 1 NA 

7065 Table 1 NA 

7066 Table 3A NA 

7067 Table 1 NA 

7068 Table 3A NA 

7069 Table 3A NA 



Table 8 

476D3 -1 

476F5 -1 

476G3 -1 

476G4 -1 

476A10 -1 

476G8 -1 

476H10 -1 

477E1 -1 

477E6 -1 

477A11 -1 

477D9 -1 

477D10 -1 

480A3 -1 

480B5 -1 

480D2 -1 

480E2 -1 

480E3 -1 

480F3 -1 

480G4 -1 

480CB -1 

480D9 -1 

480E7 -1 

480E11 -1 

480F8 -1 

487F11 -1 

499G1 -1 

518F10 «1 

524A12 -1 

526B9 -1 

583B5 -1 

583D6 -1 

583G8 -1 

584A1 -1 

584D3 -1 

DNA sequence from clone RP4-620E1 1 -1 
on chromosome 20ql 1.2-12 Contains t 

591 H9 -1 



AAAATTCAGCCCTCCTGGATTCACGT 

GCCCAATGAAAGTCCCCAAACTAG 

TTTAACAGGAAAAGCCCAAAATTATTT 

TTATGCTGTCTACAATCTGGGGC 

AGTTGCACTGGTTGTTCTTGGCTGCG 

GTGCTTCTCACACAAGAAGCCCAG 

TTTCCTTTTTCCCTTGTCCCTTGGCTT 

CCCCCATCACCGAATCCCCCTTC 

CTCCCACGCCTGGCCGTAGTCCAGA 

G CTTCTTCTTTTTCATGGTTGGGTT 

GCCAGTGTACGTTGCCAGGCATTTCA 

TGTAAGAGAAAACTCAAATAGCCA 

CCGTCTTCTTTTGG GTGTTTCCTC CT 

AGTTTCGGCGGAAATCAGAGTTCA 

ATGAACCCTCACCTGCTCTGCAGTGC 

AGTTTTGATTTTAGTCCCAGCAAA 

AGATATAGATGGTAAAATGTGATGCA 

ATGTAAAAAAATGGTAATACACACAC 

TCTCCA 

TGAGTGGGCTTCTCTTATGGTACAGT 

CTCTTCTCTATGAGGGGCTTCAAA 

TGGGCTTCCAAATGGTACAATGGAGT 

AATCAAGCTCATGGACTGAGAGTT 

CTTGAAGCTACTTGTCCCTTTCTGTG 

CCAGACCACTTAATGGCTACCCAC 

TTCCCAGGGCGCTCCATCTACAGCCT 

TACTGTGACTCCACTCAGCACCAG 

ATTCCCCCTMGCTCCTGTCCCCCGC 

CATGCACGACTGGTCACATCAAAA 

AAGAC AC ACC CCTCCTGTTTAATAAA 

AGTTGTCCCCTCGACATGCATAAT 

CCTGGTTACAATAATGAAACTGTCGT 

GGAGTAAAGAGGGAAACATGACCA 

AGAACCCACACACTGGGAGACAATAA 

CTGCCATTCATATAACCAACAGAA 

CGCCACTGCTTAAAGATTACAGACAA 

TTCCCAGGTAAAGTTGCCAGGACT 

ACAATGATGTTTGAAACGCACTCTGA 

ATCTGTGAAAGCTAGATAAGTCCT 

GCCTTCCTCCTCCTCCCTCTTGGGCC 

TATGTCCTAGATAAGCCTGTTAAA 

TGTCAAGATGACAGATCTTAATCCAG 

AGTGGAGGCTCGTTCGGCCTGGAG 

TTTATGTTTCAGCCTCTTTCTCTCCCG 

TTGAGTCCTGCCACAAGTCCTGC 

ATTGTCCAGGTGACTTGACACTTGCC 

TACCGGAAAAGTTGGGATGTTCTT 

TAAAATATGCCCTAATTTAAAGGGCG 

CAGGGTCCCACAACAAGCCACAGA 

AAATCTCTTCTCACGTTCTGTTTGTCA 

TTTAATCACCAGGTTTTTAGCGC 

GCTACTGATGGGTGGCCCTTTATTCT 

TGTCTTTATTTGTTGTGTGCAGGA 

AAAAATTGGTAGCTGCCCCCATGTGG 

TATGATGTTTAATTTGAACAACAT 

ACCCGGCACGTCTCCTCAACCCCTTA 

ATTCTTTTCCAGCTTTrCATATTA 

CTCAAGAGGGCATAGACATTCCACAC 

GAGGACTGCATTCGTCAGGGTAAC 

AACAAATACCCAATTAACTGTATTCCC 

CTTTCCCCTATGACTGCTGGTGT 

CCGTTGTCCGAAAGCTTGCTTCCAAC 

TAAAGACCAGAGATGGGAGGGAGT 

TTTAGCCCAAAGAAGACTTTCGCATA 

AATTCTGCCGTAACCCTTGTTGGA 

CAAAGCAGCAAATACAGAGCACACAA 

CAATCCTTGGCCTGAGCAGAACAA 

ATATGAAGATGGATTGGATGAGGACT 

GACAAAACGAAGACATGCCGGGCC 

ATGCCTAGTCAGTCAGTATTTCTTCTT 

GCTGCAGGTGTCTAAAAACCCAC 

CCTTCGCATTCCCCCATCCATGCTCC 
AAGATAATAGA I I I ! I'CTTTAAAA 
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Table 8 

7070 Table 3A Hs.6179 DNA sequence from Clone RP3-434P1 -1 GGGGAACACTTTGGTTTGAAAGCACA 

on chromosome 22 Contains the GAGCAGTTTGCCATGTTTCTTCTG 
KCN J4 gene for inwardly rectifying 
potassium channel J4 (hippocampal 
inward rectifier, HIR, HRK1, H1RK2, 
KIR2.3), the KDELR3 gene for KDEL 
(Lys-Asp-Glu-Leu) endoplasmic 
reticulum protein retention receptor 3, 
the DDX17 gene for DEAD/H (Asp-Glu- 
Ala-Asp/His) box polypeptide 17 (72kD), 
ESTs, STSs, GSSs and six putative 









CpG islands /cds=(307,2259) 




7071 


Table 1 


Hs.44577 


602388170F1 cDNA, 5' end 


•1 ACTGAATGGTCGAAATCACATATGCA 








/clone=IMAGE:4517129 /clone_end=5' 


CCACACATACTGATCTTAAGTAAC 


7072 


Table 3A 


Hs.108124 


cDNA: FU23088 fis, clone LNG07026 


-1 CGAGGTACAGCAAAGCGACCCTTGG 








/cds^UNKNOWN 


TGTCATAGATCAGACGGAAATTCTC 


7073 


Table 1 


NA 


119F12 


•1 TACAGAAGAGCAGAGACCAACCTTCT 










CAAAGTTGGTGAGTATTAACCCAG 


7074 


Table 1 


NA 


119G10 


1 CCAGATTTGCTGATGTGTTAGGTAGT 










TGTGGCACACTCACCTGTCTTTCC 


7075 


Table 1 


NA 


485A6 


-1 CTTTCCAGGTTTTCCCTTTCCGCCAT 










TG I I i i CCCGCTCGCTAAAGTGAC 


7076 


Table 1 


NA 


485D5 


•1 TTGAACATTCGCAAAGTAACATCTCT 










CACTCCCAACACCACAGCTTATCG 


7077 


Table 1 


NA 


489H9 


•1 AGTAACCACCAAAGCATAGTTTTAGA 










AGGGCTTTCGCAAACCTAGCCTTT 


7078 


Table 2 


NA 


494B11 


•1 TCTTGCTTGTTCTTCTCG 1 1 I I i GTTT 










TATCTTCCGCCCGGCAGGGTCAG 


7079 


Table 1 


NA 


478E5 


•1 GCTCTGAAACCCCTGGAACTCTTGAG 






* 




CCTAAAATGTA I I I I IACAATCTT 


7080 


Table 1 


NA 


478G6 


•1 ATCTTTGATGTGAAGCCCTTTAAAAAT 










AAACGTGAAGGTGCCAGCTTGCA 


7081 


Table 3A 


NA 


478H3 


•1 ACCCAGCCTGATGTTCATCTTTTCCC 










CCTCTTCATTTTCCTTCTTTGTTT 


7082 


Table 1 


NA 


478C7 


•1 AGAAAGACTAACACCAGAAATCATGC 










TGCAACACCAGAACATCCTTTGGA 


7083 


Table 1 


NA 


478G8 


.1 TCACAAAATATGGCTCAAGGAGTATA 










AATCCCCTCTCACGCACCCACAAA 


7084 


Table 1 


NA 


478H7 


•1 ACTAACCAACCAATGAGAATACTACT 










TACCTCCACCCATGCTGTGAACCC 


7085 


Table 3A 


NA 


479B4 


•1 TGACCGCCTCAAAGACCAAAAGGACT 










CTACTCCATATTCTTCTCACTGTC 


7086 


Table 1 


NA 


479D2 


•1 GAATGACCACCTGACGCATTCAGAGC 










TCACCTTCTTGTTCTTCAGCTGTT 


7087 


• Table 1 


NA 


479G2 


1 TTGGTAGAAACCACCCAACCATAAAA 










TTCCCAAGCCTGTACTGGTCAGCC 


7088 


Table 1 


NA 


479G3 


1 CATAAGTTGGGTGAAGAAATGGTGGT 










TTTAATCAGTAATATAGCTCCCCC 


7089 


Table 1 


NA 


479G5 


1 TTCTCATCTCAATATCCCCCAGAGCC 










CCAGTACCTCATAATACAAGACTT 


7090 


Table 1 


' NA 


479G6 


1 CTATCAGGCCCTCCAGATAGTCTTCT 










ATAAACCAATGATTCAGCAGGACT 


7091 


Table 1 


NA 


479H4 


1 TACCCAAAGTCTATTCGTAAGTGCAT 










CTTTTCTATTAGACTGGAAGCTCC 


7092 


Table 1 


NA 


479H5 


1 GATGGTTCAGCAACTGAGGAGCTCA 










GGGTGACGGGTCCACAGAGCACAGA 


7093 


Table 1 


NA 


479H6 


1 AGAAATTAGAAGATGACTACCATTTG 










CTAAAGTCTATCCACATGCCAGCA 


7094 


Table 1 


NA 


479G12 


1 CCCCCTCGACCCCCTCACACCCTTTC 










CAGAGAGGCCTTAAGATTCCCATT 


7095 


Table 1 


NA 


479H12 


1 TGTAAGGTTTCATAAATTTAGAGACC 










CTAGCCAGTCAGTGAOAA 1 A 1 (jUA 


7096 


Table 1 


NA 


482A5 


1 GAGTTGCTTATTCCAGTCTCTC/TAAG 










ATATATCTCCCT I I TIAGTTGCTGAC 


7097 


Table 3A 


NA 


483G5 


1 TGGTGTAATGAACATGCCGTATTGCC 










TTTATGGCCAGTTTGAGTCCTTCC 


7098 


Table 1 


NA 


486C4 


.1 AGGGAACCCCAAAGAGTTAAAACCAG 










GACCACTATTTCATAGTCAACAAA 


7099 


Table 1 


NA 


490F10 


1 GTG GTAAATGAGAGCATTACAG ACCA 










CCCACATCAGCCTAAAATATAATT 


7100 


Table 1 


NA 


493C2 


1 CCACCAAACCCAACAGGCCGGGACA 










AATGCAATACCATACAGAAACACAG 


7101 


Table 1 


NA 


58G4 


1 GGCCAAACTTTCTTACTCTGCCATTT 










GTTCAATGTCCTAATGAGCATGAA 


7102 


Table 3A 


Hs.1 69370 


DNA sequence from PAC 66H14 on 


1 ATCAATCGGGCCAATCCGAAGTCAGC 








chromosome 6q21-22. Contains FYN 


AATCTTGCATATGAGTCCATTCCC 








(P59-FYN, SYN, SLK) gene coding for 










two fsofbrms. Contains ESTs and STSs 





/cds=(12,1706) 
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7103 


Table 1 


NA 




7104 


Table 3A 


NA 


AA077131 


f IUO 


Tahtia 
1 aUlfc? Or\ 






7106 


Table 3A 


NA 


AA501934 


7107 


Table 3A 


NA 


AA579400 


7108 


Table 3A 


NA 


AF249845 


7109 


db mining 


Hs.277051 


AI630242 


7110 


db mining 


Hs.277052 


AI630342 


7111 


db mining 


NA 


AI732228 


7112 


Table 3A 


NA 


AW379049 


7113 


Table 3A 


Hs.232000 


AW380881 


7114 


Table 3A 


Hs.325568 


AW384988 


7115 


Table 3A 


NA 


AW836389 


7116 


Table 3A 


NA 


AW837717 


7117 


Table 3A 


NA 


AW837B08 


7118 


Table 3A 


NA 


AW842489 


7119 


Table 3A 


NA 


AW846856 


7120 


Table 3A 


NA 


AW856490 


7121 


Table 3A 


NA 


AW891344 


7122 


Table 3A 


NA 


BE061115 


7123 


I aoie oA 


NA 


BE0 86076 


7124 


Table 3A 


NA 


BE091932 


7125 


Table 3A 


Hs.173334 


BE160822 


7126 


Table 3A 


NA 


BE163106 


flZf 


i aoie om 


Up AO"? 


Bel 68334 


7128 


Table 3A 


Hs.172780 


BE176373 


/ izy 


Tahla ^A 


MA 


DCH77RC'! 

bfcl / /bbl 


7130 


Table 3A 


NA 


BE178880 


7131 


Table 3A 


NA 


BE247056 


7132 


Table 3A 


Hs.11050 


BE763412 


7133 


Table 3A 


NA 


BF330908 


7134 


Table 3A 


NA 


BF357523 


7135 


Table 3A 


NA 


BF364413 



Table 8 

598H2 

1 836605 7B08E1 0 Chromosome 7 Fetal Brain 
cDNA library cDNA clone 7B0BE10, 
mRNA sequence 

2236692 ng18e12.s1 NCI_CGAPJ_ip2 cDNA 

clone IMAGE:929806 similar to contains 
Alu repetitive element;, mRNA 

2236901 nh56al0.s1 NCI_CGAP_Pr8 cDNA 

clone IMAGE:956346, mRNA sequence 

2357584 nf33d05.s1 NC1_CGAP_Pr1 cDNA 

clone 1MAGE:915561 similar to contains 
Alu repetitive e!ement;contains 

8099620 Isolate Siddi 10 hypervariable region I, 

mitochondrial sequence 
4681 572 ad07c09.y1 cDNA /clone=ad07c09- 

(random) 

4681672 ad08g11.y1 cDNA/clone=ad08g11- 
(random) 

5053341 nf1 9e05.x5 NCLCGAP_Pr1 cDNA 

clone IMAGE:914240 similar to contains 
Alu repetitive element;, mRNA s 

6883708 RC3-HT0230-201 1 99-01 3-c1 2 HT0230 

cDNA, mRNA sequence 
6885640 UI-H-Bl0p-ablvh-06-0-ULs1 cDNA, 3' 

end /clone=tMAGE:2712035 

/clone_end=3' 
6889647 602386081 F1 cDNA, 5' end 

/clone=IMAGE:4514972 /clone_end=5 , 

7930363 PMO-LT0030-1 01 299-001 -f08 LT0030 

cDNA, mRNA sequence 
7931691 CM2-LT0042-281299«062-e11 LT0042 

cDNA, mRNA sequence 
7931782 CM1-LT0042-100300-140-f05 LT0042 

cDNA, mRNA sequence 
7936472 PM4-C N 00 32-05 020 0-002-C1 1 

CN0032 cDNA, mRNA sequence 
7942373 QV3-CT0 195-011 099-001 -c09 CTQ195 

cDNA, mRNA sequence 
7952183 PM4-CT0290-271099-001-C04 CT0290 

cDNA, mRNA sequence 
8055549 PM2-NT0079-03050Q-001 -a04 NT0079 

cDNA, mRNA sequence 
8405765 QVQ-BT0041-01 1 199-039-109 BT0041 

cDNA, mRNA sequence 
8476469 PM2-BT0672-1 30400-006-h09 BT0672 

cDNA, mRNA sequence 
8482384 IL2-BT0733-1 30400-068-C1 1 BT0733 

cDNA, mRNA sequence 
8623543 ELL-RELATED RNA POLYMERASE ll, 

ELONGATION FACTOR (ELL2), 

mRNA /cds=(0,1 922) 
8625827 QV3-HT0457-060400-1 46-h1 0 HT0457 

cDNA, mRNA sequence 
8631159 arginine-tRNA-protein transferase 1-1 p 

(ATE1) mRNA, alternatively spliced 

product, partial cds/cds=(0,1544) 

8639102 602343016F1 cDNA, 5' end 

/clone=IMAGE:4453466/clone_end=5' 

865681 3 RC1 -HT0598-020300-01 1-h02 HT0593 

cDNA, mRNA sequence 
8658032 PM1 -HT0609-060300-001 -g03 HT0609 

cDNA, mRNA sequence 
9098807 TCBAP1 D6404 Pediatric pre-B cell 

acute lymphoblastic leukemia Baylor- 

HGSC project=TCBA cDNA clone T 
1 01 93336 mRNA; cDNA DKF2p434C01 1 8 (from 

clone DKFZd434C0118); partial cds 

/cds=(0,1644) 
1 1 301 656 RC3-BT0333-31 0800-1 1 5-fl 1 BT0333 

cDNA, mRNA sequence 
1 1316597 CM2-HT0945-1 50900-379-905 HT0945 

cDNA, mRNA sequence 
1 1 326438 RC6-NN1 068-070600-01 1 -B01 

NN1068 cDNA, mRNA sequence 



TATTTTTAACAAAATCACACGGAAGG 
ATTTCCTTCCCGTCCCATGTGTTG 
CAGATAGTGGTATTTGGGTGCTGGG 
CTTGTCTGACCTGAGGAGGTGGCTG 

AACTCCATAGAGAAAGACTACGAATT 
TCGCTGGGAGGTAATAGGGAAGCC 



GCATTTAGGAAAGACAGGTGAGTGTG 
CCACAACTACCTAACACATCAGCA 

TTACTTTGTCTTCTCTCACCATCCTAA 
AACGTTGTTTTGCTGAGCATGAA 



CCCCAGACGAAAATACCAAATGCATG 

GAGAGCTCCCGTGAGTGGTTAATA 

GCCTAAGTTTCCAGAAGACTTTGACG 

ATGGAGAGCATGCAAAGCAGGTAA 

TTTTGCAGTTCAAGGATTGGTGGGAA 

ACGTTTGTATGTGTTGGGGTGGGG 

AATAGATTTCCATTTCTTCCTTCGAGT 

TAGTTGGGTATTGGGACCTTGAA 



-1 CGACGGTGTTCTGGAGTTTCGATGAG 
ACATGTAAGTAAGAGTTCTGTGCA 

-1 ATATTCAGCAGTGGCTGTGAAATTGG 
ATTTGAATTACCGGGATACATGCA 

-1 ACTGGTTTTCATTCTAGTGTCCCCCA 
CCCGTCTAGTTTCATTTTCCTGTA 

-1 TTGGGAGTCACCAGGTTAAAGCAAAG 

CCTCAGTCACTGAAAGCAGAAACT 
-1 TCCTGTGCTCCAGAATTAGTGATTGC 

TTTGGTGCTTAACTTGAAGTGGGA 
-1 CATCTGCTCTGCTTCCTCACACACTA 

GAAACACCACTGCCCCCATCCATG 
-1 TCTGTGATTTATAGACTGTTTTCAGGA 

AACGATCTTCCCATCTGTGGTGA 
-1 TCATTTCAGGTCTAATAAACACACTAA 

CCTCGGCAGCACTGGAGCGTCTG 
-1 AGCTTAGGATATCTATTAGTGTTCACT 

GTTCGGGCAAGAGGCCTAAAGGG 
-1 TGGGAACACACTGGCCCATTATATAG 

AGAAAAATAAAACATGATCCCCAT 
-1 TTGCTTGATTTCCCAAACCACTACCT 

GAAGGTGGCTTATGGTCTACAGCT 
-1 TTCCACCACTTCAAGACTGGGGGCA 

GGTAGAGAAGACAAGCATAAGTACA 
-1 TTCTTCTCTGCCCCTAACAGAATGTT 

CTTCTCTTGCTTCCCACACCCTCC 
-1 CAGCACATCTTCTGGTTTACAAGTTG 

GGTAACTATGAAAGCTGGAGATGC 

-1 TATCTAAATTCTACCTTTAGCATCCAA 
CTAGCTACCGTCTGGCACTGGCC 

-1 TCCAATGCTCAAGTCACTCTGAGTCT 
TTGCTGGTGTCAACCTACAATGCC 



ACCTCACTATAGTAGCCATTAGGTAA 
AGATGGGCCATATCCAAATGGGCT 

AAG AACTATTC CTTTG AGAATCTTTC C 

TACTGGGAGTTACTGCTGTGATT 

TCTGTGTGAACATACATACAGGACTT 

TGATTCTACCTGTGCCTGACCATT 

GTG GAGCTGTTGGCCTTGCTGGATG 

CGGGCACTCTCTACACCTTCAGGTA 

TGTCAGTGGCTCTCACTTTGTTTGAA 
ATTGTTGCTTTGGGAAAAACACAG 

GATGCAGTGGGTTAGGGGTTGGGGG 

TACAGACTGACTTGAGCTCGGAGTC 

TCAGGCACTCAGTAAAGGCAAGACTT 

GAGTGATACATAAAGTCAGTTACA 

CCTTGGGCTGAGTTTGCTGGTCCTGA 

AGATTACAGTTTTGGTTAGAGAGA 



557 



WO 02/057414 



7136 


Table 3A 


NA 


BF373638 


11335663 


7137 


Table 3A 


NA 


BF740653 


12067339 


7138 


Table 3A 


NA 


BF749089 


12075765 


7139 


Table 3A 


NA 


BF758480 


12106380 


7140 


Table 3A 


NA 


BF773126 


12121026 


7141 


Table 3A 


NA 


BF773393 


12121293 


7142 


Table 3A 


NA 


BF805164 


12134153 


7143 


Table 3A 


NA 


BF818594 


12156027 


7144 


Table 3A 


NA 


BF827734 


12171909 


7145 


Table 3A 


NA 
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NA 
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Table 8 

MRO-FTOl76-040900-202-g09 FT0176 
cDNA, mRNA sequence 

QVl-HB0031-07l200-562-h04 HB0031 
cDNA, mRNA sequence 

MR2-BN0386-051 000-014-b04 
BN0386 cDNA, mRNA sequence 

MR4-CT0539-141100-003-d05 CT0539 
cDNA, mRNA sequence 

CM3-IT0048-151200-568-f08 IT0048 
cDNA, mRNA sequence 

CM2-IT0039-191200-638-h02 IT0039 
cDNA, mRNA sequence 

QV1-Cl0173-061100-456-f03 CI0173 
cDNA, mRNA sequence 

MR3-CI0164-201200-009-a04 CI0184 
cDNA, mRNA sequence 

RC6-HN0025-041 200-022-F08 
HN0025 cDNA, mRNA sequence 

RC5-HT1 035-271 200-01 2-F08 HT1035 
cDNA, mRNA sequence 

tL5-ET0119-181000-181-b11 ET0119 
cDNA, mRNA sequence 

QV3-ET0100-111100-391-C02 ET0100 
cDNA, mRNA sequence 

MRO-ET01Q9-171100-001-b02 ET0109 
cDNA, mRNA sequence 

1L2-MT0179-271100-254-C11 MT0179 
cDNA, mRNA sequence 

QV1-MT0229-281 100-508-e1 1 
MT0229 cDNA, mRNA sequence 

IL5-MT021 1-011 200-31 7-f03 MT021 1 
cDNA, mRNA sequence 

CM1-MT0245-21 1200-6S2-d02 
MT0245 cDNA, mRNA sequence 

IL3-MT0267-281200-425-A05 MT0267 
cDNA, mRNA sequence 

CM2-NT01 93-301 100-562-C07 NT0193 
cDNA, mRNA sequence 

QV3-NT021 6-061 200-51 7-g03 NT0216 
cDNA, mRNA sequence 

RC4-GN0227-271 100-01 1-d03 
GN0227 cDNA, mRNA sequence 



cDNA cDNA clone c-33f05, mRNA 
sequence 

HSU46388 Human pancreatic cancer 
ceil line Patu 8988t cDNA clone xs425, 
mRNA sequence 

HSU75805 Human cDNA clone f46, 
mRNA sequence 

36fi0 Human retina cDNA randomly 
primed sublibrary cDNA, mRNA 
sequence 

NADH dehydrogenase (ubiquinone) 1 
beta subcomplex. 7 (18kD, B18) 
(NDUFB7), mRNA/cds=(22,435) 
natural killer ceil transcript 4 (NK4), 
mRNA/cds={59,763) 
small nuclear ribonudeoprotein 
polypeptide C (SNRPC), mRNA 
/cds=(1 5,494) 

coagulation factor XII (Hageman factor) 
(F12), mRNA /cds=(49,1 896) 
prefoldin 5 (PFDN5), mRNA 
/cds-(423,926) 
hypothetical protein FU21007 
(FLJ21007), mRNA /cds=(257,22l2) 
DKF2P564C1940 protein 
(DKFZP564C1 940), mRNA 
/Cds=(565,1260) 
clathrin-associated protein AP47 
(AP47), mRNA /cds=(76,1 347) 
S-adenosylhomocysteine hydrolase- 
like 1 (AHCYL1), mRNA /cds=(47, 1549) 



mRNA /cds=(34,783) 
cDNA: FLJ22128 fis,c 
/cdsONKNOWN 



PCT/US01/47856 



ACAGCAAACAAAGTGTTCCAATCCTC 

TATTAACCCATTTAACCAAGAGTT 

AGTGCATTCACACTGATGATAAACGA 

TAGTAGCTTCACAGGTTTGCTTCT 

AAGTGTGATTAGAAGCAGCTGGAAGT 

AGCAGAGGAGGTGGAAGTTAGTCC 

CAGGAGTAAAACAGAGCTGGTTGTGT 

GATACCTATGCTGGGTGGAAGACT 

GGTGACTATCTTACCGGCTCCCAGTA 

AACTCTGAACAATGTACCAGCTAA 

GCTTGAAGATGTCTCAACAGAAAATC 

ACCGACATGAGGAAGCATCACGCT 

AGGAACATGGCTGCAGCATATAAAAA 

GAATTGAATTCCATACTTTTGTTAACC 

CTG 

GGTGCTGCCATAGGTGCCAGTAATG 

ACCGTTTATGCGGAAATCAATTACA 

TGAAGTACTATAGGACTCAATGGGAC 

CAGTAGCAGCTCCAAGTGGATCAC 

ACACGGGACCTCCTTTGATCTTTCTG 

AGAATTAATAGAGATTTCATGGCA 

CCAAAAGGAGAAAGATGACTAGGGT 

CACACTTGAGGATTTGCCAGGTGGG 

GCATCTTCTTTGAAGACGGGAACTGT 

ACTTCAGGTTCTTTTCTGTTTAGC 

GGCTCATTTGGTTTTAAAGTCTCTTCT 

ATGCCATCCCAGGGGAGGAGGAT 

GACTGTGGACACCTCTCACTGTGTCT 

TCTTGGCAGGCAGAGCTTACTGAC 

GCAGGGTGCAGAGCTTCACAGCAGG 

TAGGAAGAAGTAACTAAGTGGAAAC 

CAGCTAAAGCCGTAGGTCATTGTGAC 

TGTCCCTGGGATGTGGATTACTCT 

CCAGAATGCAGCCTACAGACCAAATA 

TCAATGGACTTGGTGTAGCCCTGC 

TTTAAACCAGGTCTGGAAAAAGGAAG 

GAGAGGAGGGCATTTTAGAGAAGA 

GTGGCTTCGTAAAATAGAAGAGCAGT 

CACTGTGGAACTACCAAATGGCGA 

CACACCACAGCTGGCTGGGAGCAGA 

GGCTGCTGGTCTCATAGTAATCTAC 

TGGAGAAAATGAGAGACAGACAGTG 

AGTGAGAAAGTCAGCGAAAAGGAAA 

ACCTACTGTTGAGATTATTCCCCTGT 
CTCCACACTGCCAGAAACTTACCA 

CCAAATGATACTAGGATTAAGCCCCA 
AAGCAAAGTCAAGCACCACCATGG 

TCCCAGAGCAACAACTAAGTCTCAAC 
TAATGGACAACCAACACCCACTGA 
CCACAGAATGGGCATGTAGTATTGAG 
ATTTGAATCATCTGCTGTCCAGCC 

ACCTCATCCGGCTGCTCAAGTGCAAG 
CGTGACAGCTTCCCCAACTTCCTG 

GACCTGGTGCTGTCGCCCTGGCATC 
TTAATAAAACCTGCTTATACTTCCC 
GCATAAGGMGACTTGCTCCCCTGTC 
CTATGAAAGAGAATAGTTTTGGAG 

GGGACTCATCTTTCCCTCCTTGGTGA 

TTCCGCAGTGAGAGAGTGGCTGGG 

AGACTGGATCGCACACCTTTGCAACA 

GATGTGTTCTGATTCTCTGAACCT 

AAGCAAATACCTTTTACAAGTGAAAG 

GAAGAATTTTTCTTCTGCCGTCAA 

GCAACAAATGCTTCTATTCCATAGCT 

ACGGCATTGCTCAGTAAGTTGAGG 

TCCGTGTAGAGGTTACAGCCTTTTAT 
GCTGTTGAGCTCCCAGGTACCAAA 
GCCCACTTGGATTTATAGTATAGCCC 
TTCCTCGACTCCCACCAGACTTGC 

AAGAGCTCCTGAGCCCCCTGCCCCC 
AGAGCAATAAAGTCAGCTGGCTTTC 
GCTCAACATGGAAAGAAGGTACAGAA 
AGTGATGTGTTCAAAACATTAGCA 
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7172 db mining Hs.5298 NMJJ15999 

7173 db mining Hs.5473 AW953785 



7174 db mining 



7186 db mining 

7187 db mining 

7188 db mining 

71 89 db mining 

7190 db mining 

7191 db mining 

7192 db mining 

7193 db mining 



7196 db mining 



7197 db mining 



Hs.5831 NM 003254 



7175 db mining Hs.5890 BF698885 



Table 8 

7705760 CGt-45 protein (LOC51G94), mRNA 

/cds=(182,l294) 
8143468 602659796F1 cDNA, 5' end 

/clone=IMAGE:4802950 /clone j=snd=5' 

4507508 tissue inhibitor of metalloproteinase 1 
(erythroid potentiating activity, 
collagenase inhibitor) (T1MP1), mRNA 
/cds=(62,685) 
1 1 984293 hypothetical protein FU23306 

(FU23306), mRNA/cds=(562,930) 



7176 db mining Hs.6211 NM_015846 771013B 



7177 db mining Hs.6285 AL080220 



5262711 



7178 db mining Hs.6441 AL110197 5817115 

7179 db mining Hs.6459 NM_024531 13375681 

7180 db mining Hs.6616 AL524742 12788235 

7181 db mining Hs.6550 NMJD07259 6005775 

7182 db mining Hs.6763 NM_015310 7662395 

7183 db mining Hs.6780 NM_007284 6005845 

7184 db mining Hs.6617 NMJJ25200 13376793 

7185 db mining Hs.7709 U79457 4205083 



Hs.7740 AF288741 14209837 



Hs.8108 NMJ)21080 

Hs.8109 NM_022743 

Hs.8207 NM_020198 

Hs.226627 BC007375 

Hs.8768 NMJ)18243 

Hs.8834 NM_006315 

HS.9683 NMJW6260 



7194 db mining Hs.9325 NMJ>16062 

7195 db mining Hs.10590 AL031665 



10835268 
12232400 
9910241 
13938462 
8922711 
5454011 
5453979 

7706342 
9368423 



Hs.11465 NMJ)04832 



Hs.11538 NM_005720 



4758483 
5031600 



methyl-CpG binding domain protein 1 
(MBD1), transcript variant 1, mRNA 
/cds=(1 39,1 956) 

mRNA; cDNA DKF2p586P0123 (from 
clone DKFZp586P0l23); partial cds 
/cds=(0»1067) 

mRNA; cDNA DKFZp586J021 (from 
clone DKFZp586J021) 
/cds=UNKNOWN 

hypothetical protein FU11856 
(FU11856), mRNA /cds=(239,1 576) 
AL524742 cDNA 
/clone=CS0DC008Yt07-(5-prime) 

vacuolar protein sorting 45 B (yeast 
homolog) (VPS45B), mRNA 
/Cds=(33,1745) 

KIAA0942 protein (KfAA0942), mRNA 
/cds=(52,1656) 

protein tyrosine kinase 9-like (AG- 
related protein) (PTK9L), mRNA 
/cds=(104,1153) 

putative oncogene protein hlc14-06-p 
(HLC14-06-P), mRNA /cds=(51 ,635) 

Homo sapiens, Similar to WW domain 
binding protein 1, done MGC:1 5305 
IMAGE:4309279, mRNA, complete cds 
/cds=(162,971) 

oxysterol binding protein 2 (OSBP2) 
mRNA, complete cds /cds=(1 12,2748) 

disabled (Drosophila) homolog 1 
(DAB1), mRNA/cdS=(765,2426) 

hypothetical protein FU21080 
(FLJ21080), mRNA/cds=(127,1236) 

GK001 protein (GK001), mRNA 
/cds=(184,1635) 

leptin receptor short form (db) mRNA, 
complete cds/cds=(0,2690) 

hypothetical protein FLJ10849 
(FLJ10849), mRNA /cds=(93,1 382) 

ring finger protein 3 (RNF3), mRNA 
/cds=(1 14,857) 

protein-kinase, interferon-inducible 
double stranded RNA dependent 
inhibitor (PRKRI), mRNA 
/cds=(690,2204) 

CG1-128 protein (LOC51647), mRNA 
/cds=(35,526) 

DNA sequence from clone RP5- 
963K23 on chromosome 20q13.1 1-1 3.2 
Contains a KRT18 (Keratin type I, 
Cytoskeletal 18 (Cytokeratin 18, 
CK18.CYK18)) pseudogene, a gene for 
a novel protein, the gene for 
spermatogenesis associated protein 
PD1 (KIAA0757) and the 3' end of the 
gene for KIAA0939 (novel 
Sodium/hydrogen exchanger family 
member). Contains ESTs, STSs, GSSs 
and four putative CpG islands 
/Cds=(2,688) 

glutathione-S-transferase like; 
glutathione transferase omega 
(GSTTLp28), mRNA/cds=(9 r 734) 

actin related protein 2/3 complex, 
subunit 1A (41 kD) (ARPC1B), mRNA 
/cds=(80,1198) 



PCT/US01/47856 



TTATATACCCTGGTCCCATCTTTCTAG 
GGCCTGGATCTGCTTATAGAGCA 
GTTTACTCCGTCCCTATCACTGGTGT 
GGCTGTGGGCAAACCACTTATTGC 

GAACTGAAGCCTGCACAGTGTCCAC 
CCTGTTCCCACTCCCATCTTTCTTC 



GAAGACCAAGAGAGACAACAGACGC 
AGCAAACAGCCGAAGCACCAGACAA 

AATTCAGAAAATTGTTGGGAGGACAG 
CCCTTTTGTGAACCTTGTTTGGGG 

TTTACCCAGCTCTGAAGGTCATTGTT 
CTTGCCTGTGTTTGAATAAAATCA 

GTCTCTGATGCTTTGTATCATTCTTGA 
GCAATCGCTCGGTCCGTGGACAA 

GGTAAGCCCCTGAGCCTGGGACCTA 

CATGTGGTTTGCGTAATAAAACATT 

TCTGGCTCTGACCGGTTGATGGCCTT 

GAGCGAATGAAATCATGAAATTGA 

TGCCCTACATAGCAATTTTCTGTGGC 

ACTGAGAAACCATGTATGACCACA 

GCAGTGTACTGTGTGCAATACCAAGG 
GCATAGCTCCCTGTAATTTGGGAA 
CTGAGACTAGGGTCCCAGCACAGCC 
CAGAAACCTTTGGCCACAAGAAGTG 



TCGCCTTCCATGG I I I I IAAATGCAG 
TAAATAACATTTCTGGATGAGACT 
GCTTTACCCCCGCAGGACATACACAG 
GAGCCTTTGATCTCATTAAAGAGA 



GGAATGTACCTCTCCCCAACACTGTT 
TTGTTAGCGAGCACCTTTTGACCA 

ACTCGCTCAGAAGAGGGAACTAAGC 

ATTTI I GGCAACCAATGGGCAGATA 

AGCTGTGTGAACCTCTCTTATTGGAA 

ATTCTGTTCCGTGTTTGTGTAGGT 

AGTCCCATACATTTGGACCATGGCAG 

CTAATTTTGTAACTTAAGCATTCA 

CTGCCCCCTTCCTGGACTTCGTGCCT 

TACTGAGTCTCTAAGACTTTTTCT 

GGATAACATTTCTCATGAACCCACTG 

CCCCTCTGCATTTTCCTCACTGGT 

CGCTTAAGAACATTGCCTCTGGGTGT 

CATGTGGACCAGACTTCTGAATAG 

GGGTTCAATCCCTTCAGCTCAGGCG 

GACCATTTAGATTTAAATTCCACTT 



GCTCCTGCCAGGGCTGTTACCGTTGT 
TTTCTTGAATCACTCACAATGAGA 
AATCTGGCGAAACCTTCGTTTGAGGG 
ACTGATGTGAGTGTATGTCCACCT 



GACTATGGGCTCTGAAGGGGGCAGG 
AGTCAGCAATAAAGCTATGTCTGAT 

AGGGAGGGGACAGATGGGGAGCTTT 
TCTTACCTATTCAAGGAATACGTGC 
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Table 8 

10434970 cDNAFLJl3106fiS, Clone 

NT2RP3002455, highly similar to 
mRNA for KIAA0678 protein 
/cds=UNKNOWN 
9368423 DNA sequence from clone RP5- 

963K23 on chromosome 20q13.1 1-13.2 
Contains a KRT18 (Keratin type I, 
Cytoskeletal 18 (Cytokeratin 18, 
CK18.CYK18)) pseudogene, a gene for 
a novel protein, the gene for 
spermatogenesis associated protein 
PD1 (KIAA0757) and the 3' end of the 
gene for KIAA0939 (novel 
Sodium/hydrogen exchanger family 
member). Contains ESTs, STSs, GSSs 
and four putative CpG islands 
/cds=(0,1313) 

hypothetical protein FU22059 
(FU22059), mRNA /cds=(783, 1 967) 



dipeptrdyl peptidase 7 (DPP7), mRNA 
/cds=(0,1478) 
calretlcuiin (CALR), mRNA 
/cds=(68 r 1321) 
hypothetical protein FU11026 
(FU 11026), mRNA /cds=(31 ,2355) 
done 24775 mRNA sequence 
/cds=UN KNOWN 

KIAA0451 gene product (KIAA0451), 
mRNA /cds=(1 482,221 9) 

CGI-11 protein (LOC51606), mRNA 
/cds=(233,1684) 

CONA: FLJ21811 fis, clone HEP01037 
/cds=UNKNOWN 

Mov10 (Moloney leukemia virus 10, 
mouse) homolog (MOV10), mRNA 
/cds=(70,30S1) 

601471579F1 cDNA, 5' end 
/c!one=IMAGE:3874747 /c!one_end=5' 

insulin receptor tyrosine kinase 
substrate (LOC55971), mRNA 
/Cds={333,1553) 

nucleolar protein family A, member 2 
(H/ACA small nucleolar RNPs) 
(NOLA2), mRNA/cds=(86,547) 
KIAA0846 protein (KIAA0846), mRNA 
/cds=(272,2341) 

tubulin, alpha, ubiquitous (K-ALPHA-1), 
mRNA /cds=(67,1 422) 
cDNAFU12920fis, clone 
NT2RP2004594 /cds=(96,2144) 
cDNA: FU21737 fis, clone COLF3396 
/cds=UNKNOWN 
protein kinase domains containing 
protein similar to phosphoprotein C8FW 
(LOC57761 ) r mRNA /cds=(294, 1 370) 



BM040 (BM040), mRNA /cds=(357,749) 

RNA 3-terminal phosphate cyclase 
(RPC), mRNA /cdS=(170,1 270) 
unknown (LOC51693), mRNA 
/cds=(58,480) 
DKFZP586B0519 protein 
(DKF2P586B0519), mRNA 
/Cds=(75,1199) 
602372491 F1 cDNA, 5' end 
/clone=IMAGE:4480510/done_e^d=5 , ■ 

adenine phosphoribosyltransferase 
(APRT), mRNA/cds=(71,613) 

mRNA full length insert cDNA clone 
EUROIMAGE 146397 /cds=UN KNOWN 

602272333F1 cDNA, 5' end 
/clone=IMAGE:4360233 /done_end=5' 



PCT/US01/47856 



ACCTTCTGAAAGCTCACAGTACACAT 
TAGTATGTATAACTGGCTTTACCA 



TTTAAGGGAGTCAGGAATAGATGTAT 
GAACAGTCGTGTCACTGGATGCCT 



CCCACCTTCCACCTCTTAGCACTGGT 

GACCCCAAAAATGAAACCATCAAT 

AGACCAGCAGTGTTTAAATCTAAATA . 

CGTTGTGAGTCTGTTATCTGTCCT 

ACCTCGACCTCAGAGCCTCCCACCC 

AGAAGATCCTGCTTCCGTGGTTGAG 

GGGCAGTGGGTCCCAGATTGGCTCA 

CACTGAGAATGTAAGAACTACAAAC 

TGGCCTTAAGTTTTCTAATTCAAGCG 

GG I I I I \ GGAAAAATTTATGGTCT 

TGCAGAGTTATAAGCCCCAAACAGGT 

CATGCTCCAATAAAAATGATTCTA 

CCAAACAATGATGTGGATTCTTTTGC 

ACAGAAATATTTAAGGTGGG ATGG 

ACAAAAGTCAACTGTTGTCTCTTTTCA 

AACCAAATTGGGAGAATTGTTGC 

GCTGGGGACTCTAGCCTCTGTGTTCA 

TAAAGACATTAAGAAGTGGATGGA 

GGAGAATGACACATCAAGCTGCTAAC 

AATTGGGGGAAGGGGAAGGAAGAA 

ACCTGGGTTTAATACAGCTCACATCA 
CTGAATGTTACACATGAGTTTAAA 

CTTAAGGACGCCTTTGCCTGGCCCCT 
TTATTACAGCCCAACACGGTAGGC 

TCCATCAGTGCCATTTCCTGTAGAAC 
TAAAGGCTGTTCCAAGAATGTGGG 

ATCTGTAAAGCACTCAGAAGGCAGCC 

ATCCCTAGATGTTGGTTTCATGTA 

TGGTTAGATTGTTTTCACTTGGTGAT . 

CATGTCTTTTCCATGTGTACCTGT 

CATGTCCCTTGAAACATGATAGTTAC 

ATACACAGTT7TCTCTCCACACAT 

AGGTTTCACATGAACCTGTTCTAGGC 

TGTGGACATTGGTGTGGAGAGGTT 

GACACTTGGGGTCCACAATCCCAGG 

TCCATACTCTAGGTTTTGGATACCA 



AGAAATGATTTGCAGCTGAGTGAATC 
AGGAAGTGACAGTGATGACTGAAG 

TCCTGAGAGATGGACAATGAAATATC 

AGTTGGTGGATATGTGTGATAGCT 

CTTTCAGGGCAGGCAGCTGTGCATG 

TTCTCTCAACTAAAGGTCTTGTGAG 

GCTGGACACACGGTGAGATTTTCTCG 

TATGTAAATAAAAGGCAATTTGGT 

CTCAACGAAAGGCTCACACTAACAGG 
GGAGGATTACAGCACCACAATACT 

CCACACTGAACCCAATTACACACAGC 
GGGAGAACGCAGTAAACAGCTTTC 
AGGCCCTGGAAAATTTTGTGCTTCCA 
ACGTGGCCTTCAATTCTTGCTTTT 

TATTAAGCTTGCCCAGGCTCCTGTTC 
ATGAAGGTTCCCCCAGCGGTGGCC 
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7226 


db mining 


Hs.30250 


AF055376 


7227 


db mining 


Hs.30443 


AL1 36599 


7228 


db mining 


Hs.31137 


NM_006504 


7229 


db mining 


Hs.34114 


NM_000702 


7230 


db mining 


Hs.35254 


NMJD20119 


7231 


db mining 


Hs.38735 


BG149337 


7232 


db mining 


Hs.41322 


AI655467 


7233 


db mining 


HS.42346 


AY013295 




db mining 


Me AORQQ 




7235 


db mining 


Hs.44131 


AB023191 


7236 


db mining 


Hs.44441 


BE295812 


7237 


db mining 


Hs.46919 


AY007155 


7238 


db mining 


Hs.56009 


NMJK56187 


7239 


db mining 


Hs.57843 


W63785 


7240 


db mining 


Hs.58373 


BF339746 


7241 


db mining 


Hs.59236 


NM_032139 


7242 


db mining 


Hs.62406 


NMJ)24660 


7243 


db mining 


Hs.63042 


NM_018457 


7244 


db mining 


Hs.65648 


NM_005105 


7245 


db mining 


Hs.339868 


NM_003974 


7246 


db mining 


Hs.75056 


NMJ1Q3938 


7247 


db mining 


Hs.75082 


NM_001665 


7248 


ud mining 




miwi nniQRi 

IXIVI_Uw IvO 1 


7249 


db mining 


Hs.75725 


NMJJ03564 


7250 


db mining 


Hs.75770 


NMJ100321 


7251 


db mining 


Hs.75790 


NMJ)02642 


7252 


db mining 


Hs.76057 


NM_000403 


7253 


db mining 


Hs.76662 


NM_032327 




Qu mining 


He 779RR 
MS. f f <£OD 


mm nn^R!?R 


7255 


db minina 


Hs.77290 


NMJ306755 


7256 


db mining 


Hs.77805 


NM_001696 


7257 


db mining 


Hs.78592 


NM_001414 



Table 8 

3335147 short form transcription factor C-MAF 

(c-maf) mRNA, complete cds 

/cds=(807,1928) 
13276698 mRNA; cDNA DKFZp564G1816 {from 

Clone DKFZp564G1816); complete cds 

/cds=(l37,3091) 
5729992 protein tyrosine phosphatase, receptor 

type, E (PTPRE), mRNA 

/cds=(51,2153) 
4502270 ATPase, Na+/K+ transporting, alpha 2 

(+) polypeptide (ATP1A2), mRNA 

/cds=(1 04,31 66) 
991 0221 hypothetical protein FLB6421 

(FLB6421), mRNA /cds=(3 10,792) 
12661367 nad26g06.x1 cDNA, 3' end 

/clone=IMAGE:336673Q/c!one_end=3' 

4739446 tt1 3b01 .x1 cDNA, 3' end 

/clone=IMAGE:22406l7 /clone_end=3' 

1 1 693027 caJcineurin-bjnding protein calsarcin-1 
mRNA, complete cds /cds={131,925) 

8146278 EST368665 cDNA 

4589591 mRNA for KIAA0974 protein, partial 

cds/cds=(0,1697) 
9179366 601 176827F1 cDNA, 5' end 

/clone=IMAGE:3532039 /done_end=5' 

9956067 clone CDABP0095 mRNA sequence 

/cds=UNKNOWN 
5453823 2'-5 , -oligoadenylate synthetase 3 (1 00 

kD) (OAS3), mRNA/cds=(34,3297) 

1371386 Zd30g09.s1 cDNA, 3' end 

/clone=IMAGE:342208 /ctoneerKW 
1 1 286202 602034942F1 cDNA, 5' end 

/clone=IMAGE:4182851 /clone_end=5 l 

14149802 hypothetical protein DKF2p434L0718 

(DKFZP434L071 8), mRNA 

/cds={133,3285) 
1 337591 2 hypothetical protein FLJ22573 

(FU22573), mRNA fcds=(99,1 166) 
89221 56 DKFZp564J1 57 protein 

(DKFZP564J157), mRNA /cds= f (77»523) 

482697 1 RNA binding motif protein 8A 
(RBM8A), mRNA/cds=(12,536) 

4503358 oh47h10.s1 cDNA, 3' end 

/clone=IMAGE:1469827 /clone_end=3' 

4501 976 adaptor-related protein complex 3, 
delta 1 subunit(AP3D1), mRNA 
/Cds=(209,3547) 

450221 8 ras homolog gene family, member G 
<rho G) (ARHG), mRNA /cds=(1 29,704) 

4503482 eukaryotic translation elongation factor 

2 (EEF2), mRNA/cdS=(0,2576) 
4507356 transgslin 2 (TAGLN2), mRNA 

/cds=(73,672) 
4506434 retinoblastoma 1 (including 

osteosarcoma) (RB1), mRNA 

/cds=(1 38,2924) 
4505794 phosphatidylinositol glycan, class C 

(PIGC), mRNA /cds=(293,1 186) 
9945333 galactose-4-epimerase, UDP- (GALE), 

mRNA/cds=(76,1122) 
14150105 hypothetical protein MGC2993 

(MGC2993), mRNA /cds=(1 58, 1048) 
13325074 quiescin Q6 (QSCN6), mRNA 

/cds=(75,2318) 
5803186 transaldolase 1 (TALD01), mRNA 

/cds=(50,1063) 
4502316 ATPase, H+ transporting, lysosomal 

(vacuolar proton pump) 31 kD (ATP6E), 

mRNA /cds=(75,755) 
4503502 eukaryotic translation initiation factor 

2B, subunit 1 (alpha, 26kD) (E1F2B1), 

mRNA /cds=(1 0,927) 
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GCTATACCACTGACTGTATTGAAAAC 
CAAAGTATTAAGAGGGGAAACGCC 

TCGGGGTCAGTTAAGCCTCAGTATTC 
TTAGCTTTTGTTGATTTTGGCACT 

ATGGTGCAAACCCTGGAACAGTATGA 
ATTCTGCTACAAAGTGGTACAAGA 

AGAAGCAGCGAGTGCATGGGCTAAT 
TATCATCAATCTTTATGTATTTGTT 

GGAAATGTTGCTGTGGGGGATTCATT 
GTAACTCTCCTTGTGAACTGCTCA 
ATGCCAAATTCCTGACACGTGGCGTT 
TGAAAATACCATGGAACGTTTCCA 

ACATTCTGACTCCATCTGCGGCCTCA 
TTAAGGTGATAGAAACATACTAGG 

ATGATAATGTTGGCATCTGTGATAAA 
CTATCAATGAGGCTCCCATCATGC 

AGAGTCACATGTAGAAAAGCCTCCAG 

TATTAAGCTCCTGAATTCATTCCT 

ATGGCAACAATGCTGACAGCAAGCA 

GTAGATCCTCTGATTCCAATTACCA 

GGGAACCCTCATTAATTAGACAAGAA 

CACCAAGGCTATGACCACAGCAGC 

GGCTCACCAGAGTACCCAGAAGAAT 
CAGTATGGAATTAGAGGACAGTGGC 
ATTCCAGGCCCTCAGTCTTTGGCAAT 
GGCCACCCTGGTGTTGGCATATTG 

GCATACATAAAGGCAAAGAATGACAA 
AAGGCTTAATCCACCTAGAAGACA 
ATATAGTGGGAGACAAAACACAGGAG 
GCGGGGGATATCATGTAGCAGAGC 

TCTAATGTGCCTTGGATATGTGCCAA 
ATGATGGAAAAGAAACAGTAAACT 

GCTTGGCTCATCTGGGGTTTGCTGG 
GCTTAACACCCAATAAAGAACTTTG 
CTGCGGTTTTGGAACCTTACCTCTCC 
TCCTTAGCCCAATATGCTGTCTTG 

TCCAGGCCATTTTGCAGGGACTCTGA 
AGTGACCTTTAGTAGTAATAGTCT 
TGGCAGCCAGGAACTGAGTATGACA 
ATGTTGTACTAAAGAAAGGCCCAAA 

AGAGAGAGACATATCACGCTGCTGTC 
ATGATTTTGTGTCAAGATGATCCA 

CTTCTGGGGACCTTTCCTACCCCCAT 
CAGCATCAATAAAACCTCCTGTCT 

TAGATGATTTCTAGCAGGCAGGAAGT 

CCTGTGCGGTGTCACCATGAGCAC 

CCATGGTCTGGGGCTTGAGGAAGAT 

GAGTTTGTTGATTTAAATAAAGAAT 

AGGTCAAGGGCTTACTATTTCTGGGT 

CTTTTGCTACTAAGTTCACATTAG 

TTTCTGGGGACCTCTTGAATTACATG 

CTGTAACATATGAAGTGATGTGGT 

TGGCACAAAACCTCCTCCTCCCAGGC 

ACTCATTTATATTGCTCTGAAAGA 

TGAGGTCACTGCCACTTCTCACATGC 

TGCTTAAGGGAGCACAAATAAAGG 

CACGCTACCCCCTGCCTTGGGAGGT 

GTGTGGAATAAATTA I I I I IGTTAA 

AATGCAGAGAATGGAAAGTAGCGCAT 

CCCTGAGGCTGGACTCCAGATCTG 

GTGGCACACCACTCCTTCCAGCAGTA 

GTCGCTTTACTGTTACCTGTTTAG 

AGCAACAGTATTCTGCATGGTTCACT 
GCTTAAGAAAATGCCTTCTGGAAT 
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7258 db mining Hs.78605 BC006159 

7259 db mining Hs.78890 AF171938 

7260 db mining Hs.79150 NMJJ06430 

7261 db mining Hs.79259 NMJH6404 

7262 db mining Hs.79356 NMJKJ6762 

7263 db mining Hs.79572 NMJJD1909 4503142 

7264 db mining Hs.81337 NMJ109587 6806BB9 

7265 db mining Hs.62030 NM_004184 7710155 

7266 db mining Hs.82396 NM_016816 8051620 

7267 db mining Hs.82933 BC008739 14250568 

7268 db mining Hs.83753 NMJ)03091 4507124 

7269 db mining Hs.85838 NM_004207 4759111 



Table 8 

1 3544048 Homo sapiens, done tMAGE:3635549 . 
mRNA, partial cds /cds=(0,891) 

5852969 NUMB isoform 1 (NUMB) mRNA, 

complete cds /cds=(270,2225) 
5453604 chaperonin containing TCP1 , subunit 4 
(delta) (CCT4), mRNA/cds=(0,1619) 



7270 db mining Hs.306565 NMJ)13341 

7271 db mining Hs.89497 NMJ>05573 



7705476 hypothetical protein (HSPC152), 

mRNA/cds=(35,412) 
5803055 Lysosomal-associated mullispanning 
membrane protein-5 (LAPTM5), mRNA 
/cds=(75,863) 

cathepsin D (lysosomal aspartyl 
protease) (CTSD), mRNA 
/cds=(2,1240) 

lectin, galactoside-binding, soluble, 9 
(galectin 9) (LGALS9), transcript variant 
long, mRNA /cds=(56,1123) 
tryptophanyl-tRNA synthetase (WARS), 
mRNA/cds=(187,1602) 
2',5'-oligoadeny!ate synthetase 1.(40- 
46 kD) (OAS1), transcript variant E1 8, 
mRNA/cds=(33,1235) 
Homo sapiens, protein x 013, done 
MGC:3073 IMAG&3346340, mRNA, 
complete cds /cds=(10l ,325) 
small nucfear ribonucieoprotein 
polypeptides B and B1 (SNRPB), 
mRNA/cds=(0,695) 
solute carrier family 16 
(monocarboxylic acid transporters), 
member 3 (SLC16A3), mRNA 
/cds=(62,1459) 
9558756 clone HQ0688 /cds=UN KNOWN 

5031876 lamin B1 (LMNB1), mRNA 



7272 db mining Hs.89525 NMJJ04494 4758515 hepatoma-de rived growth factor (high- 

mobility group protein 1-like) (HDGF), 
mRNA/cds=(315,1037) 

7273 db mining Hs.92208 NM_003815 11497001 a disintegrin and metalloproteinase 

domain 15 (metargidin) (ADAM15), 
mRNA/cds=(7,245l) 

7274 db mining Hs.103527 NM_003975 4503632 SH2 domain protein 2A (SH2D2A), 

mRNA /cds=(86,1 255) 

7275 db mining Hs.104679 BF347362 11294957 Homo sapiens, clone MGC; 18216 

1MAGE:41 56235, mRNA, complete cds 
/Cds=(2205,2373) 

7276 db mining Hs.105749 AB011125 3043629 mRNA for KIAA0553 protein, partial 

cds /cds=(0,3289) 

7277 db mining Hs.105751 AL138761 8573811 DNA sequence from clone RP1 1- 

16H23 on chromosome 10. Contains 
the gene KIAA0204 (HSLK) for a 
protein kinase, the COL17A1 gene for. 
: collagen type XVII alpha 1 (BP18D), 

ESTs and GSSs /cds=(0,3557) 

7278 db mining Hs.324406 AK026741 10439662 ribosomal protein L41 (RPL41), mRNA 

/cds=(83,160) 

7279 db mining Hs.108371 NM 001950 12669914 E2F transcription factor 4, p107/p1 30- 

binding (E2F4), mRNA /cds=(62, 1 303) 

7280 db mining Hs. 109760 NMJJ02491 4505360 NADH dehydrogenase (ubiquinone) 1 

beta subcomplex, 3 (12kD, B12) 
(NDUFB3), mRNA /cds=(252,548) 

7281 db mining Hs.109857 AF151783 14248494 MEG3 (MEG3) mRNA, complete cds 

/cds=(52,2253) 

7282 db mining Hs.306417 NM 014714 7662193 cDNA FU10935 fls, clone 

OVARC1 000661 /cds*(250,936) 

7283 db mining Hs.114199 BG621594 13572965 602617003F1 cDNA, 5' end 

/clone=IMAGE:4730856 /clone_end=5* 

7284 db mining Hs.118786 BF131637 10970677 601820457F1 cDNA, 5' end 

/done=lMAGE:4052246 /clone_end=5' 

7285 db mining Hs.122559 NM_024872 13376307 hypothetical protein FU2 2570 

(FLJ22570), mRNA/cds=(0,1490) 

7286 db mining Hs.123373 AW963279 8153115 602853825F1 cDNA, 5» end 

/clo^e=IMAGE:4994982/c!one_e^d= : 5 , 
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AAACATGTCCCTGGAGAGTAGCCTGC 
TCCCACACTGTCACTGGATGTCAT 

CAGTTGCAGCCTCTTGACCTCGGATA 
ACAATAAGAGAGCTCATCTCATTT 
TGGGCTTGGTCTTCCAGTTGGCATTT 
GCCTGAAGTTGTATTGAAACAATT 

TTCTGCCGTGTGTATCCCCAACCCTT 
GACCCAATGACACCAAACACAGTG 
TGTGTGCGACAGGGAGGAAGTTTCA 
ATAAAGCAACAACAAGCTTCAAGGA 

CTCCCCTTGGGCGGCTGAGAGCCCC 
AGCTGACATGGAAATACAGTTGTTG 

CTCCACCACCTGACCAGAGTGTTCTC 
TTCAGAGGACTGGCTCCTTTCCCA 

CTCTGCCCTCCTGTCACCCAGTAGAG 
TAAATAAACTTCCTTGGCTCCTAA 
AAATTCCAGCCTTGACTTTCTTCTGT 
GCACCTGATGGGAGGGTAATGTCT 

CTGTAGGCCAGGGTGGAATGAAGTC 
AGCTCCTTTTTATAGTTGAAATACA 

TTGGCGGGCCATCCCAACAGGTGAT. 
GACCCCACAAGGAAGAGGTACTGTT 

GGAAGATGGAAATAAACCTGCGTGTG 
GGTGGAGTGTTCTCGTGCCGAATT 



AGTGAGGACAATGTGGCTTGCTCCTT 
TTTGAATCTACAGATAATGCATGT 
GAGGGTGGGGGAGGGAGGTGGAGG 
GAGGGAAGGGTTTCTCTATTAAAATG 

TGCTGACTGTAGCTTTGGAAGTTTAG 
CTCTGAGAACCGTAGATGATTTCA 

GATTGAGGAAGGTCCGCACAGCCTG 
TCTCTGCTCAGTTGCAATAAACGTG 

GATTCTTGTCTGGCTAATAAATCATCA 
CCAACTGCCTTCTCCTACAGGGA 
AGATTCTTAGGGCACGTTTGTTCCCC 
TTGGAGGGTTTTCCACACGGAGTC 

GCCATACTCTGGCTGCCTCTTTGCCT 
TCCTAG GGGCATTTTCTTTAACTT 
TGCCTCTTATCTACTTGAGAGCAACA 
TGTCTTTTCAATCATGGGATTGAC 



TGGACCTGTGACATTCTGGACTATTT 
CTGTGTTTATTTGTGGCCGAGTGT 
TGAAGGTGTCTGTGACCTCTTTGATG 
TGCCTGTTCTCAACCTCTGACTGA 

CCTGGAGTCCCTGAATAAAGATAAGA 
AGCATCACTGAAGATAATACCTGG 

TTGTCCCGAAGATTTGCGCCTTTAGT 

GCCTTTTGAGGGGTTCCCATCATC 

CTGCTAGGCTCTGCCCACCGGCCAC 

CAACACTCCTGTAATTCCAATAAAG 

TTAAAATACTGTCATTGGTTGGGAGG 

GGATTGCATTAAATGATTAGTCCA 

CTCACACACGCAGGCGACAGTCAGA 
ACAAACAGGAACAAAGCTACAACAC 

TGAATAGTGTGCAGACTCACAGATAA 
TAAAGCTCAGAGCAGCTCCCGGCA 
CCCAGTGCTTCACGAAGTTAAAGGAA 
AGATCTGCTGGTAGTGTTTAGTCT 
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7287 db mining 

7288 db mining 

7289 db mining 

7290 db mining 

7291 db mining 

7292 db mining 

7293 db mining 



7294 db mining 

7295 db mining 



7299 db mining 

7300 db mining 

7301 db mining 



7303 db mining 

7304 db mining 

7305 db mining 

7306 db mining 

7307 db mining 



7310 db mining 

7311 db mining 

7312 db mining 

7313 db mining 

7314 db mining 

7315 db mining 

7316 db mining 



Hs.125078 AF090094 
Hs. 130740 AK000315 
Hs. 132955 AL1 32655 



4053629 clone IMAGE 172979 

/cds=UNKNOWN 
7020316 cDNA FLJ20308 fis, clone HEP07264 

/cds={90,1226) 
61 37021 mRNA; cDNA DKFZp566E034 (from 
clone DKF2p566E034); complete cds 
/cds=UNKNOWN 

Hs.133230 BC000085 12652672 Homo sapiens, ribosomai protein S1 5, 

Clone MGC:2295 !MAGE:3507983, 
mRNA, complete cds /cds=(1 4,451) 



Hs. 142677 AK024108 10436406 
HS. 1461 70 NM_022842 12383093 
Hs.146550 Z82215 3135984 



Hs.149846 NM_002213 
Hs. 151738 NM 004994 



7296 db mining Hs.336451 NM_Q24519 



7297 db mining Hs.154276 NMJ301186 



7298 db mining Hs.155975, NMJ)05608 



Hs. 159410 NM_014484 
Hs.160999 AV648418 
Hs.164036 NMJ302076 



4504772 
4826835 

13375657 

4502352 

5032004 

7657338 
9869432 
4504060 



7302 db mining Hs.164478 NM_022461 11968002 



Hs.169615 NMJJ23Q80 

Hs.171811 AK023758 

Hs.171992 NMJW2B43 

Hs,173373 AB023148 

Hs.173638 NMJ)30756 



7308 db mining Hs.177534 NMJJ07207 

7309 db mining Hs.1 77592 NMJJ01003 



12751496 
10435787 
4506314 

4589505 
13540470 

13518225 
4506668 



cDNA FU14046 fis, clone 
HEMBA1 006461 /cds=UNKNOWN 
hypothetical protein FU22969 
(FLJ22969), mRNA /cds={274, 2223) 
DNA sequence from clone RP1-6802 
on chromosome 22 Contains the 5' end 
of the APOL2 gene for apolipoprotein L 
2, the APOL gene for apolipoprotein L, 
the MYH9 gene for nonmuscle type 
myosin heavy chain 9. ESTs, STSs and 
GSSs/cds=(0,5882) 

integrin, beta 5 (ITGB5), mRNA 
/cds=(29,2419) 

matrix metalloproteinase 9 (gelatinase 
B, 92kD gelatinase, 92kD type IV 
collagenase) (MMP9), mRNA 
/cds=(19,2142) 

Nucleoside diphosphate kinase type 6 
(inhibitor of p53-induced apoptosis- 
alpha) 

BTB and CNC homology 1, basic 
leucine zipper transcription factor 1 
(BACH1), mRNA /cds=(1 18,2328) 

protein tyrosine phosphatase, receptor 
type, C-assoctated protein (PTPRCAP), 
mRNA/cds=(63,683) 

molybdopterin synthase sulfurylase 
(MOCS3), mRNA /cds=(2, 1 384) 

AV648418cDNA,3'end 
/c!one=GLCBJC04 /clone_end=3" 

glucosamine (N-acetyl)-6-sulfatase 
(Sanniippo disease HID) (GNS), mRNA 
/cds=(87,1745) 

hypothetical protein FU21939 similar 
to 5-azacytidine induced gene 2 
(FLJ21939), mRNA /cds=(379, 1557) 
hypothetical protein FLJ20989 
(FLJ20989), mRNA/cds=(52,741) 
cDNA FLJ 13696 fis, clone 
PLACE2000140 /cds=UNKNOWN 
protein tyrosine phosphatase, receptor 
type, J (PTPRJ), mRNA 
/Cds=(349,4362) 

mRNA for KIAA0931 protein, partial 
cds fcds=<0,2204) 
transcription factor 7-like 2 (T-cell 
specific, HMG-box) (TCF7L2), mRNA 
/cds=(307,2097) 
dual specificity phosphatase 10 
(DUSP10), mRNA /cds=(142,1 590) 
602761 378F1 cDNA, 5' end 
/done=IMAGE:4896906 /clone end=5' 



Hs.179661 BC008791 14250651 



Hs.179986 NM_005803 

Hs.180859 NM_016139 

Hs.1 81301 AK024855 

Hs.1 31311 NMJJ04539 

Hs.181391 AL390158 

Hs.1 82281 NM_016407 



Homo sapiens, tubulin, beta 5, clone 
MGC:4029 IMAGE:3617988, mRNA, 
complete cds /cds=(1 705,3039) 
flotillin 1 (FLOT1), mRNA 
/cds=(164,1447) 
7705850 16.7Kd protein (LOC51 142), mRNA 

/cds=(81,536) 
10437263 cDNA; FLJ21202 Hs, clone COL00293 
/cds=UNKNOWN 

asparaginyl-tRNA synthetase (NARS), 
mRNA/cds=(73,1719) 
mRNA; cDNA DKFZp76lG2l13 (from 
clone DKFZp761G2113) /cds=(0,564) 
7705482 hypothetical protein (HSPC164), 
mRNA/cds=(70,990) 



6552331 



7262387 



9368848 
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1 CGAGCCGACCATGTCTTCATTTGCTT 
CCACAAGAACCGCGAGGACAGA GC 

1 TTTTCCCCCTTTAGTCTCCTGGCTTTT 
TCCTTTCCCTTCCCTTCTCCACT 

1 AACCCGTTGTGGAAATTATTGGAATT 
AACTGAGCCAAAGTGATTATGCAT 

1 GCCCCCGATCCTACACCCTGAGCCT 
CAGAGCACTGCTACTTTTTAAAATA 



AAGCGTCTCATGGAGTTCGGACTGGT 

TGGGGTGATAATATTTGTTTCTTT 

AAGCCAGGCTTTGGGATACAAGTTCT 

TTCCTCTTCATTTGATGCCGTGCA 

AGCTGTCACCACTACAGTAAGCTGGT 

TTACAGATGTTTTCCACTGAGCAT 



TGAAGGTACATCGTTTGCAAATGTGA 
GTTTCCTCTCCTGTCCGTGTTTGT 
G GATACAAACTG GTATTCTGTTCTG G 
AGGAAAGGGAGGAGTGGAGGTGGG 



CTGCCGCTGCCCAGCC ACATCCCTT 1 
GGTTTTGTATTTTATTTACAGAGTT 

TGCAGTAGACGATACAGGTTGCATGT 
GGACACTCAGTCACATTAACAACT 

CCCCAACCACAGGCATCAGGCAACC 
ATTTGAAATAAAACTCCTTCAGCCT 

GTACTGAGGTGACTGGTATAGTCTGA 

TGAGAAAGATGTGGATTGCCATAA 

CACTTGTTCAATCATGGAACTTTCTA 

GAACGCTGCCACTCTTCAAAGGCT 

TCATCACAGTGTGGTAAGGTTGCAAA 

TTCAAAACATGTCACCCAAGCTCT 

ACAACCTGATCATTGAAGCCAACTTT 
GTCCCAGCACATTCCTTAAGTCCT 

ACTTGATTAGGCTCCGGTTTTCCTTT 
GGCTTCTGCTTTTCAGTGAATGGC 
TTG CAG ACAAATTCCTCTG AGCTTAG 
CTAGGAGTTCATTATGCTTCCTGT 
ACAGTAG CTTAG C ATCAG AG GTTTG G 
TTCCTCAGTAACATTTCTGTTCTC 

ATGTGAGCCAGAGCATGTTGCAGCAA 
ATCTATTGTTTGTAAAAATAACAA 
TTTGTGCCATGTGGCTACATTAGTTG 
ATGTTTATCGAGTTCATTGGTCAA 

AGCCCAACCATTAAAAATTTAATACAA 
CTTGGTTTCTCCCCCTTTTTCCT 
GCAAAGAAAGAAGAATCCGAGGAGT 
CTGATGATGACATGGGCTTTGGTCT 

TTGAAAAGATGACATCGCCCCAAGAG 
CCAAAAATAAATGGGAATTGAAAA 

TTTTCCTGACCAAGACTGAGGGATGG 

GCTGGAGGTTTTCAACTTTGCTAC 

TCTGGGACTGGGCAAATGTTTGTGTG 

GCCTCCTTAAACTAGCTGTTATGT 

AACCTAAACGTATTTCACTAACTCTG 

GCTCCTTCTCCATAAAGCACATTT 

CCACCAAATGCATGTCATGTATTCTC ' 

AATAGGCTGTATTCCCAGCAGTCA 

TGTACAGGTAGCTAACTTTGTAAACG 

CTGTGTATTCCCTCTG CCCCCATG 

TCTCATCATTTCGAAGATAGCAGAGT 

CATAGTTGGGCACCCAGTGATTGG 
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7317 db mining Hs.183180 NM_016476 

7316 db mining Hs. 183593 NIW00B965 

7319 db mining Hs.184029 AL137509 

7320 db mining Hs.187652 AA833892 

7321 db mining Hs.188751 BG111638 

7322 db mining Hs.193392 U46120 

7323 db mining Hs.195453 NMJJ01030 



7324 db mining 

7325 db mining 

7326 db mining 

7327 db mining 



7331 db mining 

7332 db mining 

7333 db mining 

7334 db mining 

7335 db mining 



7338 db mining 

7339 db mining 

7340 db mining 

7341 db mining 

7342 db mining 

7343 db mining 

7344 db mining 

7345 db mining 

7346 db mining 

7347 db mining 



Hs. 19691 4 D86976 

Hs.1 98281 NMJJ02654 

Hs.200317 AB037825 

Hs.202613 BG284262 



Table 8 

1 332471 1 anaphase promoting complex subunit 

11 (yeast APC11 homolog) (ANAPC11), 

mRNA/cds={0,398) 
5902161 zinc finger protein 24 (KOX 17) 

(2NF24), mRNA/cds=(164,1270) 
68081 64 Homo sapiens, clone MGC:2764 

IMAG&2958229, mRNA, complete cds 

/cds=(70,1785) 
2907491 Od64g04.s1 cDNA 

/done=IMAGE:137275B 
12605142 602282682F1 cDNA, 5' end 

/ctone=!MAGE:4369892 /done_end=5' 

1 1 84779 expressed unknown mRNA 

/cds=UNKNOWN 
4506710 ribosoma! protein S27 

(metallopanstimulin 1) (RPS27), mRNA 

/cds=(35,289) 
1 504025 mRNA for KIAA0223 gene, partial cds 

/cds=(0,3498) 
4505838 pyruvate kinase, muscle (PKM2), 

mRNA/cds=(109,1704) 
72431 88 mRNA for KIAA1 404 protein, partial 

Cds/cds=(64,5841) 
1 3035032 602407238F1 cDNA, 5' end 

/clone=IMAGE:451 9449 /clone_end=5' 



7328 db mining Hs.210778 AL136679 12052881 

7329 db mining Hs.211594 NMJJ06503 5729990 

7330 db mining Hs.226307 NM_004900 4758159 



Hs.326048 NMJJ06319 5453905 

Hs.227835 NM_014972 14149656 

Hs.231967 NMJJ14423 7655878 

Hs.232400 NMJ331243 14043071 

Hs.236131 NM 022740 13430859 



7336 db mining Hs.343556 AF090896 

7337 db mining Hs.238936 BG538032 



6690168 
13530264 



mRNA; cDNA DKFZp564C1278 (from 
clone DKFZp564Cl278); complete cds 
/Cds=(104,1690) 

proteasome (prosome, macropain) 26S 
subunit, ATPase, 4 (PSMC4), mRNA 
/cds=(12,126S) 

phorboltn (similar to apolipoprotein B 
mRNA editing protein) (OJ742C19.2), 
mRNA/cdS=(79,651) 
cDNA FU14186 fis. clone 
NT2RP2005726 /cds=UNKNOWN 
KIAA1049 protein (KIAA1049), mRNA 
/cds=(96,2126) 

ALU fused gene from 5q31 (AF5Q31), 
mRNA/cds=<337,3828) 

heterogeneous nuclear 
ribonudeoproteinA2/B1 (HNRPA2B1), 
transcript variant B1, mRNA 
/cds=(1 69,1 230) 

homeodomain-interacting protein 
kinase 2 (HIPK2), mRNA 
/cds=(1 08,3704) 

done HQ0131 PRO0131 mRNA, 
partial cds fcds=(0,233) 

602563534F1 cDNA, 5' end 
/done=IMAGE:46881 93 /clone end=5 1 



Hs.241412 NM_030882 

Hs.241471 AL1 33642 

Hs.245188 NMJX)0362 

Hs.249170 NM_012476 

Hs.258551 NMJM2100 

Hs.259412 BG772376 

Hs.259577 AW665292 

Hs.259679 AW956608 

Hs.265827 NMJ322873 

Hs.265891 AK001503 



13562089 apolipoprotein L, 2 (APOL2), mRNA 

/cds=(477,1490) 
6599293 mRNA; cDNA DKFZp586G1721 (from 
clone DKFZp586G1721); partial cds 
/cds=(0,669) 
9257248 tissue inhibitor of metalloproteinase 3 
(Sorsby fundus dystrophy, 
pseudoinflammatory) (TIMP3), mRNA 
/cds=(1183,1818) 
71 1 0734 ventral anterior homeobox 2 (VAX2), 

mRNA/cds=(32,904) 
691224? aspartyl aminopeptidase (DNPEP), 

mRNA /cds=(1 51, 1578) 
14083029 602722490F1 cDNA, 5' end 

/c!one=IMAGE:4839143 /clone_end=5' 

7457838 hj02c1 1 cDNA, 3' end 

/c!one=IMAGE-.2980628/cione_end=3' 

8146291 EST368678 cDNA 

13259549 interferon, alpha-indudble protein 
(clone IFI-6-16) (G1P3), transcript 
variant 3, mRNA /cds=(1 07,523) 
7022798 CDNAFU10641 fis, Clone 

NT2RP2005748 /cdS=UNKNOWN 



PCT/US01/47856 



CAACAAGGTGGAAACAAGGGCTGGA 
GCTGCGTTTGTTTTG CCATCACTAT 

GAGCATTCCTCAGGGGAGGTCACCT 
GTGAGGTTCCCAGAACTGTAGTTTT 
TGCAGGTGTTGACAAGATCCGCCATC 
TGTAATGTCCTTGGCACAATAAAA 

AAGAGTCTGACTTCTCACTAGGAGCA 
TGTCTGTTGTACTTACTTCAAACA 
CAAACACCAAACCAAGATAACACCGG 
AACGATAAACAGCAGAAACAGAGA 

TGGGTTTGTCCAGTTCAGGCTAGATG 
TGCATCATGGCAGGAAGAAAGAAG 
AAGGATGTTCCTTCAGGAGGAAGCA 
GCACTAAAAGCACTCTGAGTCAAGA 

CGGAAGCCACCGTGTGGTTCTTTCAC 

AGGCACGTTTATTTTGCTGAAATA 

CCTCCACTCAGCTGTCCTGCAGCAAA 

CACTCCACCCTCCACCTTCCATTT 

TCCCTCCTTCCAGTGTTCCTTAGAAC 

AGACATTTAGGTATCTCAGGTCCT 

CAGCCGCAGCATCTAAACGAACAACA 

GAGGAGAACGACGAGGACAGAGTT 

TCACTGGATTTCTGTGTCTTCACTAG 
AACACCATTGTCATCTCATATTGA 

GCTTCTCTCGCACCCCCAGCACCTCT 
GTCCCAAAACCTCATTCCCTTTTT 

AGCTGCTCACAGACACCAGCAAAGC 
AATGTGCTCCTGATCAAGTAGATTT 

ATGCTCATGTGGTGTCCCCACCGCC 

CACTTGTTTGATGTCACTGACTGTC 

GCTGAGTGTGTCGCTCCCTGGTCCA 

CTGTTTCTCCTATAAATGTAAATGG 

TGCAGCACATTGATAAGATGGTTTCC 

GTGAGCTATGATAAGATTGAAATT 

ATAAATATGCAGTGATATGGCAGAAG 

ACACCAGAGCAGATGCAGAGAGCC 



TTGAACCGGGAAGTGGGAGGACGTA 
GAGCAGAGAAGAGAACATTTTTAAA 

TTTGCTCATTCTAAACTCAAGCTTTTA 
AGCCTCACAGAATTTACAGGGGT 
GCCATAGGCTTACATGGGGCATACTC 
GTTAC A C AGTCAG AATGTTTGAAA 

GGTCTCTCGCTCTGTCTTTCCAGCAT 
CCACTCTCCCTTGTCCTTCTGGGG 
TCAGCACCAAGTCATGTTTAAAAGAC - 
CAGAGAGACAAGCATTTTGCCAAG 

CGAACCCTGTCTAGAAGGAATGTATT 
TGTTGCTAAATTTCGTAGCACTGT 



CAAATGGCCTTGGTCCCGCAGCTTGT 

GTGCGTGAGTGCAGTGTGAGTGTG 

CTCTTGGAAAGACTTCTCTGCCATCC 

CTTTGCACCTGAGAGGGGAAGTTC 

GGCGCGGTGACCCACTTATGGGACT 

TGGCCTTTCTTTGTTGTTTGTTTAA 

ACCCAGTTCATGATTACTTCTACTCTT 
AACACTCAATCCCCCTAATTAAACC 

TTCGATAAACAGCGTTGACTTGCTTG 
TACCACTTAAGAGTTGTGAGTGCT 
TCCAGAACTTTGTCTATCACTCTCCC 
CAACAACCTAGATGTGAAAACAGA 

GGGATCTTTCAAATGGATAGTGAGTT 
GCCTTTTCCTATAGGTGACAATCA 
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Table 8 



7348 


db mining 


Hs.266456 


AW768693 


770071 5 


hk65e11.x1 cONA, 3' end 












/done=IMAGE:3001580 /done^end^ 1 


7349 


db mining 


Hs.267368 


NMJ)17842 


8923451 


hypothetical protein FLJ20489 












(FU20489), mRNA/ods=(482 1 1201) 


7350 


db mining 


Hs.267812 


NM_003794 


4507144 


sorting nexin 4 (SNX4), mRNA 










/cds=(0,1352) 


7351 


db mining 


Hs. 272027 


NMJ312177 


6912365 


F-box only protein 5 (FBX05), mRNA 












/cds=(61,1404) 


7352 


db mining 


Hs.272534 


AL080068 


5262475 


mRNA; cDNA DKFZp564J062 (from 










clone DKFZp564J062) 












/cds=UNKNOWN 


7353 


db mining 


Hs.273415 


NM_000034 


4557304 


aldolase A, fructose-bisphosphate 












(ALDOA), mRNA /cds=(1 67,1261) 


7354 


db mining 


Hs.273830 


AK022804 


10434416 


cDNA FU 12742 fis, done 










NT2RP2000644 /cds=UNKNOWN 


7355 


db mining 


Hs.274287 


AK001508 


7022805 


cDNA FIJI 0646 fis, done 










NT2RP2005773, highly similar to 












pyrroline 5-carboxylate reductase 












isoform mRNA /cds=UNKNOWN 


7356 


db mining 


Hs.275163 


NM_002512 


4505408 


non-metastatic cells 2, protein 












(NM23B) expressed in (NME2), nudear 












gene encoding mitochondrial protein, 












mRNA fcds=(72,530) 


7357 


db mining 


Hs.276818 


AI435118 


4300940 


th95eD9.x1 cDNA, 3' end 












/done=lMAGE:21 26440 /done_end=3' 


7358 


db mining . 


Hs.278582 


AF1 35794 


4574743 


AKT3 protein kinase mRNA, complete 












cds /cds=(0,1439) 


7359 


db mining 


Hs.279535 


AK027035 


10440049 


cDNA: FU23382 fis, done HEP 16349 










/cds=UNKNOWN 


7360 


db mining 


Hs.283007 


NM_006227 


5453913 


phospholipid transfer protein (PLTP), 












mRNA /cds=(87,1 568) 


7361 


db mining 1 


Hs.283565 


NM_005438 


4885242 


FOS-Jikeantigen-1 (FOSL1), mRNA 












/cds=(34,849) 


7362 


db mining 


Hs.284296 


AK026646 


10439543 


cDNA: FU22993 fis, done KAT11914 










/cds=UNKNOWN 


7363 


db mining 


Hs.284892 


AF246229 


10419514 


AF246229 cDNA /clone=RB82 


7364 


db mining 


Hs.284893 


AF246230 


10419515 


AF246230 cDNA /done=RB1S 


7365 


db mining 


HS.2B5280 


AK024885 


10437298 


cDNA: FU21232 fis, clone COL00752 










/cds=UNKNOWN 


7366 


db mining 


Hs.288038 


NMJJ06625 


12056474 


TLS-associated serine-arginine protein 












1 (TASR1), mRNA /cds={72,623) 


7367 


db mining 


Hs.288283 


AK026008 


10438707 


cDNA: FLJ22355 fis, Clone HRC06344 










/cds=UNKNOWN 


7368 


db mining 


HS.289043 


AL136719 


12052956 


mRNA; CDNA DKFZp566G0346 (from 












clone DKFZp556G0346); complete cds 












/cds=(278,790) 


7369 


db mining 


Hs.289087 


AK024468 


10440449 


mRNA for FLJ00061 protein, partial 












cds /cds=(0,522) 


7370 


db mining 


Hs.290494 


BF475245 


11544422 


EST 003 cDNA, 5' end /clone_end=5' 


7371 


db mining 


Hs.290874 


BE730505 


10144599 


601562627F1 cDNA, 5' end 










/done=IMAGE:3832302 /clone_end=5' 


7372 


db mining 


Hs.332403 


NMJ324113 


13129129 


hypothetical protein MGC4707 












(MGC4707), mRNA /cds=(72, 1067) 


7373 


db mining 


Hs.292998 


AW972292 


8162138 


EST384381 cDNA 


7374 


db mining 


Hs.293984 


NMJJ32323 


14150097 


hypothetical protein MGC13102 












(MGC13102), mRNA /cds=(1 61 ,1345) 


7375 


db mining 


Hs.295362 


AK027365 


14041993 


cDNA FU 14459 fis, clone 










HEMBB1 002409 /cds=UNKNOWN 


7376 


db mining 


Hs.297954 


BF836049 


12187621 


RC1-HT0975-161 100-01 1-g07 cDNA 


7377 


db mining 


Hs.299329 


AK000770 


7021066 


cDNA FLJ20763 fis, clone COL09911 










/cds=UNKNOWN 


7378 


db mining 


Hs.300631 


AK022958 


10434851 


cDNA FU 12896 fis, clone 










NT2RP2004194, weakly similar to 












Rattus norvegicus Golgi SNARE GS15 












mRNA /cds^UN KNOWN 


717Q 


db mining 


He "jnix^ T 




1 f D£D£ 


rvi-oiot n retain At-IMfl / mDMA, r^-,r4;-,l 

nove> proiem /\ruNfM\ rnrxrw, partial 












sequence /cds=(0,3835) 


7380 


db mining 


Hs.301612 


NMJD05253 


4885244 


FOS-like antigen 2 (FOSL2), mRNA 












fcds=(3,983) 


7381 


db mining 


Hs.301636 


NMJ300287 


4505728 


peroxisomal biogenesis factor 6 












(PEX6), mRNA/cds=(70,3012) 



AGAGCAAGCATTACAGAAMTAGGTC 
TGGAAGACAGGAAAAGGACAAAGA 

ATGTGTCCTGCCCCTCAGCTCTTTGC 

CTTATCTGTGTCACTGTCACTTTA 

TCCTGTGAATTGAATTTCTCTTCAATC 

AAAGTGCCCCAAACAGAAGCACA 

AGGTCCCCTGCCTGGTACAAAGAAAA 

GCAAAAAGAATTTACGAAGATTGT 

GCCAGAAGCATAATTTACCAGAGACG 

AGAACAGGGTGTGGGAGAGAGGAA 

TCTTTCTTCCCTCGTGACAGTGGTGT 

GTGGTGTCGTCTGTGAATGCTAAG 

CAGTCAAACATTTTACCTTGTGCCTT 

GGCTCACTCTGTGCCTTTTCTCCA 

ACAGGAAACGGGCTTTCTCTGAATTG 

GTAAATGGGAAAGAAGTGAGCAAC 



GTCCCTGGACACAGCTCTTCATTCCA 
TTGACTTAGAGGCAACAGGATTGA 



ACCCTCGCCACAAGATTCTGCAATCT 
CCTAAAGTACAGATGAGAAAGGAA 

TGCCAAGGGGTTAATGAAACAAATAG 

CTGTTGACGTTTGCTCATTTAAGA 

CAGTGGCACACCTTAACCAGTCACTA 

ATTTTCACTGTTGTGAAAGTGATT 

CCCAGTGCCACAGAGAAGACGGGAT 

TTGAAGCTGTACCCAATTTAATTCC 

TGAGCCCTACTCCCTGCAGATGCCAC 

CCTAGCCAATGTCTCCTCCCCTTC 

GCAGGGAGGGGAGGATAAGTGGGAT 

CTACCAATTGATTCTGGCAAAACAA 

GGCCACTACCTTTGTTGGAAACAMG 

CATAAGGGAGTGAAAGTGTCTAAA 

GCTGGCCCGATCTCTCCCCACAGTT 

GCAAGAAGCATTTTCAAAGAATAGT 

ATTGGGATGAAACTACTTTAGCAAAG 

TCCACAGATCAGAAACCAGACGGT 

AGGAGACTGGGTGCTATAATTAGATT 

ATTTTGAGGCAGACAGAGAGCTGT 

AGCCTGCAAGGTTAGGACTTGAAGA 
GGGAAGGTATTTAATAACTGGGCGA 
TTAGTGCAGTTGGAATGAATGTGTAT 
AGGTCAGAGGTCTTCGTGTTCACA 

TCACCTCTCAGTTGAAAGATTTCTTCT 
TTGAAAG GTC AAGACCGTG AACT 
AGTCTGGATGTAAGGCCTGCCTCAAA 
GAGACACTAATGGGAGGGAACAAA 

AAAGGAAGAAGCACGATGCAAACAG 
AAACAAGACGAGACAGAGTGAGCGA 

ACTGCTTCAAGTCTTGACCCCTTTGT 

GTCTAATAGCTAAACAAACATGTG 

AACAATAGGAATAAGGTTACTTCAGC 

CTTAAGGGGCTTATCATACTGCTG 

GACAGGGAAATCTGCCTACCAAGAG 

GGGTGTGTGTGTCTTTGTGCCCACA 

AACMGTCCATGACTCCCAAGGGTTT 

AAGGACCAATGGTTCAGTGAGACA 

ACACTCATACTCATATGTACGTGCTC 

AGTCGAACGGACTGCAGTCCGTTC 

TACTGCTATGGAATGAGACCACCACT 

TCTCCTGTTGTCCTTCCCAGCTTC 

TGCCAAGTGAGGACAAACTGCTAGG 

CTGTATCCCATAATTTCAGGATGAG 



AAACCGACCGCCTGTAGGCTCCTGG 

AACTATACAGATAGGTAMGAGTTC 

GACCAATCATCAGACTCCTTGAACTC 

CCCCACTCTGCTG GCTCTGTAACC 

AGAGATCCAGGTGCAAGTGGATTGA 

GAGAGCAGCAACAGCTCAAGAGATA 
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7382 


db mining 


Hs.337774 


NMJ304723 


7383 


db mining 


nS.oloobo 


BF4/0<£43 


7384 


db mining 


Hs.318569 


BF475244 


7385 


db mining 


Hs.321709 


NMJ302560 


7386 


db mining 


Hs.322478 


D38491 


7387 


db mining 


Hs.323114 


AK023846 


7388 


db mining 


Hs.323949 


NMJJ02231 


7389 


db mining 


Hs.324507 


NMJJ24524 


7390 


db mining 


Hs.326447 


BC004857 


7391 


db mining 


Hs.333558 


BG577468 


7392 


db mining 


Hs.334303 


BG642392 


7393 


db mining 


Hs.334804 


NMJ300558 


7394 


db mining 


Hs.334853 


NM_032241 


7395 


db mining 


HS.250655 


NJvM)32695 


7396 


db mining 


Hs.336689 


AA493477 


7397 


db mining 


Hs.1 80450 


BF791433 


7398 


Table 3A 


NA 


AA077131 


7399 


Table 3A 


NA 


AA501725 


7400 


Table 3A 


NA 


AA501934 


7401 


Table 3A 


NA 


AA579400 


7402 


Table 3A 


NA 


AF249845 


7403 


db mining 


Hs.277051 


AI630242 


7404 


db mining 


Hs.277052 


A1630342 


7405 


db mining 


NA 


AI732228 


7406 


Table 3A 


Hs.1 97803 


AW379049 


7407 


Table 3A 


Hs.232000 


AW3808B1 


7408 


Table 3A 


Hs.325568 


AW384988 


7409 


Table 3A 


NA 


AW836389 


7410 


Table 3A 


NA 


AW837717 


7411 


Table 3A 


NA 


AW837808 


7412 


Table 3A 


NA 


AW842489 


7413 


Table 3A 


NA 


AW846856 



Table 8 

4758671 rho/rac guanine nucleotide exchange 
factor (GEF) 2 (ARHGEF2), mRNA 
/cds=(112,29B8> 

1 1 544420 EST 001 cDNA, 5' end /clone__end=5' 

1 1 544421 EST 002 cDNA, 5' end /clone_end=5' 

4505548 purinergic receptor P2X, ligand-gated 
ion channel, 4 (P2RX4), mRNA 
/cds=(27J193) " 
559327 mRNA for KIAA0117 gene, partial cds 
/cds=(0,683) 

10435906 cDNAFU13784fis, Clone 

PLACE4000593 /cds=UNKNOWN 

13259537 kangai 1 (suppression of tumorigenicity 
6, prostate; CD82 antigen (R2 leukocyte 
antigen, antigen detected by 
monoclonal and antibody IA4)) (KAH), 
mRNA fcds=(181 ,984) 

13375667 hypothetical protein FLJ20986 

(FU20986), mRNA /cds=(1 82,2056) 

13436058 Homo sapiens, clone lMAGE:3690478, 
mRNA, partial cds /cds=(0,71) 

13592532 gu.seq cDNA 

13777102 gu.seq395250 cDNA 

6715603 hemoglobin, alpha 1 (HBA1), mRNA 

/cds=(37,465) 
14149953 hypothetical protein FU23544 

(FU23544), mRNA/cds=(125,517) 
14249283 Prothymosin, alpha (gene sequence 28) 

2223318 ESTS 

12096487 ribosomal protein S24 (RPS24), 
transcript variant 1, mRNA 
/cds=(37,429) 
1 836605 7B08E1 0 Chromosome 7 Fetal Brain 
cDNA Library cDNA clone 7B08E10, 
mRNA sequence 
2236692 ng18e12.s1 NCI_CGAP_Lip2 cDNA 

clone IMAGE:929806 similar to contains 
AIu repetitive element;, mRNA 

2236901 rth56al0.s1 NCl_CGAP_Pr3 cDNA 

done IMAGE:956346, mRNA sequence 

2357584 nf33d05.s1 NCI_CGAP_Prl cDNA 

clone IMAGE:915561 similar to contains 
AIu repetitive element;contains 

8099620 isolate Siddi 10 hypervariable region I, 

mitochondria! sequence 
4681572 ad07c09.y1 cDNA Vclone=ad07c09- 

(random) 

4681672 ad08gll.y1 cDNA /clone=ad08gl 1- 
(random) 

5053341 nf 1 9e05.x5 NCLCGAP__Pr1 cDNA 

clone IMAGE:914240 similar to contains 
AIu repetitive element;, mRNA s 

6883708 mRNA for KIAA0160 gene, partial cds 

/cds=(0,2413) 
6885540 U!-H-BIOp-abh-h-06-0-Ul.s1 cDNA, 3* 

end /c!one=lMAGE:2712035 

/cione_end=3 l 
6889647 602386081 F1 cDNA, 5' end 

/clone=IMAGE:4514972 /clone_end=5' 

7930363 PM0-LT003Q-101299-OO1-f08 LT0030 

cDNA, mRNA sequence 
7931 691 CM2-LT0042-281 299-062-e1 1 LT0042 

cDNA, mRNA sequence 
7931782 CM1-LT0042-100300-140-f05 LT0042 

cDNA, mRNA sequence 
7936472 PM4-CN 0032-05 020 0-0 02-d 1 

CN0032 cDNA, mRNA sequence 
7942373 QV3-CTD1 95-01 1099-001-C09 CT0195 

cDNA, mRNA sequence 

566 



ATGTCCCTTTCTCCTCTCCCCTCTTC 
CTCTTACTGCTGTTCTCCCTTTCT 

ACATCCATAGAACAATACATCAAAGT 

TGTTGAAGTGTTGCAGGGGAGGG C 

AGCACTTACTGTCAGGCATTCAGAAT 

GTGAGCAATGACAATAATTTACCT 

AATCTGATTGAGTCTCCACTCCACM 

GCACTCAGGGTTCCCCAGCAGCTC 

AACCCAAGAAAAGAGTTGCTCTTACT 

ATCTACTGCTGACTCTTGAACTTT 

TTCGTAGGTGGGCTTTTCCTATCAGA 

GCTTGGCTCATAACCAAATAAAGT 

AGGTGGGCTGGACTTCTACCTGCCC 

TCAAGGGTGTGTATATTGTATAGGG 



TGTGTCAGAATGGCACTAGTTCAGTT 
TATGTCCCTTCTGATATAGTAGCT 
CTATCAGCCCCAAGTGGAGCAGAAC 
AGAGGGATTTGGGAGGAATGTCCTC 

TGCTAAGGAGAGGGGCCATGAAGAG 

TTTTGTTGAGAACATCGTGTCTGAG 

AGTCAGAACTTCAAGTCCCCATTAAA 

GGGGCTGGAAAATACAAGTACAGT 

CTCCCCTTCCTGCACCCGTACCCCC 

GTGGTCTTTGAATAAAGTCTGAGTG 

CAGATGGTTGTGGGGTCAAGTACATC 

CCCAGTCGTGGCCCTTTGGACAAG 

TTTTGGCCTGTTTGATGTATGTGTGA 

AACAATGTTGTC C AACAATAAACA 

AGCCTAGGTGACAGAGCAAGACTCC 

ATTTCAAAAACAAAACAAAACAAAA 

ACACTGAGAATACACGACATACACGC 

ACGCACAAGACAACAACAGACAGC 

CAGCCACCTCCTCAGGTCAGACAAG 
CCCAGCACCCAAATACCACTATCTG - 

GGCTTCCCTATTACCTCCCAGCGAAA 
TTCGTAGTCTTTCTCTATGGAGTT 



TGCTGATGTGTTAGGTAGTTGTGGCA 
CACTCACCTGTCTTTCCTAAATGC 

TTCATGCTCAGCAAAACAACGTTTTA 
GGATGGTGAGAGAAGACAAAGTAA 



TATTAACCACTCACGGGAGCTCTCCA 

TGCATTTGGTATTTTCGTCTGGGG 

TTACCTGCTTTGCATGCTCTCCATCG 

TCAAAGTCTTCTGGAAACTTAGGC 

CCCCACCCCMCACATACAAACGTTT 

CCCACCAATCCTTGAACTGCAAAA 

TTCAAGGTCCCAATACCCAACTAACT 

CGAAGGAAGAAATGGAAATCTATT 



TGCACAGAACTC7TACTTACATGTCT 
CATCGAAACTCCAGAACACCGTCG 
TGCATGTATCCCGGTAATTCAAATCC 
AATTTCACAGCCACTGCTGAATAT 

TACAGGAAAATGAAACTAGACGGGTG 
GGGGACACTAGAATGAAAACCAGT 

AGTTTCTGCTTTCAGTGACTGAGGCT 

TTGCTTTAACCTGGTGACTCCCAA 

TCCCACTTCAAGTTMGCACCAAAGC 

AATCACTAATTCTGGAGCACAGGA 

CATGGATGGGGGCAGTGGTGTTTCT 

AGTGTGTGAGGAAGCAGAGCAGATG 

TCACCACAGATGGGAAGATCGTTTCC 

TGAAAACAGTCTATAAATCACAGA 

CAGACGCTCCAGTGCTGCCGAGGTT 

AGTGTGTTTATTAGACCTGAAATGA 
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7414 


Table 3A 


NA 


AW856490 


7415 


Table 3A 


NA 


AW891344 


7 Ala 


I aoie ja 


MA 

IMA 


DC061115 


7417 


Table 3A 


NA 


BE086076 


7418 


Table 3A 


NA 


BE091932 


7419 


Table 3A 


Hs. 173334 


BE160822 


7420 


Table 3A 


NA 


BE163106 


7 A H 

/421 


Table 3 A 


HS.301497 


Bb 168334 


7422 


Table 3A 


HS.172780 


BE176373 


7423 


Table 3A 


NA 


BE177661 


7424 


Table 3A 


NA 


BE178880 


7425 


Table 3A 


NA 


BE247056 


7426 


Table 3A 


Hs. 11050 


BE763412 


7427 


Table 3A 


NA 


BF330908 


7428 


Table 3A 


NA 


BF357523 


7429 


Table 3A 


NA 


BF364413 


7430 


Table 3A 


NA 


BF373638 


7431 


Table 3A 


NA 


BF740663 


7432 


Table 3A 


NA 


BF749089 


7433 


Table 3A 


NA 


BF758480 


7434 


Table 3A 


NA 


BF773126 


7435 


Table 3A 


NA 


BF773393 


7436 


Table 3A 


NA 


BF805164 


7437 


Table 3A 


NA 


BF81S594 


7438 


Table 3A 


NA 


BF827734 


7439 


Table 3A 


NA 


BF845167 


7440 


Table 3A 


NA 


BF869167 


7441 


Table 3A 


NA 


BF875575 


7442 


Table 3A 


NA 


BF877979 


7443 


Table 3A 


NA 


BF897042 


7444 


Table 3A 


NA 


BF898285 


7445 


Table 3A 


NA 


BF899464 


7446 


Table 3A 


Hs.324473 


BF904425 


7AA7 


i aoie om 


MA 

NA 


BF906114 


7448 


Table 3A 


Hs. 104679 


BF926187 


7449 


Table 3A 


Hs.75703 


BF928644 



Table 8 

7952183 PM4-CT0290-271099-001-C04 CT0290 

cDNA, mRNA sequence 
8055549 PM2-NT0079-030500-001 -304 NT0079 

cDNA, mRNA sequence 
8405765 QVO-BT004 1-011 199-039-f09 BT0041 

cDNA, mRNA sequence 
8476469 PM2-BT0672-130400-006-h09 BT0672 

cDNA, mRNA sequence 
8482384 IL2-BT0733-1 30400-068-C1 1 BT0733 

cDNA, mRNA sequence 

8623543 ELL-RELATED RNA POLYMERASE II, 
ELONGATION FACTOR (ELL2), 
mRNA /Cds=(0,1 922) 

8625827 QV3-HT0457-060400-146-h10 HT0457 
cDNA, mRNA sequence 

8631159 arginine-tRNA-protein transferase 1-1 p 
(ATE1) mRNA, alternatively spliced 
product, partial cds /cds=(0,l544) 

8639102 60234301 6F1 cDNA, 5' end 

/clone=IMAGE:4453466 /clonej2nd=5 t 

865681 3 RC1 -HT0598-020300-01 1-h02 HT0598 

cDNA, mRNA sequence 
8658032 PMl-HT0609-060300-001-g03 HT0609 

cDNA, mRNA sequence 
9098807 TCBAP1 DQ404 Pediatric pre-B cell 

acute lymphoblastic leukemia Baylor- 

HGSC pro]ect=TCBA cDNA clone T 
1 01 93336 mRNA; cDNA DKFZp434C01 1 8 (from 

clone DKFZp434C0118); partial cds 

/cds=(0 t l644) 
11301656 RC3-BT0333-310300-115-f11 BT0333 

cDNA, mRNA sequence 
11316597 CM2-HT0945-150900-379-g06 HT0945 

cDNA, mRNA sequence 
1 1 326438 RC6-NN1 068-070600-01 1 -B01 

NN10B8 cDNA, mRNA sequence 
1 1335663 MRO-FT0176-040900-202-g09 FT0176 

cDNA, mRNA sequence 
12067339 QV1-HB0031-071200-562-h04 HB0031 

cDNA, mRNA sequence 
12075765 MR2-BN0386-051000-014-b04 

BN0336 cDNA, mRNA sequence 
12106380 MR4-CT0539-141100-003-d05 CT0539 

cDNA, mRNA sequence 
12121026 CM3-IT0048-151200-568-f08 IT0048 

cDNA, mRNA sequence 
1 21 21 293 CM2-IT0039-1 91 200-638-h02 1T0039 

cDNA, mRNA sequence 
12134153 QV1-CI0173-051100-456-f03 CI0173 

cDNA, mRNA sequence 

1 21 56027 MR3-CI01 84-201 200-009-a04 CI01 84 

cDNA, mRNA sequence 
12171909 RC6-HN0025-041200-022-F08 

HNQ025 cDNA, mRNA sequence 
12201450 RC5-HT1035-271200-012-F08 HT1035 

cDNA, mRNA sequence 
12259297 IL5-ET011 9-181 000-181-b11 ET0119 

cDNA, mRNA sequence 
12265705 QV3-ET0100-111100-391-C02 ET0100 

cDNA, mRNA sequence 
12268109 MRO-ET0109-171100-001-b02ET0109 

cDNA, mRNA sequence 
12288501 1L2-MT0179-271100-254-C11 MT0179 

cDNA, mRNA sequence 
12289744 QV1-MT0229-281100-508-e11 

MT0229 cDNA, mRNA sequence 
12290923 IL5-MT021 1-011 200-31 7-f03 MT0211 

cDNAt mRNA sequence 
1 2295884 40 kDa protein kinase related to rat 

ERK2/ods=(134,1180) 
1 2297573 IL3-MT0267-281 200-425-A05 MT0267 

cDNA, mRNA sequence 
12323197 Homo sapiens, clone MGC:18216 

IMAGE:4156235, mRNA, complete cds 

/cds=(2206,2373) 
1 2326772 small inducible cytokine A4 

(homologous to mouse Mip-1b) 

(SCYA4), mRNA /cds=( 108,386) 
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1 CCCTTTAGGCCTCTTGCCCGAACAGT 

GAACACTAATAGATATCCTAAGCT 
1 ATGGGGATCATGTTTTA I II I ICTCTA 

TATAATGGGCCAGTGTGTTCCCA 
1 AG CTGTAGACCATAAGCCACCTTCAG 

GTAGTGGTTTGG GAAATCAAGCAA 
1 TGTACTTATGCTTGTCTTCTCTACCTG 

CCCCCAGTCTTGAAGTGGTGGAA 
1 GGAGGGTGTGGGAAGCAAGAGAAGA 

ACATTCTGTTAGGGGCAGAGAAGAA 

1 GCATCTCCAGCTTTCATAGTTACCCA 
ACTTGTAAACCAGAAGATGTGCTG 

1 GGCCAGTGCCAGACGGTAGCTAGTT 
GGATGCTAAAGGTAGAAT7TAGATA 

1 GGCATTGTAGGTTGACACCAGCAAAG 
ACTCAGAGTGACTTGAGCATTGGA 



1 AGCCCATTTGGATATGGCCCATCTTT 
ACCTAATGGCTACTATAGTGAGGT 

1 AATCACAGCAGTAACTCCCAGTAGGA 
AAG ATTCTC AAAG G AATAGTTCTT 

1 AATG GTCAGGCACAGGTAGAATCAAA 
GTCCTGTATGTATGTTCACACAGA 

1 TACCTGAAGGTGTAGAGAGTGCCCG 
CATCCAGCAAGGCCAACAGCTCCAC 

1 CTGTGrmTCCCAAAGCAACAATTTC 
AAACAAAGTGAGAGCCACTGACA 

1 GACTCCGAGCTCAAGTCAGTCTGTAC 

CCCCAACCCCTAACCCACTGCATC 
1 TGTAACTGACTTTATGTATCACTCAAG 

TCTTGCCTTTACTGAGTGCCTGA 
1 TCTCTCTAACCAAAACTGTAATCTTCA 

GGACCAGCAAACTCAGCCCAAGG 
1 AACTCTTGGTTAAATGGGTTAATAGA 

GGATTGGAACACTTTGTTTGCTGT 
1 AGAAGCAAACCTGTGAAGCTACTATC 

GTTTATCATCAGTGTGAATGCACT 
1 GGACTAACTTCCACCTCCTCTGCTAC 

TTCCAGCTGCTTCTAATCACACTT 
1 AGTCTTCCACCCAGCATAGGTATCAC 

ACAACCAGCTCTGTTTTACTCCTG 
1 TTAGCTGGTACATTGTTCAGAGTTTA 

CTGGGAGCCGGTAAGATAGTCACC 
1 AGCGTGATGCTTCCTCATGTCGGTGA 

TTTTCTGTTGAGACATCTTCAAGC 
1 ACAAAAGTATGGAATTCAATTCTTTTT 

ATATGCTGCAGCCATGTTCCTGCCCT 

AGA 

1 TGTAATTGATTTCCGCATAAACGGTC 

ATTACTGGCACCTATGGCAGCACC 
1 GTGATCCACTTGGAGCTGCTACTGGT 

CCCATTGAGTCCTATAGTACTTCA 
1 TGCCATGAAATCTCTATTAATTCTCAG 

AAAGATCAAAGGAGGTCCCGTGT 
1 CCCACCTGGCAAATCCTCAAGTGTGA 

CCCTAGTCATCTTTCTCCTTTTGG 
1 GCTAAACAGAAAAGAACCTGAAGTAC 

AGTTCCCGTCTTCAAAGAAGATGC 
1 ATCCTCCTCCCCTGGGATGGCATAGA 

AGAGACTTTAAAACCAAATGAGCC 
1 GTCAGTAAGCTCTGCCTGCCAAGAAG 

ACACAGTGAGAGGTGTCCACAGTC 
1 GTTTCCACTTAGTTACTTCTTCCTACC 

TGCTGTGAAGCTCTGCACCCTGC 
1 AGAGTAATCCACATCCCAGGGACAGT 

CACAATGACCTACGGCTTTAGCTG 
1 GCAGGGCTACACCAAGTCCATTGATA 

TTTGGTCTGTAGGCTGCATTCTGG 
1 TCTTCTCTAAAATGCCCTCCTCTCCTT 

CCTTTTTCCAGACCTGGTTTAAA 
1 TCGCCATTT GGTAG TTCCACAGTGAC 

TGCTCTTCTATTTTACGAAGCCAC 

1 GTAGATTACTATGAGACCAGCAGCCT 
CTGCTCCCAGCCAGCTGTGGTGTG 



567 



WO 02/057414 

Table 8 



7450 


Table 3A 


NA 


BG006820 


1245UJBD 


Dpi nMrtn7 '57't , inrt nil AfW 
ft U4-ts In f -d. f 11 U U-U 1 1 -Q uo 












V?N0t2.f CUNA, mKNA sequence 


7451 


Table 3A 


NA 


F11941 


( Ub«db(J 












_nMA ^HMA r-\f\ria r> I'iFn^ rriRMA 
CUIMM CUINM ClOFlc C-OOIUO, llliM>iM 












sequence 


7452 


Table 3A 


NA 


1 ft A nrsnfl 

U46388 


12369D4 


noU4booo Human pancreauc cancer 










nail linp Pahi flqaat cDNA clone XS425 












rnDMA com lonro 

mnNM sequence 


7453 


Table 3A 


NA 


l i7conc 




uci 17RQnH Human rFlNA flnnp f4R 












mrcoiH sequence 


7454 


Table 3A 


NA 


W2765o 


1 JU/boa 


ooi iu numan reuna cl/jm/-\ idiiuunuy 










pnmeu suuiiDrary cuina\, iur\.i\/A 












sequence 


7455 


literature 


NA 


X17403 


59591 


Human cytomegalovirus strain AD169 












complete genome 


7456 


literature 


NA 


X 17404 


oyoy i 


numan cyiumsyaiuvjiua auaui r\u ma 












complete genome 


7457 


literature 


Hs.2799 


X17405 


59591 


Cartilage linking protein 1 


7458 


literature 


Hs.2159 


X17406 


59591 


mRNA for cartilage specific 












proteoglycan 


7459 


literature 


NA 


X17407 


59591 


Human cytomegalovirus strain AD1 69 












complete genome 


7460 


literature 


NA 


X17408 


59591 


Human cytomegalovirus strain AD169 












complete genome 


7461 


literature 


NA 


X17409 


59591 


Human cytomegalovirus strain AD169 












complete genome 


7462 


literature 


NA 


X17410 


59591 


Human cytomegalovirus strain AD169 












complete genome 


7463 


literature 


NA 


X17411 


59591 


numan cytomegalovirus oiraiii nu ids 












complete genome 


7464 


literature 


NA 


X17412 




numan cyiomeyaioviruo t>uaui r\u id*? 












complete genome 


7465 


literature 


NA 


X17413 


59591 


numan cytomegalovirus sirain Auioy 












complete genome 


7466 


literature 


NA 


X1 7414 


OS 091 


Unmnn f \ rfr>mn/1 -ti lfM/?n ic drain AIHRQ 

numan cyiomegaiovirus suam nu idj? 












complete genome 


7467 


literature 


NA 


X17415 


59591 


Human cytomegalovirus strain AD169 












complete genome 


7468 


literature 


NA 


X17416 


59591 


Human cytomegalovirus strain AD169 












complete genome 


7469 


literature 


NA 


J01917 


209811 


Adenovirus type 2, complete genome 


7470 


literature 


NA 


J01918 


209811 


Adenovirus type 2, complete genome 


7471 


literature 


NA 


J01919 


209811 


Adenovirus type 2, complete genome 


7472 


literature 


NA- 


J01920 


209811 


Adenovirus type 2, complete genome 


7473 


literature 


Hs.250596 


J01921 


209811 


xy45fl0.x1 cDNA, 3* end 












/clone=IMAGE:2856139 /ctone_end=3' 


7474 


literature 


NA 


J01922 


209811 


Adenovirus type 2, complete genome 


7475 


literature 


NA 


J01 923 


20981 1 


Adenovirus type 2, complete genome 


7476 


literature 


NA 


J01924 


209811 


Adenovirus type 2, complete genome 


7477 


Table 3A 


NA 


AA077131 


1836605 


7B08E10 Chromosome 7 Fetal Brain 












cDNA Library cDNA clone 7B08E1 0, 












mRNA sequence 


7478 


Table 3A 


MA 

NA 


A Acrj179S 
MMOUl l 
















clone IMAGE:929806 similar to contain 












Alu repetitive element;, mRNA 


7479 


Table 3A 


NA 


AA501934 


2236901 


nh56a!0.s1 NCLCGAP_Pr8 cDNA 












clone IMAGE:956346, mRNA sequence 



7480 Table 3A NA AA579400 2357584 nf33d05.s1 NCLCGAP_Pii cDNA 

clone IMAGE:915561 similar to contains 
Alu repetitive element;contains 

7481 Table 3A NA AF249845 8099620 isolate Siddi 10 hypervariable region I, 

mitochondrial sequence 

7482 db mining Hs.277051 A1630242 4681572 ad07cO9.y1 cDNA /clone=ad07c09- 

(random) 

7483 db mining Hs.277052 AI630342 4681672 ad08g11.y1 cDNA/clone=ad08g11- 

(random) 
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TTTCCTTTTCGCTGACTTTCTCACTCA 
CTGTCTGTCTCTCATTTTCTCCA 
TGGTAAGTTTCTGGCAGTGTGGAGAC 
AGGGGAATAATCTCAACAGTAGGT 

CCATGGTGGTGCTTGACTTTGCTTTG 
GGGCTTAATCCTAGTATCATTTGG 

TC AGTG GGTGTTGGTTGTCCATTAGT 
TGAGACTTAGTTGTTGCTCTGGGA 
GGCTGGACAGCAGATGATTCAAATCT 
CAATACTACATGCCCATTCTGTGG 

AATAATAG ATTAGCAGAAG GAATAAT 

CCGTGCGACCGAGCTTGTGCTTCT 

TTTTGCGAACTTTTAGGAACCAGCAA 

GTCAACAAAAGACTAACAAAGAAA 

GAGATCGACATCGTCATCGACCGAC 

CTCCGCAGCAACCCCTACCCAATCC 

ACATTCAAAAGTTTGAGCGTCTTCAT 

GTACGCCGTTTTCGGCCTCACGAG 

CCAACGACACATCCACAAAAATCCCC 

CATCGACTCTCACAATCGCATCAT 

CTTTGAGCAGGTTCTCAAGGCTGTAA 

CTAACGTGCTGTCGCCCGTCTTTC 

GATGTCCGTCTACGCGCTATCGGCC 

ATCATCGGCATCTATCTGCTCTACC 

TCTTCTGGGACGCCAACGACATCTAC 

CGCATCTTCGCCGAATTGGAAGGC 

ACGAACAGAAATCTCAAAAGACGCTG 

ACCCGATAAGTACCGTCACGGAGA 

AGAGAACAACAAAACCACCACGACGA 

TGAAACAAAACGCTCAACCAAACA 

CTGCATCGTCGTCGTCCTCCTCCTCT 

CGGAGATCGCGACGGAGAAACAAC 

CTGAGCCTGGCCATCGAGGCAGCCA 

TCCAGGACCTGAGGAACAAGTCTCA 

CCTCTGGAGGCAAGAGCACCCACCC 

TATGGTGACTAGAAGCAAGGCTGAC 

TTCGTGGGCACCAAGTTTCGCAAGAA 

CTACACTGTCTGCTGGCCGAGTTT 

CTGTGGAATGTATCGAGGACTTGCTT 

AACGAGTCTGGGCAACCTTTGGAC 

GCTGGCCTGCACCCGCGCTGAGTTT 

GGCTCTAGCGATGAAGATACAGATT 

GGGGCGGTTAGGCTGTCCTCCTTCT 

CGACTGACTCCATGATCTTTTTCTG 

TGTTTGCCTTATTATTATGTGGCTTAT 

TTGTTGCCTAAAGCGCAGACGCG 

ACGGTGATCAATATAAGCTATGTGGT 

GGTGGGGCTATACTACTGAATGAA 

TTTCTGCCCTGAAGGCTTCCTCCCCT 

CCCAATGCGGTTTAAAACATAAAT 

GGCTTATGCCCATGTATCTGAACATC 

CAGAGTCACCTTTACCACGTCCTG 

CTACTGCCGTACAGCGAAAGCCGCC 

CCAACCCG CGAAACGAGGAGATATG 

CAGATAGTGGTATTTGGGTGCTGGG 

CTTGTCTGACCTGAGGAGGTGGCTG 

AACTCCATAGAGAAAGACTACGAATT 
TCGCTGGGAGGTAATAGGGAAGCC 



GCATTTAGGAAAGACAGGTGAGTGTG 
CCACAACTACCTAACACATCAGCA 

TTACTTTGTCTTCTCTCACCATCCTAA 
AACGTTGTTTTGCTGAGCATGAA 



CCCCAGACGAAAATACCAAATGCATG 

GAGAGCTCCCGTGAGTGGTTAATA 

GCCTAAGTTTCCAGAAGACTTTGACG 

ATGGAGAGCATGCAAAGCAGGTAA 

TTTTGCAGTTCAAGGATTGGTGGGAA 

ACGTTTGTATGTGTTGGGGTGGGG 



568 



WO 02/057414 



PCT/US01/47856 



7484 


db mining 


NA 


AI732228 


7485 


Table 3A 


Hs.197803 


AW379049 


7486 


Table 3A 


Hs.232000 


AW380B81 


7487 


Table 3A 


Hs.325568 


AW384988 


7488 


Table 3A 


NA 


AW836389 


7489 


Table 3A 


NA 


AW837717 


7490 


Table 3A 


NA 


AW83780B 


7491 


Table 3A 


NA 


AW842489 


7492 


Table 3A 


NA 


AW846856 


7493 


Table 3A 


NA 


AW856490 


7494 


Table 3A 


NA 


AW891344 


7495 


Table 3A 


NA 


BE061115 


/496 


i awe 3A 


MA 

NA 


DCnC}CA7R 

BhUooO/O 


7497 


Table 3A 


NA 


BE091932 


7498 


Table 3A 


Hs.173334 


BE1 60822 


7499 


Table 3A 


NA 


BE163106 


7500 


Table 3A 


HS.3Q1497 


Bel 68334 


7501 


Table 3A 


Hs.172780 


BE176373 


7502 


Table 3A 


NA 


BE1 /7661 


7503 


Table 3A 


NA 


BE1 78880 


7504 


Table 3A 


Hs.86543 


BE247056 


7505 


Table 3A 


Hs.11050 


BE763412 


7506 


Table 3A 


NA 


BF330908 


7507 


Table 3A 


NA 


BF357523 


7508 


Table 3A 


NA 


BF364413 


7509 


Table 3A 


NA 


BF373638 


7510 


Table 3A 


NA 


BF740663 


7511 


Table 3A 


NA 


BF749089 


7512 


Table 3A 


NA 


BF758480 


7513 


Table 3A 


MA 

NA 


DIT7 70-t Oft 

art /oIZo 


7514 


Table 3A 


NA 


BF773393 


7515 


Table 3A 


NA 


BF805164 


7516 


Table 3A 


NA 


BF818594 


7517 


Table 3A 


NA 


BF827734 


7518 


Table 3A 


NA 


BF845167 



Table 8 

5053341 nf1 9e05.x5 NCI_CGAP_Pr1 cDNA 

done IMAGE:914240 similar to contains 
Alu repetitive element;, mRNA s 

6883708 mRNA for KIAA0160 gene, partial cds 

/Cds=(0,2413) 
6885540 UI-H-BIOp-abh-h-06-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:2712035 

/clone^end^S' 
6889647 602386081F1 cDNA, 5' end 

/clone=IMAGE:4514972 7c!one_end=5' 

7930353 PMO-LT0030-1 01 299-001 -f06 LT0030 

cDNA, mRNA sequence 
7931691 CM2-LT0042-281299-062-e11 LT0042 

cDNA, mRNA sequence 
7931782 CMl-LT0042-100300-140-f05 LT0042 

cDNA, mRNA sequence 
7936472 PM4-CN0032-050200-002-C1 1 

CN0O32 cDNA, mRNA sequence 
7942373 QV3-CT01 95-01 1 099-001 -c09 CT01 95 

cDNA, mRNA sequence 
7952183 PM4-CT0290-271 099-001 -c04 CT0290 

cDNA, mRNA sequence 
8055549 PM2-NT0079-030500-001-a04 NT0079 

cDNA, mRNA sequence 
8405765 QVO-BT0041-01 1 1 99-039-fQ9 BT0041 

cDNA, mRNA sequence 
8476469 PM2-BT0672-130400-006-hQ9 BT0672 

cDNA, mRNA sequence 
8482384 I L2-BT0733- 130400-06 8- C11 BT0733 

cDNA, mRNA sequence 
8623543 ELL-RELATED RNA POLYMERASE II, 

ELONGATION FACTOR (ELL2), 

mRNA/cds=(0,1922) 
8625827 QV3-HT0457-060400-1 46-h1 0 HT0457 

cDNA, mRNA sequence 
8631 1 59 arginine-tRNA-protein transferase 1 -1 p 

(ATE1) mRNA, alternatively spliced 

product, partial cds /cds={0,1544) 

8639102 602343016F1 cDNA, 5' end 

/clone=IMAGE:4453466 /clone_end=5* 

8656813 RC1-HT0598-020300-011-h02 HT0598 

cDNA, mRNA sequence 
8658032 PM1-HT0609-060300-001-g03 HT0609 

cDNA, mRNA sequence 
9098807 602495247F1 cDNA, 5' end 

/clone=lMAGE:4609330/clone_end=5' 

1 01 93336 mRNA; cDNA DKFZp434C01 1 8 (from 

clone DKFZD434C0118); partial cds 

/cds=(0,1644) 
11301656 RC3-BT0333-31 0800-1 15-fH BT0333 

cDNA, mRNA sequence 
1 131 6597 CM2-HT0945-1 50900-379-g06 HT0945 

cDNA, mRNA sequence 
1 1 326438 RC6-NN1 068-070600-01 1 -B01 

NN1068 cDNA, mRNA sequence 
11335663 MRO-FT0176-040900-202-g09 FT0176 

cDNA, mRNA sequence 
12067339 QV1-HB0031-071200-562-h04 HB0031 

cDNA, mRNA sequence 
12075765 MR2-BN0385-051000-014-C-04 

BN0386 cDNA, mRNA sequence 
12106380 MR4-CT0539-14l1OO-003-d05 CT0539 

cDNA, mRNA sequence 
12121025 CM3-IT0048-151200-568-f08 IT0048 

cDNA, mRNA sequence 
12121293 CM2-IT0039-191200-638-h02 IT0039 

cDNA, mRNA sequence 
12134153 QV1-Cl0173-061100-456-f03Cl0173 

cDNA, mRNA sequence 

12156027 MR3-CI0184-201200-009-a04 CI0184 

cDNA, mRNA sequence 
1 21 71 909 RC6-HN0025-041 2OO-O22-F08 

HN0025 cDNA, mRNA sequence 
12201450 RC5-HT1035-271200-012-F08 HT1035 

cDNA mRNA sequence 



-1 AATAGATTTCCATTTCTTCCTTCGAGT 
TAGTTGGGTATTGGGACCTTGAA 



-1 CGACGGTGTTCTGGAGTTTCGATGAG 
ACATGTAAGTAAGAGTTCTGTGCA 

-1 ATATTCAGCAGTGGCTGTGAAATTGG 
ATTTGAATTACCGGGATACATGCA 

-1 ACTGGTTTTCATTCTAGTGTCCCCCA 
CCCGTCTAGTTTCATTTTCCTGTA 

-1 TTGGGAGTCACCAGGTTAAAGCAAAG 

CCTCAGTCACTGAAAGCAGAAACT 
-1 TCCTGTGCTCCAGAATTAGTGATTGC 

TTTGGTGCTTAACTTGAAGTGGGA 
-1 CATCTGCTCTGCTTCCTCACACACTA 

GAAACACCACTGCCCCCATCCATG 
-1 TCTGTGATTTATAGACTGTTTTCAGGA 

AACGATCTTCCCATCTGTGGTGA 
-1 TCATTTCAGGTCTAATAAACACACTAA 

CCTCGGCAGCACTGGAGCGTCTG 
-1 AGCTTAGGATATCTATTAGTGTTCACT 

GTTCGGGCAAGAGGCCTAAAGGG 
-1 TGGGAACACACTGGCCCATTATATAG 

AGAAAAATAAAACATGATCCCCAT 
-1 TTGCTTGATTTCCCAAACCACTACCT 

GAAGGTGGCTTATGGTCTACAGCT 
-1 TTCCACCACTTCAAGACTGGGGGCA 

GGTAGAGAAGACAAGCATAAGTACA 
-1 TTCTTCTCTGCCCCTAACAGAATGTT 

CTTCTCTTGCTTCCCACACCCTCC 
-1 CAGCACATCTTCTGGTTTACAAGTTG 

GGTAACTATGAAAGCTGGAGATGC 

-1 TATCTAAATTCTACCTTTAGCATCCAA 
CTAGCTACCGTCTGGCACTGGCC 

-1 TCCAATGCTCAAGTCACTCTGAGTCT 
TTGCTGGTGTCAACCTACAATGCC 



-1 ACCTCACTATAGTAGCCATTAGGTAA 
AGATGGGCCATATCCAAATGGGCT 

-1 AAGAACTATTCCTTTGAGAATCTTTCC 
TACTGGGAGTTACTGCTGTGATT 

-1 TCTGTGTGAACATACATACAGGACTT 
TGATTCTACCTGTGCCTGACCATT 

-1 GTGGAGCTGTTGGCCTTGCTGGATG 
CGGGCACTCTCTACACCTTCAGGTA 

-1 TGTCAGTGGCTCTCACTTTGTTTGAA 
ATTGTTGCTTTGGGAAAAACACAG 

-1 GATGCAGTGGGTTAGGGGTTGGGGG 

TACAGACTGACTTGAGCTCGGAGTC 
-1 TCAGGCACTCAGTAAAGGCAAGACTT 

GAGTGATACATAAAGTCAGTTACA 
-1 CCTTGGGCTGAGTTTGCTGGTCCTGA > 

AGATTACAGTTTTGGTTAGAGAGA 
-1 ACAGCAAACAAAGTGTTCCAATCCTC 

TATTAACCCATTTAACCAAGAGTT 
-1 AGTGCATTCACACTGATGATAAACGA 

TAGTAGCTTCACAGGTTTGCTTCT 
-1 AAGTGTGATTAGAAGCAGCTGGAAGT 

AGCAGAGGAGGTGGAAGTTAGTCC 
-1 CAGGAGTAAAACAGAGCTGGTTGTGT . 

GATACCTATGCTGGGTGGAAGACT 
-1 GGTGACTATCTTACCGGCTCCCAGTA 

AACTCTGAACAATGTACCAGCTAA 
-1 GCTTGAAGATGTCTCAACAGAAAATC 

ACCGACATGAGGAAGCATCACGCT 
-1 TCTAGGGCAGGAACATGGCTGCAGC 

ATATAAAAAGAATTGAATTCCATACTT 

TTGT 

-1 GGTGCTGCCATAGGTGCCAGTAATG 
ACCGTTTATG CGGAAATCAATTACA 

-1 TGAAGTACTATAGGACTCAATGGGAC 
CAGTAGCAGCTCCAAGTGGATCAC 

-1 ACACGGGACCTCCTTTGATCTTTCTG 
AGAATTAATAGAGATTTCATGGCA 
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7519 


Table 3A 


NA 


BF869167 


7520 


Table 3A 


NA 


BF875575 


7521 


Table 3A 


NA 


BF877979 


7522 


Table 3A 


NA 


BF897042 


7523 


Table 3A 


NA 


BF898285 


7524 


Table 3A 


NA 


BF899464 


7525 


Table 3A 


Hs.324473 


BF904425 


7526 


Table 3A 


NA 


BF906114 


7527 


Table 3A 


Hs. 104679 


BF926187 


7528 


Table 3A 


Hs.75703 


BF928644 


7529 


Table 3A 


NA 


BG005820 


7530 


Table 3A 


NA 


F11941 


7531 


Table 3A 


NA 


U46388 


7532 


Table 3A 


NA- 


U75805 


7533 


Table 3A 


NA 


W27656 


7534 


literature 


Hs.99962 


BC005929 


7535 


literature 


Hs.46295 


X14346 


7536 


literature 


Hs.1256 


J05225 


7537 


literature ■ 


Hs.728 


M28129 


7538 


literature 


Hs.889 


NM__001826 


7539 


literature 


Hs. 135626 


M69136 


7540 


literature 


Hs.334455 


NMJ303293 


7541 


literature 


NA 


NC_001345 


7542 


literature 


NA 


NC_001345 


7543 


literature ■ 


NA 


NC_0Q1345 


7544 


literature 


NA 


NC.001345 


7545 


literature 


NA 


NC_001345 


754S 


literature 


NA 


NC 001345 


7547 


literature 


Hs.279852 


BC004555 


7548 


literature • 


NA 


NCJ101345 


7549 


literature 


NA 


NC.001345 


7550 


literature 


NA 


NC_001345 


7551 


literature 


NA 


NC 001345 


7552 


literature 


NA 


NC_001345 


7553 


literature 


NA 


NC_001345 


7554 


literature 


NA 


NCJI01345 



Table 8 

12259297 IL5-ET01 19-1 81 000-1 81 -b11 ET0119 

cDNA, mRNA sequence 
12265705 QV3-ET0100-111100-391-C02 ET0100 

cDNA, mRNA sequence 
12268109 MRO-ET0109-171100-001-D02 ET0109 

cDNA, mRNA sequence 
12288501 IL2-MT0179-271100-254-C11 MT0179 

cDNA, mRNA sequence 
12289744 QV1-MT0229-281100-508-e1 1 

MT0229 cDNA, mRNA sequence 

12290923 IL5-MT0211-011200-317-f03 MT0211 

cDNA, mRNA sequence 
12295884 40 kDa protein kinase related to rat 

ERK2/cds=(134 l 1180) 
12297573 IL3-MT0267-281 200-4 25-A05 MT0267 

cDNA, mRNA sequence 
1 23231 97 Homo sapiens, clone MGC:1 821 6 

IMAGE:41 56235, mRNA, complete cds 

/Cds=(2206,2373) 
1 2326772 small inducible cytokine A4 

(homologous to mouse Mip-1b) 

(SCYA4), mRNA/cds=(108,38S) 
1 2450386 RC4-GN0227-27 1 1 00-01 1 -d03 

GN0227 cDNA, mRNA sequence 

706260 HSC33F051 normalized infant brain 
cDNA cDNA clone c-33f05, mRNA 
sequence 

1 236904 HSU46388 Human pancreatic cancer 

cell Jine Patu 8988t cDNA clone xs425, 

mRNA sequence 
1 938265 HSU75805 Human CDNA done f46, 

mRNA sequence 
1 307658 36f1 0 Human retina cDNA randomly 

primed sublibrary cDNA, mRNA 

sequence 

1 3543541 proteoglycan 2, bone marrow (natural 
killer cell activator, eosinophil granule 
major basic protein) (PRG2), mRNA 
/cds=(857,1525) 
31 1 82 eosinophil peroxidase (EPX), mRNA 

/cds=(0,2147) 
179076 aryfsulfatase B (ARSB), mRNA 

/cds*(559,2160) 
556208 ribonuclease, RNase A family, 2 (liver, 
eosinophil-derived neurotoxin) 
(RNASE2), mRNA /cds=(71, 556) 
6325464 Charot-Leyden crystal protein (CLC), 
mRNA/cds=(33,461) 
1 80539 chymase 1 , mast cell (CMA1 ), mRNA 
/cds=(0,743) 
13699841 tryptase, alpha (TPS1), mRNA 

/cds=(17,844) 
9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete - 
genome 

9625578 Human herpesvirus 4, complete 
genome 

1 352871 6 G protein-coupled receptor (G2A), 

mRNA/cds=(900,2042) 
9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

9625578 Human herpesvirus 4, complete 
genome 

570 



CCAAAAGGAGAAAGATGACTAGGGT 

CACACTTGAGGATTTGCCAGGTGGG 

GCATCTTCTTTGAAGACGGGAACTGT 

ACTTCAGGTTCTTTTCTGTTTAGC 

GGCTCATTTGGTTTTAAAGTCTCTTCT 

ATGCCATCCCAGGGGAGGAGGAT 

GACTGTGGACACCTCTCACTGTGTCT 

TCTTGGCAGGCAGAGCTTACTGAC 

GCAGGGTGCAGAGCTTCACAGCAGG 

TAGGAAGAAGTAACTAAGTGGAAAC 

CAGCTAAAGCCGTAGGTCATTGTGAC 

TGTCCCTGGGATGTGGATTACTCT 

CCAGAATGCAGCCTACAGACCAAATA 

TCAATGGACTTGGTGTAGCCCTGC 

TTTAAACCAGGTCTGGAAAAAGGAAG 

GAGAGGAGGGCATTTTAGAGAAGA 

GTGGCTTCGTAAAATAGAAGAGCAGT 

CACTGTGGAACTACCAAATGGCGA 

CACACCACAGCTGGCTGGGAGCAGA 
GGCTGCTGGTCTCATAGTAATCTAC 

TGGAGAAAATGAGAGACAGACAGTG 
AGTGAGAAAGTCAGCGAAAAGGAAA 

ACCTACTGTTGAGATTATTCCCCTGT 
CTCCACACTGCCAGAAACTTACCA 

CCAAATGATACTAGGATTAAGCCCCA 
AAGCAAAGTCAAGCACCACCATGG 

TCCCAGAGCAACAACTAAGTCTCAAC 
TAATGGACAACCAACACCCACTGA 
CCACAGAATGGGCATGTAGTATTGAG 
ATTTGAATCATCTGCTGTCCAGCC 

TACTGGCGTCGAGCCCACTGCCTCA 
GAAGACTTCCTTTCATCTGTTCCTA 



GTTTCAAGGGACATCTTCAGAGCCAA 

CATCTACCCTCGGGGCTTTGTGAA 

CTACAGTTCTACCATAAACACTCAGT 

CCCCGTGTACTTCCCTGCACAGGA 

TAGTTGCATGTGACAACAGAGATCAA 

CGACGAGACCCTCCACAGTATCCG 

TTGACCATAGAATCAAGCCTGAGGCT 

GTGAAGATGGTGCAAGTGTGGAGA 

CTGCTGTCTTCACCCGAATCTCCCAT 

TACCGGCCCTGGATCAACCAGATC 

GTCACTGGAGGACCAACCCCTGCTG 

TCCAAAACACCACTGCTTCCTACCC 

CATGCCATGCATATTTCAACTGGGCT 

GTCTATTTTTGACACCAGCTTATT 

GAGAAGCACCTCAACCTGGAGACAAT 

TCTACTGTTCAAACAGCAGCAGCA 

ACTTGTCAGGGCCATTCTCTCTCCGG 

GCACTGGGTCACTAGGACTGTTTT 

GACAGCGTCCTAGAAACCCTGGCGA ; 

CCATTGCCTCCAGCGGGATAGAGTG 

CATCCTCTGGAGCCTGACCTGTGATC 

GTCGCATCATAGACCGCCAGTAGA 

GCCTCCACACGACATCACACCATATA 

CCG CAAGG AATATCAGGGATGCTG 

ACAGCCATCCTCCCCTTGAGAGTCAT 

CAGAAAAATACATTAGGAAAATGT 

ACCTTCGTCTTCTGAGTCTCATGCCT 

CAAAACCTAGTTTGATAGACAGGA 

AGATGGCTACCCTTCTGATTATGATC 

CTTTCGTAGAAAATGCTCAAATCT 

ATGCATCGCCGACAAGTCTTGAATTA 

GGATTGTCGAAATTAGACAAAGAA 

CGGGTGTGTTCAATCATCGACGGTGA 

CAATCCTATCTCCATCTATAATCC 

GAAGAGCGAAATGCAATCTTCTGCTT 

CTTCAGTAGAGACTTTACAGTCTT 

GCACATCCATCGCCCAAAGTGAAGTC 

TGCAAGGATGCCATTTATTGGTTG 

TCTCGGTTTACCTTTTTGCTGTTGTG 

GTTCTTTGTTCTTGCTGGTTTGCT 
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7555 


literature 


NA 


NC_001345 


9625578 


Human herpesvirus 4, complete 


7556 


literature 


NA 


NCJ)01345 


9625578 


genome 

Human herpesvirus 6, complete 


7557 


literature 


NA 


NCJH31345 


9625578 


genome 

Human herpesvirus 6, complete 


7558 


literature 


NA 


NCJJ01345 


9625578 


genome 

Human herpesvirus 6, complete 


7559 


literature 


NA 


NCJJ01345 


9625578 


genome 

Human herpesvirus 6, complete 


7560 


literature 


NA 


NU_OU 1 OHO 




genome 

nurnan nerpesvirus o, complete 


7561 


literature 


NA 


NC_001664 


9628290 


genome 

Human herpesvirus 6, complete 


7562 


db mining 


Hs.1 59568 


AI382620 


4195401 


genome 

qz04e10.x1 cDNA, 3' end 
/clone=IMAGE:2020554 /clone end=3 1 



7563 db mining 

7564 db mining 

7565 db mining 

7566 db mining 

7567 db mining 

7568 db mining 

7569 db mining 

7570 db mining 

7571 db mining 

7572 db mining 

7573 db mining 

7574 db mining 



7575 
7576 
7577 
7578 
7579 
7580 
7581 



db mining 
db mining 
db mining 
db mining 
db mining 
db mining 
db mining 



7582 db mining 



7583 db mining 



7584 db mining 



Hs.129055 NM_0O2540 

Hs.12329 AB014597 

Hs. 11 91 77 NM_001659 

Hs.1 2379 BC003376 

Hs.319886 AL589290 

Hs.315597 NM.015960 

Hs.1 10457 AF071594 

Hs.144904 NM_006311 

Hs.1 18064 NM_022731 

Hs.337616 NM_000753 

Hs.1 52049 AW962287 

Hs.1 15325 NWLQ03929 

Hs.11 9178 AK024466 

Hs.1 83698 NM_000269 

Hs.15767 AB023166 

Hs.1 08 104 NMJJ03347 

Hs.163593 NMJ)00980 

Hs.121044 L39061 

Hs.309348 NMJ>32472 

Hs.1 6493 AK027866 

Hs.1 342 NMJW1862 

Hs.111076 NM 005918 



7585 db mining Hs.1 07476 NM.O0B476 



4505490 Homo sapiens, Similar to outer dense 
fiber of sperm tails 2, clone MGC:9034 
IMAGE:3874501, mRNA, complete cds 
/cds=(656,2947) 

3327207 mRNA for K1AA0697 protein, partial 
Cds/cds=(0,2906) 

4502202 ADP-ribosylation factor 3 (ARF3), 

mRNA /cds=(3 11,856) 
13097227 Homo sapiens, ELAV (embryonic 

lethal, abnormal vision, Drosophila)*like 
1 (Hu antigen R), clone MGC:5084 
IMAGE:2901220, mRNA, complete cds 
/cds=(142,1122) 
13243062 DKFZp45lF1715_r1 cDNA,5'end 

/clone=DKFZp451 F1 71 5 /clone_end=5* 

7705727 cDNA FU 10280 fis, clone 

HEMBB1 001288, highly similar to CGl- 
32 protein mRNA /cds=UNKNOWN 

3249714 MMSET type ! (WHSC1) mRNA, 

complete cds /cds=(29 f 1 972) 
54541 37 nuclear receptor co-repressor 1 

(NCOR1), mRNA/cds={240,7562) 
12232386 similar to rat nuclear ubiquitous casein 

kinase 2 (NUCKS), mRNA 

/cds=(66,557) 
4502924 phosphodiesterase 3B, cGMP-inhibited 

(PDE3B), mRNA/cds=(0,3338) 

81 52099 EST374360 cDNA 

4506374 RAB7 r member RAS oncogene family- 
like 1 (RAB7L1), mRNA/cds=(40,651) 

1 0440445 mRNA for FLJ00059 protein, partial 

Cds/Cds=(2624,4057) 
4557796 ribosomal protein L29 (RPL29), mRNA 

/cds=(29,508) 
4569541 mRNA for KFAA0949 protein, partial 

cds/cds=(0,2822) 
4507788 ubiquitin-conjugating enzyme E2L 3 

(UBE2L3), mRNA/cd5=(15,479) 
11415025 ribosomal protein L18a (RPL18A), 
mRNA /cds=(1 9,549) 
632997 transcription factor SL1 mRNA, partial 
cds/cds=(0,1670) 
14277125 tc93d 1 .x1 cDNA, 3* end 

/c1one=IMAGE2073716 /done_end=3' 

14042851 cDNA FLJ14950 fis, clone 

PLACE4000192, weakly similar to ZINC 
FINGER PROTEIN 142 
/cds={1 14,3659) 

4502982 cytochrome c oxidase subunit Vb 
(COX5B), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(21,410) 

5174540 mafate dehydrogenase 2, NAD 

(mitochondrial) (MDH2), nuclear gene 
encoding mitochondria! protein, mRNA 
/cds=(86,1102) 

5453560 ATP synthase, H+ transporting, 
mitochondrial F1F0, subunit g 
(ATP5JG). mRNA/cds=(73,384) 

571 



1 TCT GAATACTCTAC AAAAC GCTCCTT 

GTCTGCTCTTAAAACCATCTGTGT 
1 TGAAGCTGACACCTGTGAAACTAACT 

TAAACGCATGTTCTTCTGACTCAG 
1 TTCTGTTTTGGGCCAGGAACCGTTCT 

ATAAATTGTTTTATTGACTACACG 
1 TAACACCGTCCAAGAAATTTTGCCGT 

TGTGTCCCCATACTTCTCTAGGGC 
1 AGAAGAAGGATCAGATGGAGAGTTG 

AAAACTTTAGCTGGTAAGTACATGA 
1 CCGATACCGGCAAGATCTGTCGTCTG 

GCAAACTCGTTTTCCACCTTATGG 
1 CTGTGGGTCCCTCCCCCTCATCTGTT 

ATTCCCTTCCCCTCTGCCACCGAT 
1 ACTACATTTTAATTAAAGATTAATGGG 

CATATTAGAAGTTTCTCAAAGTTAGG 

CT 

1 AAAAGGAGTGAGCTATCATCAGTGCT 
GTGAAATAAAAGTCTGGTGTGCCA 



1 AAAGC C ACC ACTGTTCC C AGTC AG C A 
TATACAAGCTCTTAATATTCTGTT 

1 AAATGTGGGATAACGCGATGACTGTG 
ACCCTGGTTGGAAATTAAACTTGT 

1 AACACAGAAACATTTGAGCATTGTAT 
TTCTCGCATCCCTTCTCGTGAGCG 



AAGCTATCAAAGCCTAGCGTAAGGGC 
TGCCATCTCTGTCTAAATTCTAGT 

AACTGCATGGTATGAATTCAGAGTGT 
GACTTAAGGGTCAATTCAAAGCAG 



1 ACAGACTTTGTTAATGTAGGAAATCT 
CTCCAAGTGGAAACGTGCTAACTT 

1 ACAGGCAATTCAGTGGACTATAATAA 
TAGTGGAGGGTTGAGATGTAGAGT 

1 ACAGGTCACAGTGGATTTCTTTTCAA 
ACTGACAATGTTTAGGTTTTAAGC 

1 ACCTCAAGCAGATGAGATTCAGGTAA 
TTGAAGAGGCAGATGAAGAGGAAT 

1 ACCTTCTACACCACTGGAAAATAACA 
TGGAGGTTTAGAGCCGTGCAAAAT 

\ ACTAAACTCTGAGGCCTGAAGTTCTG 
TGATAGACCTTAAATAAGTGTCCT 

1 ACTGGGGTGGTGATGTTTTCGTTCTG 

TTTTAl I I I ICTAACTCTGCTGAC 
1 ACTTCATCATAATTTGGAGGGAAGCT 

CTTGGAGCTGTGAGTTCTCCCTGT 
1 AGAACGAGGAAGAGAACACAAGGAA 

TGATTCAAGATCCACCTTGAGAGGA 
1 AGAGAATAGGCTTTCTAAGATGCTGC 

GATCCCGTTCTGCTGCCCGTAATA 
1 AGCACAAGCCACGCTTCACCACCAA 

GAGGCCCAACACCTTCTTCTAGGTG 
1 AGGCCAATCACTGCTGACTAAGAATT 

CATTATATTGGCTTAGTACACAGA 
1 AGGGAAGATTTCTGTATACTTGCTGG 

AGAGGAGGAATGTGTATAGTTACT 

1 AGTTTTAATACCTTAAGCTTTTTCAAG 
ACCTAACTGCAGCCGCTTTGGGA 



1 ATGTGCTGTAAAGTTTCTTCTTTCCAG 
TAAAGACTAGCCATTGCATTGGC 



ATTGTGGGTGGCTCTGTGGGCGCAT 
CAATAAAAGCCGTCCTTGATTTTAT 



ATTTGAGTGTTGTTGGACCATGTGTG 
ATCAGACTGCTATCTGAATAAAAT 



WO 02/057414 

7586 db mining Hs.146354 NMJQ05809 

7587 db mining Hs.12124 NM_018127 

7588 db mining Hs.154023 AB011145 



7589 db mining 

7590 db mining 

7591 db mining 

7592 db mining 

7593 db mining 



7603 db mining 

7604 db mining 

7605 db mining 

7606 db mining 

7607 db mining 

7608 db mining 

7609 db mining 

7610 db mining 

7611 db mining 

7612 db mining 



Table 8 

5902725 peroxiredoxin 2 (PRDX2), mRNA 

/cds=(89,685) 
1 1 87521 2 eiaC (E. coli) homolog 2 (ELAC2), 
mRNA/CdS=(0,2480) 

3043669 mRNA for KIAA0573 protein, partial 
cds/cds=(0,1356) 



Hs.109051 NM 031286 

Hs.1 25307 AA836204 

Hs.16803 NMJ318032 

Hs.146580 NMJJQ1975 

Hs.14169 AK027567 



13775197 
2910523 
8922296 
5803010 

14042333 



7594 db mining Hs.118625 NM_D00188 4504390 

7595 db mining Hs.144505 NMJH5653 13124762 

7596 db mining Hs.1 55751 NMJXMS89 4757611 

7597 db mining Hs.1 0267 NMJ)15367 7662505 

7598 db mining Hs.14632 BC008013 14124973 

7599 db mining Hs.125156 NM_00148B 4503956 

7600 db mining Hs.159545 NM_013308 7019400 

7601 db mining Hs.1 52936 NM_004068 4757993 

7602 db mining Hs.1 10857 NM_016310 7706498 



Hs.1 18666 NM_025207 13376805 

Hs.1 6390 AK024453 10440419 

HS.1093O2 AA808018 2877424 

Hs.111126 NMJ>04339 1103B670 

Hs.127376 NM_021645 11063982 

Hs. 1081 96 NM_016095 7706366 

Hs.1 17487 AF040965 2792365 

Hs.107882 NMJH8171 8922576 

Hs.147585 NM_024785 13376147 

Hs.153357 NM 001084 4505890 



7613 db mining Hs.148495 NMJ)02810 5292160 

7614 db mining Hs.13144 NMJ)14182 7661819 

7615 db mining Hs.1189 NM_001949 12669913 

7616 db mining Hs.12284 BC001699 12804564 



SH3SGRL3-like protein (SH3BGRL3), 
mRNA /Cds=(71, 352) 
od22g11.s1 cDNA 
/clone=IMAGE:1368740 
LUC7 (S. cerevisiae)-)ike (LUC7L), 
mRNA /cds=(71 ,1 048) 
enolase 2, (gamma, neuronal) (EN02), 
mRNA /cds=(222,1 526) 
cDNA FU14661 fis, done 
NT2RP2002710, weakly similar to SH3- 
BINDING PROTEIN 3BP-1 
/cds=(70,2481) 

hexokinase 1 (HK1), nudear gene 
encoding mitochondria! protein, mRNA 
/cds=(8 1,2834) 
DKFZP566F0546 protein 
(DKFZP566F0546), mRNA 
/Cds=(377,1306) 
ATP synthase, H+ transporting, 
mitochondrial F0 complex, subunit f, 
isoform 2 (ATP5J2), mRNA 
/cds=(27,311) 

MIL1 protein (MIL1), nudear gene 
encoding mitochondria! protein, mRNA 
/cds=(71,1231) 

Homo sapiens, Similar to CG121 13 
gene product, done IMAGE:3532726, 
mRNA. partial cds /cds=(0,2372) 

transcriptional adaptor 2 (ADA2, yeast 
homologHike (TADA2L), mRNA 
/cds=(0,1091) 

platelet activating receptor homotog 
(H963), mRNA/cds=(219,1178) 
adaptor-related protein complex 2, mu 
1 subunit (AP2M1), mRNA 
/cds=(135.1442) 

polymerase (RNA) III (DNA direded) 
polypeptide K (12.3 kDa) (POLR3K), 
mRNA/cds={39,365) 
hypothetical protein PP591 (PP591), 
mRNA/cds=(820,1704) 
mRNA for FU00045 protein, partial 
cds /cds=(1 06,924) 
nv64d09.s1 cDNA, 3* end 
/done=IMAGE:1234577 /done_end=3' 

pituitary tumor-transforming 1 
interacting protein (PTTG1IP), mRNA 
/cds=(210,752) 

KIAA0266 gene product (KIAA0266), 
mRNA/cds=(733,3033) 

HSPC037 protein (LOC51659), mRNA 
/cds=(78,635) 

unknown protein IT12 mRNA, partial 
cds/cds=(0,2522) 

hypothetical protein FLJ10659 
(FU10659). mRNA /cds=(38,1000) 

hypothetical protein FLJ22746 
(FU22746), mRNA/cds=(266,1072) 

procollagen-lysine, 2-oxoglutarate 5- 
dioxygenase 3 (PLOD3), mRNA 
/Cds={21 6,2432) 

proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 4 (PSMD4), 
mRNA/cds=(62,1195) 

HSPC160 protein (HSPC160), mRNA 
/Cds=(53,5l4) 

E2F transcription factor 3 (E2F3) 
mRNA, complete cds /cds=(66,1463) 
Homo sapiens, clone IMAGE:2989556, 
mRNA, partial cds /cds={0,370) 



PCT/US01/47856 



CAAGCCCACCCAGCCGCACACAGGC 
CTAGAGGTAACCAATAAAGTATTAG 
CACCAGAGACAAGCAGAGTAACAGG 
ATCAGTGGGTCTAAGTGTCCGAGAC 

CAGGAGGTAGGGATCTGGCTGAGAG 
GGAATAATCTGAGCAAAGGTATGAA 

CAGTCCCTCTCCCAGGAGGACCCTA 

GAGGCAATTAAATGATGTCCTGTTC 

CATGAGAAGTATCTGCAATAACCCCA 

AGTCAACATTTAGGTTTGTGTACA 

CATGTTGAGTAGGAATAAATAAATCT 

GATGCTGCCTCCTGAGGCTGCGGG 

CCACCACCTCTGTGGCATTGAAATGA 

GCACCTCCATTAAAGTCTGAATCA 

CCATGCCGCCTCGTTGGATTGTCGG 

AATGTAGACAGAAATGTACTGTTCT 



CCCACCGCTTTGTGAGCCGTGTCGTA 
TGACCTAGTAAACTTTGTACCAAT 

CCCACGGGAGACTATTTCACACAATT 
TAATACAGGAAGTCGATAATGAGG 

CCCTCCGTGAGGAACACAATCTCAAT 
CGTTGCTGMTCCTTTCATATCCT 



CCGTGTCTTTCCAGCCCTAAAGGAAG 
GGCAGACCCGTGTCTTTCCATGCC 

CCTGAAGCACTTCACCTGGAATTGAT 
GTGTAGGCTTAAGGAGTATGTGAC 

CGCAGGCAAGAGCACTCATCAAGATA 
GATGTGAACAAAACCCGGAAAATC 

CGCTCAAAGGTCACTGAGACTTTTGC 
CTCACCTAAAGAGACCAAGGCTCA 
CGGCCTCAGTCCCTACTCTGCTTTGG 
GATAGTGTGAGCTTCATTTTGTAC 

CTAGTGTGTGCTTGCCTTGTCCCTCG 
GGGTAGATGCTTAGCTGGCAGTAT 

CTTTCAGATTCCCTCTGGTCTCCGTC 

CGAAACGTCTACCTCTTCCCAGGC 

GAAATTCACAGGCCAGGGCACATCTT 

TTATTTATTTCATTATGTTGGCCA 

GACTCCCTCAACACCCCAAAACTCTA 

AATGCCACGGTCATCTGTTTCTAT 

GAGCAGCCACAAAACTGTAACCTCAA 
GGAAACCATAAAGCTTGGAGTGCC 

GCAGCAAACAGAGGGTCAGTCACAG 

GATGTTCTGACACACCATTGTAACT 

GCCAACAATGCTGACCGGTGCTTATC 

CTCTAAGCCCTGATCCACAATAAA 

GCCAGTGTAATTTCTGTCAACCACGG 

ACGTTTGCCTTCATGTGTAGAATT 

GCCCAAGCACTAGTAGAGATGCGCG 

ATACAGGTCTAGTTTCGGTAACTGT 

GGCCAGATTTTGACTCCCAGATTCCT 

TTACAAAACGCACTCATTCATTCA 

GGGACTCCCCGCGTGATAAATTATTA 

ATGTTCCGCAGTCTCACTCTGAAT 

GGGACTGCATGGGAAGCACGGAATA 
TAGGGTTAGATGTGTGTTATCTGTA 

GGGGTTCGTGTCTTT GGCA TCAACAA 

ATACTGAGGGATGGGTTTTGGGAC 

GGGTGACCTGTTCTCTAGCTGTGATC 

TTACCACTTCAAATGGGTGTAATT 

GGTGTGAACGGGCTGACTTGGTGAA 

TTGGGCAACTCCTTATAGTGTTGTG 



572 



WO 02/057414 



7617 


db mining 


Hs.158380 


AI381581 


4194362 


7618 


db mining 


Hs.1390 


BC000268 


12653014 


7619 


db mining 


Hs.1 15808 


NMJJ02287 


11231175 


7620 


db mining 


Hs.1 19960 


AL1 17477 


5911950 


/521 


db mining 


HS.1 54073 


NM_J)Q5827 


5032212 


7522 


do mining 


Hs.11747 


NM_0 17798 


8923363 


7623 


db mining 


Hs. 10881 


AB011113 


3043605 


/o24 


oD mining 


HS.1 53850 


AKQ244/6 


1 0440465 


7625 


db mining 


Hs.247870 


AL035694 


4678462 


7626 


db mining 


Hs.324648 


NMJJ03128 


4507194 



7627 db mining Hs.1 18722 NMJJ04480 4758407 

7628 db mining NA AL1 34726 6602913 



7629 db mining 

7630 db mining 

7631 db mining 

7632 db mining 

7633 db mining 

7634 db mining 

7635 db mining 

7636 db mining 

7637 db mining 

7638 db mining 

7639 db mining 

7640 db mining 

7641 db mining 

7642 db mining 



Table 8 

td05e04.x1 cDNA, 3' end 
/c!one=lMAGE:2074782 /clone end=3' 



macropain) subunit, beta type, 2, done 
MGCH664 IMAGE:3352313, mRNA, 
complete cds /cds=(58,663) 

leukocyte-associated Ig-like receptor 1 
(LAIR1), transcript variant a, mRNA 
/cds=(57,920) 

mRNA; CDNA DKFZp727G051 (from 
clone DKFZp727G051); partial cds 
/cds=(0,1423) 

UDP-galactose transporter related 
(UGTREL1), mRNA /cds=(87,1 055) 
hypothetical protein FU20391 
(FLJ20391), mRNA /cds=(9,602) 
mRNA for KIAA0541 protein, partial 
cds/cds^O.3484) 
mRNA for FLJ00069 protein, partial 
cds/cds=(2657 t 4396) 
DNA sequence from clone 33L1 on 
chromosome 6ql4.l-l5. Contains the 
gene for novel T-box (Brachyury) family 
protein. Contains ESTs, STSs, GSSs 
and two putative CpG islands 
/Cds=(0,1505) 
CDNAFLJ13700 fis, clone 
PLACE2000216, highly similar to 
SPECTRIN BETA CHAIN, BRAIN 
/cds=UNKNOWN 
fucosyltransferase 8 (alpha (1,6) 
fucosyitransferase) (FUT8), mRNA 
/cds=(71 6,2443) 

DKFZp547A1290j-1 cDNA, 5 1 end 
/done=DKFZp547A1290 /c!one_end=5' 



Hs.166887 NMJD03915 

Hs.146324 AK023182 

Hs.1 2436 AK026309 

Hs.1 51 64 NMJD06333 

Hs.1 30743 AA642459 

Hs.16492 "NM 015497 



Hs.1 22552 NM_016426 
Hs.312510 AI174807 
Hs.108258 NM 012090 10048480 



4503012 copine I (CPNE1), mRNA 

/cds=(1 56,1 769) 
10434993 cDNA FLJ13120 fis, done 

NT2RP3002682, highly similar to CGI- 

145 protein mRNA /cds=(1 76,961) 
1 04391 30 cDNA: FLJ22656 fis, clone HSI07655 

/cds=UNKNOWN 
5453582 nudear DNA-binding protein (C1 D), 

mRNA /cds=(1 17,542) 
2567677 ns30d01.s1 cDNA, 3' end 

/clone=IMAGE:1185121 /clone_end=3 1 

13794264 DKFZP564G2022 protein 
(DKFZP564G2022), mRNA 
/cds=(42,1709) 
7705291 G-2 and S-phase expressed 1 

(GTSE1), mRNA/cds=(70,2232) 
6361196 HA2528cDNA 



Hs.1 11092 NMJJ24724 13376033 

Hs,1 14311 NMJ)03504 4502712 

Hs/11081 NM w 025241 13376853 

Hs.100217 NMJ305892 5174400 

Hs.1 2258 AL1 37728 6808258 



7643 db mining Hs.155462 NMJ305915 7427518 

7644 db mining Hs.165998 NMJ315640 7651625 

7645 db mining Hs.1 64207 NMJJ24805 13376184 

7646 db mining Hs.1 50275 D87682 1663699 



actin cross-linking factor (ACF7), 
transcript variant 1, mRNA 
/cds=(51 ,16343) 
hypothetical protein FU22332 
(FLJ22332), mRNA /cds=(275, 1255) 
CDC45 (cell division cyde 45, 
S.cerevisiae, homolog)-Iike (CDC45L), 
mRNA/cds={24,1724) 
UBX domain-containing gene 1 
(UBXD1), mRNA/cds=(96,1421) 
formin-like (FMNL), mRNA 
/cds=(39,1430) 

mRNA; cDNA DKFZp434B0920 (from 
done DKFZp434B0920) 
/cds=UNKNOWN 

minichromosome maintenance 
deficient (mis5, S, pombe) 6 (MCM6), 
mRNA/cds=(61,2526) 

PAH mRNA-blnding protein (PAN 
RBP1), mRNA /cds=(85,1248) 

hypothetical protein FLJ21172 
(FLJ21172), mRNA /cds=(1 38,1 169) 

mRNA for KIAA0241 gene, partial cds 
/cds=(0,1568) 
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GTACCACTTGAATGATTTCAGTCAATT 
TTGAACCCCTTTGGAAAGAGGTG 

GTGAAACCCCGTCTCTGCTAAAAATA 
CAAAAATTAGCTGGGCGTGGTGGC 



GTTCTCTGGGTTGTGCTTTACTCCAC 
G CAT C AATAAATAATTTTG AAG G C 

TACTGCCAACTGACCTTATAACCCTC 
TGCACCTTCAAAAAGATTCATGGT 

TCAAACAGTGACATCTCTTGGGAAAA 

TGGACTTAATAGGAATATGGGACT 

TCACTTCCTCTGAACTGTTACTGCCT 

GAATGGAGTCCTGGACGACATTGG 

TCCACTTAATAGACTCTATGTGTGCT 

GAATGTTCCTGTGTACATATGTGT 

TCCCGCAGAGTGCAGAGACAGGAAG 

CTGGAGATGTCTTTATAAAGTCACA 

TCTAGGACCCTAGGAAGCTTAACTCT 

GTCATCATCTCAAGTATCTGCACA 



TCTTCCGCCATCTCCTCTGATAAACA 
CGAGGTGTCTGCCAGCACCCAGAG 



TGATATGTTGATCAGCCTTATGTGGA 
AGAACTGTGATAAAAAGAGGAGCT 



TGCAGTATTTTTCAAACTTCTGGTCG 
CAAACCCATTAGTAGTTTGTGAAA 

TGCTGCTCTTGATCCCACCTTTGCTC 
CTGACAACCCTCATTCAATAAAGA 
TGGTTTGTTCATGGATGTATTCTAAG 
AGCTGAGAACAGGGCCTGGACACA 

TGTTCTGAATGTTGGTAGACCCTTCA 

TAGCTTTGTTACAATGAAACCTTG 

TGTTGATGGATGAATTTTGGCATGAT 

GACTGTACTCTCAATAAAGGCTGA 

TTCATCCTGTGAGTGCTGGGGAGGA 

GGAGTAGATACAGACTGAGTGAGAG 

TTCATTTTCCTGGGAAGTCAAGGTTA 
CATCTTGCAGAGGTTGTTTTGAGA 

TTCTAAGCCGAACCAAATCCTTTGCC 
TTGAAAGAACAG CCCTAAAGTG GT 
TTTGTTTGTTTGTTTC AG ATAGG GTCT 
CCCTCTGTCACCCAGGCTGCAGT 
TTTTGTAAATCACGGACACCTCAATTA 
GCAAGAACTGAGGGGAGGGCTTT 

CGGTGTGGAAAATGTTGTCCTTTGAG 
TGGCAAGAATTAGAAAAATCTTCA 
CTGAAAGCTGAGGATCGGAGCAAGT 
TTCTGGACGCACTTATTTCCCTCCT 

GTTGGCCTCAGCCCTGTGGGTCTGT 

CTCATGCTCTCCCTGTTCCTCTCCC 

TAGCCATACTTAGCCTCAGCAGGAGC 

CTGGCCTGTAACTTATAAAGTGCA 

TGAGGGCTGTGCTGACCTTTGAGAG 

GATTTGAAATTGCTTCATATTGTGA 

TGTGTAAGAAAAGGCCCATTACTTTT 
AAGGTATGTGCTGTCCTATTGAGC 

TTGTTGGTAGGCACATCGTGTCAAGT 

GAAGTAGTTTTATAGGTATGGGTT 

TTTCTAGCTTTTCCGTGTATCTAAACA 

CAATTTG CTAC ACAAGTCACTGT 

ACTGTGGCACATGTTTTGATCAGAAA 

GGTAGTTCTCTTTGCTCTGGTAGT 
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7647 


db mining 


Hs.11039 


NM_024102 


7648 


db mining 


Hs.1 02708 


NMJ315396 


7649 


db mining 


Hs.109646 


NMJI02493 


7650 


db mining 


Hs. 142307 


AL1 37273 


7651 


db mining 


HS.16297 


NMJ>05694 


7652 


db mining 


Hs.11184 


NMJJ17811 


7653 


db mining 


Hs.12013 


NMJJ02940 


7654 


db mining 


Hs.1 55485 


NM_005339 


7655 


db mining 


HS.1 54573 


AW955094 


7656 


db mining 


Hs.142157 


AF080255 


7657 


db mining 


nS.1191 


AKU^bb/w 


7658 


db mining 


Hs.13340 


NMJD03642 


7659 


db mining 


Hs.108110 


NMJH4034 


7660 


db mining 


Hs.123295 


AA833793 


7661 


dD mining 


nS.lzbDbo 


Anri^riRRa 
AbUZUboo 


7662 


db mining 


Hs. 155174 


AB007892 


7663 


db mining 


Hs.1 16445 


AA648776 


7664 


db mining 


Hs.124933 


AA825303 


7665 


db mining 


Hs.313267 


AW295641 


7666 


db mining 


Hs.313203 


AW293882 


7667 


db mining 


Hs.1 05488 


AA521017 


7668 


db mining 


Hs.1 25802 


AA806833 


7669 


db mining 


Hs.313274 


AW295745 


7670 


db mining 


Hs.320376 


BF512113 


7671 


db mining 


Hs.315341 


BE675056 


7672 


db mining 


Hs.320407 


BF512394 


7673 


db mining 


Hs.313347 


AW297156 


7674 


db mining 


Hs.123298 


AA809468 


7675 


db mining 1 


1 J _ 'inn A A C 

Hs.320415 




7676 


db mining 


Hs.309262 


AI440532 


7677 


db mining 


Hs.313338 


AW297010 



Table 8 

1 3 1 291 09 hypothetical protein MGC2722 

(MGC2722), mRNA /cds=(69, 1097) 
7661 561 DKF2P434A043 protein 

(DKF2P434A043), mRNA 

/cds=(697,l425) 
4505364 NADH dehydrogenase (ubiquinone) 1 

beta subcomplex, 6 (i7kD, B17) 

(NDUFB6), mRNA/cds=(68,454) 
680771 0 mRNA; cDNA DKFZp434i071 4 (from 

clone DKF2p434l0714) /cds=(0,412) 
5031 644 COX1 7 (yeast) homolog, cytochrome c 

oxidase assembly protein (COX17), 

mRNA/cds=(B6,277) 
8923387 hypothetical protein FU2041 9 

(FU20419), mRNA /cds=( 191,907) 
4506558 ATP-binding cassette, sub-family E 

(OABP), member 1 (ABCE1), mRNA 

/cds=(1 17,1916) 
1 2545332 huntingtin interacting protein 2 (HIP2), 

mRNA/cds=f77,679) 
8144777 EST367164 cDNA 

57331 21 lodestar protein mRNA, complete cds 

/cds=(30,3513) 
1 0438273 cDNA: FLJ22026 fis, done HEP08537 

/cds=UNKNOWN 
4504340 histone acetyltransferase 1 (HAT1), 

mRNA/cds*(36,1295) 
7661 591 DKFZP547E21 1 0 protein 

(DKFZP547E2110), mRNA 

/cds=<192,806) 
2908561 Od61g07.s1 CDNA 

/clone=IMAGE:1372476 

424021 0 mRNA for KIAAQ861 protein, partial 

cds/cds=(0,2948) 
2887434 KIAA0432 mRNA, complete cds 

/cds=(0,2251) 
2575205 ns24d1 1 .s1 cDNA, 3 r end 

/clone=IMAGE:1184565 /done_end=3' 

2898605 oc67e04.s1 cDNA, 3* end 

/clone=IMAGE:1354782 /clone_end=3' 

6702277 UI-H-BW0-aip-e-12-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:2729975 

/clone_end=3' 
6700518 Ul-H-BWO-airve-07-Q-ULs1 cDNA, 3* 

end /clone=lMAGE:2729941 

/done_end=3' 
226 1 560 aa70f05.s1 cDNA, 3' end 

fcbne=IMAGE:826305 /done_end-3' 
2876409 oc29b10.s1 cDNA, 3' end 

/done=lMAGE;1351099 /ctone_end=3' 

6702381 UI-H-BW0-aiw-g-10-0-ULs1 cDNA, 3' 

end /done=IMAGE:2730834 

/clone_end=3* 
1 1 597325 UI'H-BW1-ami-h-04-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:30703D2 

/clone_end=3' 
1 0035597 7f01 f 1 0.x1 cDNA, 3' end 

fclone=lMAGE:3293419 /done_end=3' 

11597660 UI-H-BW1-amc-f-01-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:3069456 

/clone_end=3' 
6703802 UI-H-BWO-ajd-b-05-0.-Ul.s1 cDNA, 3' 

end /cione=IMAGE:2731 329 

/clone_end=3 > 
2878874 ob35a10.s1 cDNA, 3 1 end 

/clone=IMAGE:1338138 /clone_end-3' 

1 1597749 UI-H-BW1-amf-e-12-0-UI,Sl cDNA, 3' 
end /done=lMAGE:3069791 
/clone_end=3' 
4300887 CM4-NT0290-150101-684-e05 cDNA 

6703646 UNH-BWO-ajf-d-01-O-Ul.sl cDNA, 3' 
end/c!one=IMAGE:2731441 
/c!one_end=3' 



CATCTTCTGCCCTGGTCCCCTTTCTC 
TTGATGTGGAAAGTCTGMTGCAG 
CGCTCTAATACTGCATTCTGTTTCTC 
CTTTTGTGCCCTGATTGTAATCCA 

CTGGAGACTGGAGAAGTAATTCCACC 
AATGAAAGAATTTCCTGATCAACA 

TCAGTGTTTCGTTATTCCATATCAGTG 
' G CTTTTACTGTCAAAGATTGTGT 
TGCATGAGAGCCCTAGGATTTAAAAT 
ATGAAATGGTGGTCTGCTGTGTGA 

TGTGGTAAGCCTGATGAAATGTGCTC 
CTTCAATCTCCATGAAACCATCGT 
AAATGATCTCCCTTTATTACCCTCCCA 
AAGGTTACCAGCGTTTGAATTTA 

ACACACTAATGTAAGCATTTTATGAAG 

GTTGAAGTGGATTTATGCAGGCA 

ATCAGGAGAATGTCAAAGAAGTCCTT 

TATGTGGA7TGCCCGAGCTTCTCT 

ATTGTGCCACTGTTTTCCAGCCTGGG 

CAATACAGTGAGACCCTGTCTCAA 

CGTCAAAGTCAATCCCAAAACAGATA 

AGCCCTATGAGGATGTCAGCATCA 

ACGACTTGCTCAAGAGTAAAGATTAT 

ACTGCTCTGTACAGGAAGCTTGCA 

TGTTGAGGAAAGGAAAAGGGCATTTG 

TCTAAACATGGATTCTGAGTTGTA 

GTGGATGAGTAGGGAGTGGGCGAGA 
CAGGGACGAGATGAGCAGGGTCAAG 

GGTGTTCGTGTTAGTGCCAAGATTGC 

TTCGTTGTAGAGAGAGTTCGTTCC 

ACTAGAGTCCAGGTAATAGTAGTGGA 

GATATGTGGAGAGACATGATAGGT 

TTCCTGTGTGAGATTTCTCGCCATTC 

CTCAATTCAACAAATATGCCTTTT 

TATACTTTGATCCCTCAGCAAGTTGT 
CCTCACTGTTGTGTGAACCTGTTT 

TTTCCTGAATACTTTATGACAACTGAG 
TTTGCCGGGTAGAGTGGCCGTTT 

AAACTAGAATTCCGGTTTCCCAAGGT 
GGCTTATGACAACCAGAATCCTTT 

GGCTTCCCGCCTGTGCAGTCATTTGT 
ATGTGTTTTATATATTGGAGTGTT 
ACAAAATATAAGGTGTGACTTTGGAT 
CCTGACTCAAACCAACCAGCTGTT 

TCAAAATCCGTTACTCTTTCCACAACA 
ATTGAGGGTAATGGTGTTCAGTT 

GCCATTCCGGCTTCTCTATTTGAAAA 
CAGTTACCATATTCCCCCTCAGTT 

ATTTGGTAGAGACGGGGTTTCACCTT 
ATTGCCCAGGCCATCATGTATCTT 

TGTCATTTGCCCTTTCCCCCATATAT 
GTAGAATTGGGTCTTTTTCAACTT 

ACAGGGAGAGACTACACACAAGCCA 
ACCTCAATCTCATCTTTATGCCATT 

TCTTCTTTTTGATGTGAATTACTCTTG 
AAATGCCGGAGAAGGGACAAATT 

AGATAGAGTCATATTCTATTTAGCTTG 
GGACATGGCAGGTACTCAGTTGT 

AGCCTTTTTGGGAGTGAGGGTTTATA 
TGATGTCTGATTCTGTAATACTGT 
GCAGCCCTGAGCCTGGAATAGATACT 
TTTTGGTCTTTTGGTTGTAGATGT 
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7678 db mining Hs.315325 BE646400 



Table 8 

997071 1 7e8Gc01 .x1 cDNA, 3' end 

/clone=IMAGE:3292032 /clone end=3' 



7679 db mining Hs.313172 AW293016 6699652 U]-H-BW0-aih-f-04-O-Uf.s1 cDNA, 3' 

end /clone=IMAGE;2729239 
/cione_end=3* 

7680 db mining Hs.313361 AW297413 6704049 UI-H-BWO-ais-b-09-0-Ul.s1 cDNA, 3' 

end /c!one=IMAGE:2730208 
/clone end=3* 

7681 db mining Hs.313365 AW297482 6704118 UI-H-BW0-aja-a-05-0-ULs1 cDNA, 3' 

end /clone=)MAGE:2730920 
/done^end^' 

7682 db mining Hs.313358 AW297377 6704013 UI-H-BW0-air-f-11-0-UI.Sl cDNA, 3' 

end /clone=IMAGE:2730381 
/clone_end=3' 

7683 db mining Hs.320474 BF513180 11598359 UI-H-BW1-amj-d-05-0-ULs1 cDNA, 3' 

end /clone=IMAGE:3070115 
/clone_end^3* 

7684 db mining Hs.313382 AW297707 6704343 UI-H-BW0-aJh-f-10-0-Ul.s1 cDNA, 3' 

end /clone=!MAGE:2731915 
/clone^endsS* 

7685 db mining Hs.125779 AA810831 2880442 oa76d09.s1 cDNA, 3' end 

/done=lMAGE:1318l93 /done_end=3' 

7686 db mining Hs.313389 AW297882 6704507 U!-H-BWO-aju-e-07-0-Ul.s1 cDNA, 3* 

end /clone=IMAGE:2733036 
/cione_end=3' 

7687 db mining Hs.313391 AW297905 6704541 Ui-H-BW0-aju-h-11-D-ULs1 cDNA, 3* 

end /done=IMAGE:2733188 
/clone_end-3' 

7688 db mining Hs.309446 AI492055 4393058 tg12a01.x1 cDNA, 3* end 

/clone=IMAGE:2108520 /done end=3' 



7689 db mining Hs.313311 AW296433 6703069 

7690 db mining Hs.319887 BF507608 11590903 

7691 db mining Hs.255237 AW293790 6700426 

7692 db mining Hs.313363 AW297459 6704095 

7693 db mining Hs.320367 BF512169 11597272 

7694 db mining Hs.320440 BF512733 11597912 

7695 db mining Hs.313374 AW297607 6704243 

7696 db mining Hs.313355 AW297325 6703961 

7697 db mining Hs.320420 BF512599 11597778 

7698 db mining Hs.118899 AA243283 1874128 

7699 db mining Hs.105228 AA489212 2218814 

7700 db mining Hs.297505 BF514865 11600044 

7701 db mining Hs.320492 BF513340 11598519 

7702 db mining Hs.304837 AW292802 6699438 

7703 db mining Hs.24656 BF507762 11591060 

7704 db mining Hs.320460 BF512975 11598154 

7705 db mining Hs.313384 AW297745 6704381 



UI-H-BWO-aiq-a-05-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2730128 
/done_end=3' 

UI-H-BW1-ana-e-05-0-Ul.s2 cDNA, 3* 
end /ctone=IMAGE:3071720 
/done_end=3' 

UI-H-Bl2-ahp-e-06-0-Ul.s1 cDNA. 3* 
end /done=IMAGE:2727635 
/c!one_end=3' 

UI-H-BWO-ais-g-03-O-Ul.sl cDNA, 3' 
end /done=lMAGE:2730436 
/done_end=3' 

UI-H-BWl-ami-c-10-0-Ul.s1 cDNA, 3' 
end /cbne=IMAGE:3070074 
/done_end=3' 

UI-H-Iwi-amm-d.04-0-UI.s1 cDNA, 3' 
end /done=IMAGE:3070494 
/done end=3' 

UI-H-BW0-ajg-e-04-0-UU1 cDNA, 3' 
end /done=IMAGE:2731854 
/clone__end=3' 

Ul-H-BWO-air-a-08-0-Ul.s1 cDNA, 3' 
end /done=lMAGE:2730135 
/cione_end=3' 

UI-H-BWl-amf-h-07-0-Ul.s1 cDNA, 3' 
end /c!one=IMAGE:3069925 
/done_end=3' 

zsl3g11.s1 cDNA, 3' end 
/done=IMAGE:685124 /c!one_end=3 , 

aa57d11.s1 cDNA, 3' end 
/c!one=IMAGE:825045 /clone^end^' 

UI-H-BWl-anj-f-12-0-ULs1 cDNA, 3' 
end /clone=lMAGE:3082534 
/c!one_end=3' 

UI-H-BW1-amk-b-10-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3070050 
/done_end=3* 

U!-H-BW0-aij-f-12-0-U!.Sl cDNA, 3' 
end /c!one=IMAGE:2729615 
/donejend=3' 

KIAA0907 protein (KIAA0907), mRNA 
/cds=(26,1720) 

UI-H-BW1-amh-b-06-0-Ul.s1 cDNA, 3' 
end /cfone=IMAGE:3069659 
/done_end=3' 

UI-H-BW0-aiy-b-10-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2730954 
/done end=3 l 
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CCCTCCCTATCTTTTTATGGGTAATTT 
GATTATACACGGTGCTTGAATGT 

TATGTCTTCTTACCCCAGCACCCCTA 
ATTTAAAATACAGATCCCTGAGGT 

AAAACCTTGACAGTTCATTTCACCAA 
GCACCTATCAGGTATTTGGCAGGT 

AGTGCCCATGCTGTTTCAGATGCTCT 
TCTAGCTCCTGGAGATACATCAGT 

TGAGCTTCTGCTAGTAATTCCTTCAG 
GGGATTTCCTCCATGGCCGTAAGT 

GAGGGTGTCTGCTAATGATTTCCGAA 
AAGTTCTTCAAAACACTCCGAAGT 

ACCAGTGTGATGAGTTTTGACAAGAG 
ACAAAAGGAAAGGGTGGGAGAAGT 

GCTGGTTGTTGCCTTTCAAGACAGCC 
AACTACCATTTATTCAACAGAAGT 

AGTCTGTCTATTCTCTTCTCTTTAGCT 
CTGTCTGTTGCTCAAATTCAAGT 

GCCAAGGTGAGTCAAAACACTGCTCT 
TCAGAAAGCAATTATTTGAAAAGT 

CATTGTCCCTCCCGCTGTGCTCTCAG 
GCAATAAATGATTTGATTATTTCT 

GGTCAGAAACAGGCCCACAGAGACT 
CTGGAGGGTTCTTCCTTTGTGTTCT 

TTCAACTGCTTTGGCACTGCCATGGG 
TACCTGAGGATAAGAGAGATGTCT 

GGGTTGACTAAATGCACATGGGCTTA 
TCTTTACCTCTTCCAGAAATGTCT 

TGCATGACCAGAAACACTGCCTGATA 
CAGTAAGCAGAGGTAGCTGTCTCT 

ACCTGCCAGCCAGCCCACAACTATAA 
ACTGTGTGACACCCAAATTTATCT 

GGTTTCTGAGGTGATTCTAATATGCA 
GTCATGGTTAAGAACCTGTGATCT 

AAGCCTTGGACCAGCTTCCCGTTTCT 
CTCTTGTCTCCTGCCAAAAGATCT 

ACCCAAAGGATGGTGTCTCCTGTCCC 
AGTTGAAAAGGTTTCTACCTAGCT 

TGGTTGAATACGCAGGAACACCCACA 
GTACCCAGGGACTAATAAATAGCT 

TTAGGGCAGTGGAGAATCAGGGTGT 

ATCTAATAAATTCCTTCATGGAGCT 

GCAGATGTCTGCGTCATGGTTTATTA 

CTCCTGTGTTCGTTTCAAGGAGCT 

TGTCTGTATTTGGAGTCCAGTAGTAC 

ACTGAAAATAATCCCGTAAAAGCT 

CTCCCTTCCCACCATACACACACTCC 
CAGCTCAT7TTGATTCCTTTTCCT 

GGTGAAATTGACTGGGTTCCTCTCCC 
ACCTCTCTTTCCGTAGCAATTCCT 

ACTAATTCCCGTGTCTGGCCCTGAAC 
ATGAAGATATAATGGACGATCCCT 
TTAAAGGCTCAAACCTACCTCAGACA 
CTGCTCTACCCATCCCCATCCCCT 

CCCTTTGTGAGAAGAAGCAGGTTTCC 
TTTCCTATGGATTGATGTGACCCT 
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7706 db mining Hs.105105 AA419402 

7707 db mining Hs.123180 AA805419 

7708 db mining Hs.297396 BF515183 

7709 db mining Hs.334992 AI0B4211 

7710 db mining Hs.313273 AW295743 

7711 db mining Hs.319891 BF507631 

7712 db mining Hs.320422 BF512614 

7713 db mining Hs.319872 BF507414 

7714 db mining Hs.264120 A1523641 

7715 db mining Hs,105284 AA491263 

7716 db mining Hs.124376 AA831043 

7717 db mining Hs.309144 AI384035 

7718 db mining Hs.301325 BF514004 

7719 db mining Hs.319904 BF507742 

7720 db mining Hs.320092 AI392740 



Table 8 

2079198 m99a12.s1 cDNA, 3' end 

/c!one=IMAGE:7461 1 0 /clone_end=3' 

2874169 oc13g03.sf cDNA, 3' end 

/clone=IMAGE:1 340788 /done_end=3' 

11600450 Ul-H-BW1-anl-c-01-Q-U!.s1 cDNA, 3' 
end /done=IMAGE:3082728 
/clone_end=3' 
3422634 RST20881 cDNA 

6702379 UI-H~BW0-aiw-g-08-0-Ul.s1 cDNA, 3' 

end/clone=IMAGE:2730830 

/clone end=3' 
11590929 UI-H-BW1-ana-h-01-0-Ul.s2 cDNA, 3* 

end /done=IMAGE:3071856 

/cione_end=3' 
1 1 597793 U1-H-BW1 -amg-a-1 2-0-Ul.sl cDNA, 3* 

end /c!one=IMAGE:30S9622 

/done_end=3' 
1 1 590721 UI-H-BW1-amz-a-1 1 -0-Ut.s2 cDNA, 3' 

end /clone=IMAGE:3071 51 7 

/cione_end=3' 
4437776 601436078F1 cDNA, 5* end 

/cione=IMAGE:3921 1 87 /clone_end=5' 

2220436 aa49d04.s1 cDNA, 3' end 

/ctone=IMAGE:824263 /clone_end=3* 

2904142 oc58h02.s1 cDNA, 3' end 

/c1one=!MAGE:1353939 /clone_end=3' 

4196816 td05c02.x1 cDNA, 3' end 

/cione=!MAGE;2074754 /clone_end=3' 

11599183 UI-H-BWl-amv-e-04-0-Ul.s1 cDNA, 3' 

end /done=lMAGE:3071 31 1 

/clone_end=3' 
1 1 591 040 U1-H-BW1 -anc-f-02-0-Ul.s2 cDNA, 3' 

end /done=IMAGE:3072122 

/clone_end=3' 
4222287 tg23f02.x1 cDNA, 3' end 

/clone=IMAGE:21 09627 /done_end=3" 



7721 db mining Hs.313371 AW297578 6704214 

7722 db mining Hs.320444 BF512784 11597963 

7723 db mining Hs.320473 BF513155 11598334 

7724 db mining Hs.320419 BF512597 11597776 

7725 db mining Hs.320365 BF512157 11597260 

7726 db mining Hs.299471 BF513893 11599072 

7727 db mining Hs.313368 AW297544 6704180 

7728 db mining Hs. 1051 70 AA481410 2210962 

7729 db mining Hs.313251 AW295130 6701766 

7730 db mining Hs.297392 BF514201 11599380 

7731 db mining Hs.122417 AA761212 2810142 



UI-H-BWO-ajg-b-03-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2731708 
/donejend=3' 

UI-H-BW1-amm-M0-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:3070698 
/done_end=3' 

UI-H-BW1-amj-b-03-0-U!.s1 cDNA, 3' 
end /c!one=IMAGE:3070013 
/done_end=3* 

UI-H-BW1-amf-h-05-0-UU1 cDNA, 3' 
end /clone=IMAGE:3069921 
/c!one_end=3* 

Ul-H-BW1-ami-b-10-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3070026 
/done end=3' 

UI-H-BW1-amq-d-02-0-ULs1 cDNA, 3' 
end /clone=lMAGE:307Q874 
/done_end=3' 

UI-H-BWO-aja-g-01-0-UI.S1 cDNA, 3' 
end /clone=IMAGE:2731 200 
/clone_end=3 1 

zv02g12.s1 cDNA, 3' end 
/cione=IMAGE:746374 /clone_end=3' 

UI-H-BWO-ait-h-08-0-ULs1 cDNA, 3* 
end /done=lMAGE:2730495 
/clone_end=3' 

Ul-H-BW1-ani-d.05-0-UI.s1 cDNA, 3' 
end /done=!MAGE:3082401 
/clone__end=3 l 

nz20c03.s1 cDNA, 3' end 
/c!one=lMAGE:1288324 /clone end=3' 



7732 db mining Hs.297469 BF512785 



7733 db mining Hs.313275 AW295750 



1 1 597964 Ul-H-BW1-amm-h-1 1-0-Ul.sl cDNA, 3' 
end /done=IMAGE:3070700 
/c)one_end=3' 
6702386 UI-H-BW0-aiw-h-03-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:2730868 
/clone end=3' 
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TTCTAGCCATCACACAGATTCTTCCA 
CTTAATAAMTCCATCACCTACCT 
TCATTACTGTTGTGAAGGCTCTTCAA 
GAGAGAAAGATGAAGCTGAAACCT 

GCTGTCCGTGAAAGCACTCTGAAGTC 
AGGAAGTGAACTAAGAACTTTACT 

CTCCTGTAATCCCAGCACTGGAGCTT 
GCAGTGAGCCAAGATCATGCCACT 
TTGGTCACCACACCTGGGTGTCTGAA 
TGTCTTGTCCTTCTAAAGGTAACT 

GCAACAATTCTTTGGAAAGTGACTCT 
CTAGGGTGCGGAGAATGGTGTGAT 

TCATCTCTGTAGGTCTTCCTAATCCTA 
TGCGGAGCCAAATATAGACGGAT 

CTTTGTATTTCAAAGAAAGTAGCCCC 
TTGGCTCTGATATTAGTTGCAGAT 

TTTAGGAGCTGACCATACATGATGAG 
TGATACAGGCTGTACTTTGCTCAT 

ACTGGGATGAGATGAGATTCAAGGCA 
CTTTTGGAGGGTGTAGCTAGCCAT 
AGGCTGTTGCTGCACGGGCTTTTCAA 
AAGCGACTCATTATGAAGAAGAAT 

GCACTCCAGCCTGGGCAACAAGAGC 
GAAACTCTGCCTCCAATAAATAAAT 

CGGGCGGTGGCGGCTGCCTGGGAG 
AAGATGAATCTTTCATGAGTGATTTG 

GATGGAACTCAAGGTGCTTTACGCTT 
TCCTCAGTCTTACCAGGAGGCTTG 

ACCAACCCTATGGACMCTTGATCTT 
GAACTTCTAGCTTTCAGACCTGTG 

AATGTAGCTGACATTGGAGCCACCGC 
CCATAGAAGAAGGCTAAAACTGTG 

CTTCACTGACGATCTGAGACACTAGG 
CAGGTTGGAAAGGGTGGAGTGGTG 

GCCCCTGGTGGTTGGAAAAGTGTTCT 
GAATCCAATAAAAGGAAAGCGGTG 

CAACAGTGGCAAGAGTAGCCAGCCC 
ATAGGACGGAATGAAAATCAAGGTG 

CATCCTTAGATGCCAGTCTTCAGTTT 
GGGTATTTTCCTGCCTCCTCAGTG 

ACCAACAGTACCGTTATTGCCACCAC 
AAGTAAACCAGTCCCTCACTTCTG 

AGGCTAAATGAGAGCTTTCCTCCCCA 
GATAAAGGAAATTTTCCCTCCCTG 

AACTTCCAGAGGCAGGAGATTAGACA 
GGGATGACAGTTAAGGGGTTACTG 
ACCTCTTCGTTGTATTTTACCTTTCAC - 
TTACAAACAAGCTGATGCCACTG 



GATCAAAACAAGGTCCTTGACTTTTT 
GCAGGGGCAGCCTGGCAATCAATG 

CCTAAATGTTGTCCCTCAGAGATGCA 
CAGATGTATATGGGTAAGGAAATG 

CCAACCATAGTCATGAAGCTGCTTCT 
GTTCCCAATGCAATCCCATTGTGG 

GCTTTTCAATGCTTCCGAAACTGAGT 
GCTAACAGGGGCAATTAGTGCTGG 
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7734 db mining Hs.313173 AW293031 6699667 UI-H-BW0-aih-g-10-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:2729299 
/clone_end-3' 
1 1 597474 UI-H-BW1 -amb-e-03-0-Ul.s1 cDNA, 3' 
end fclone=lMAGE:3069389 
/clone_end=3' 
1 1 597843 UI-H-BWVamg-M>3-0-UI.s1 cDNA, 3' 
end /clone=IMAGE:3069844 
/clone_end=3' 
2880744 oa98b10.s1 cDNA, 3' end 

/c!one=IMAGE:1320283 /clone end=3' 



7735 db mining 

7736 db mining 

7737 db mining 

7738 db mining 

7739 db mining 

7740 db mining 

7741 db mining 

7742 db mining 

7743 db mining 

7744 db mining 

7745 db mining 

7746 db mining 

7747 db mining 

7748 db mining 

7749 db mining 

7750 db mining 

7751 db mining 

7752 db mining 

7753 db mining 

7754 db mining 

7755 db mining 

7756 db mining 

7757 db mining 

7758 db mining 

7759 db mining 

7760 db mining 



Hs.320386 BF512295 

Hs.320429 BF512654 

Hs. 123352 M811133 

Hs.320389 BF512323 

Hs.120563 AA741116 

Hs.320373 BF512098 



11597502 UI-H-BWl-amb-g-09-0-UU1 cDNA, 3' 
end /clone=IMAGE:3069497 
/clone end=3* 
2779708 nz04f08.s1 cDNA, 3' end 

/clone=1MAGE: 1286823 /clone end=3' 



Hs.320490 BF513327 11598506 



11597310 UI-H-BW1-ami.f-12-0-Ui.s1 cDNA, 3' 
end /clone=IMAGE:3070222 
/done end=3' 

UI-H-BWl-amk-a-07-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3069996 
/clone end=3' 

Hs.313290 AW296074 6702710 Ul-H-BW0-aiu-h-07-0-ULs1 cDNA, 3' 

end /clone=IMAGE:2730852 
/done_end-3* 
11597509 UI-H-BWl-amb-h-05-0-U!.s1 cDNA, 3' 
end /done=IMAGE:3069537 
/clone_end=3' 
1 1 590904 UI-H-BWVana-e-O2-0-Ul.s2 cDNA, 3' 
end /clone=IMAGE:3071714 
/clone_end=3' 
4153027 qz13a01.x1 cDNA, 3' end 

/clone=IMAGE:2021 352 /clone end=3' 



Hs.320390 BF512330 

Hs.297397 BF507606 

Hs.309256 A1373161 

HS.343303 BF513322 

HS.30187O BF507614 

Hs.300479 AW452510 

Hs.320387 BF512301 

Hs.122854 AA292626 

Hs.300483 AW453029 

Hs.335081 AI380942 

Hs.313822 AW452916 

Hs.309486 A1523959 

Hs.303926 AI034223 

Hs.313170 AW292942 



1 1 598501 UI-H-BW1-amk-a-02-0-Ul.s1 cDNA, 3' 
end /ctone=IMAGE:3069986 
/done^end-^ 
11590912 UI-H-BW1-ana-f-03-0-Ui.s2 cDNA, 3' 
end /clone=IMAGE:3071764 
/clone_end=3* 
6993286 UI-H-BW1-ame-a-12-0-ULs1 cDNA, 3' 
end /c(one=!MAGE:3069598 
/done_end=3* 
1 1 597480 UI-H-BW1 -amb-e-09«0-Ul.s1 cDNA, 3 1 
end /clone=IMAGE:3069401 
/clone_end=3' 
1 94061 1 zs57h08.r1 cDNA, 5' end 

/done=!MAGE:701631 /clone_end=5' 
6993805 UI-H-BW -ama-c-1 0-0-UU1 cDNA, 3' 
end /cfone=IMAGE:3069306 
/clone_end=3* 
41 90807 tg1 8c08,x1 cDNA, 3* end 

/c!one={MAGE:2109134 /done_end=3' 

6993692 Ul-M-BW1-amd-b-02-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:306926? 
/clone end=3* 

4438094 tg93f09.x1 cDNA, 3' end 

/clone=lMAGE:2116841 /done_end=3' 

3422646 oy72g05.x1 cDNA, 3* end 

/c!one=IMAGE:1671416 /clone end=3' 



6699578 UI-H-BWO-aig-M 1 -0-UI.S1 cDNA, 3 l 
end /clone=]MAGE:2729252 
/clone_end=3* 

Hs.313795 AW452553 6993329 UI-H-BW1-ame-e-11-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:3089788 
/ctone_end=3' 
1 1 590865 UJ-H-BWl-amr-h-08-0-UI.Sl cDNA, 3' 
end /ctone=tMAGE:3071079 
/clone_end=3' 
1 1 598366 Uf-H-BW1-amj-e-02-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3070155 
/clone_end=3' 
6993776 UI-H-BW1 -ama-a-05-0-UU1 cDNA, 3* 
end /clone=IMAGE:3069200 
/clone_end=3' 



Hs.319883 BF507567 
HS.320476 BF513187 
Hs.313828 AW453000 
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AGTTCTTGTAACAGTTAAAACTTTCTT 
GCCAGCTCTCAGGTTATCACTGG 

GTGTGTAAATGAGTGTCAGATCTTTT 
CTTGAAAACAGGTTTGGATTGGGG 

AGGGTCCACAAGGAGAATATTTTCTT 
AAAGTAACTCCCTGATTTGCGGGG 

GCTCCCCTATGCCTGTGTAGCAGAAT 
CTAAAAGATAATCATGTGAACGGG 

TTGTCTTGTTTCTTTTATCTCCCCTAT 
GTTTCATCTTAGTGCAGGCAGGG 

ACAGTTGCCTTTGAGATTCCTGTATTT 
CTGCATGAATAAATCCATAAGGG 

GTCCTTGGAAGGTAACACTTGTGATT 
GGAACCACTCTTCAAGCTGAACGG 

ATTCATTCATTCATTCAACAAGCACTT 
AAAAACAATGCCTGTGTGCCAGG 

CACACCCAGCCCCATTCACAAAGGAC 
TATAAAATCTACACCCCAGTCACG 

GGCATAGTAGTGCTAAACAGAGGTG 
GAAGTAGTGAAGGGAGTTTTGAACG 

CTAGTCCTGCCCCCACCTCCCCAAGT 
ATTACCCCTCCTAAGTCCTGCTAG 

AGATAAGCAGGATAAACAAGACAGGT 
TGGATTGTGATCAGCTCTATGGAG 

GATGGCTAGGACAAGATGATTTACAA 
GAGCGTGGCGGGAGGGACGGCGAG 

CCGTGTCTGGATTGTGTGTCTTACTT 
CTAAAGGTGCACATACTTCATAAG 

GTATCTCTGCACCTCACTACTACCCT 
TCACTCCTTGGAGACCTGGGCAAG 

AACACACCACCAAACATTCTTCCCAT 
CCTTCTTCACCAACCAGCTACAAG 

ACAATTGGAGTTGGGGCTGTCACCAC 
CTGAAGTGTGTCAACCACAGAAAG 
TTAGGGCAAAAGTCCTAGTGGCGGC 
AG CTTTCTTGTCTAGACCCTGGTTC 

AGTGATGCTTGCCTTTTCGCTTTCCT 
AAAGATGTCATTTGAAAACAAGTC 

CCCAGCTTCATTAATGTGAATGGTGG 
CAGACACCTCTAGCTATAGAGCTC 

GAGCCAAGATTGGGCCACTGCACTC 
CAGCCTGGGTGACAGAGTGAGACTC 

GAGCCGAGATTGCATCACTGCACTCC 
AGCCTGGTCAACAGAGCGAGACTC 

TTCAGTCATGCAGCAACATCCGCTTA 
ATGCCTCCTAAGTGCAGAACACTC 

GGTCCTCTTCTCTCTACTCTCCCTAG 
TAACTAACCACCAAAGCCTAAATC 

TTGTTTGTTTGTTTATTTATTTATTTTG 
AGGCAGCGTCTTGCTCTGTTGC 

TGCCATCTTTACATCTAATCAAGAGG 
TAGAGCTTCCCCTGGTGTTCCTGC 

TGCTCTGCTCTTCCCAAATCAAGGAA 
TGTAGATCTTGCTAACAGAACTGC 
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7761 db mining 

7762 db mining 

7763 db mining 

7764 db mining 

7765 db mining 

7766 db mining 

7767 db mining 

7768 db mining 

7769 db mining 

7770 db mining 

7771 db mining 

7772 db mining 

7773 db mining 

7774 db mining 

7775 db mining 

7776 db mining 

7777 db mining 

7778 db mining 

7779 db mining 

7780 db mining 

7781 db mining 

7782 db mining 

7783 db mining 

7784 db mining 

7785 db mining 

7786 db mining 

7787 db mining 



Hs. 120251 AA731386 

Hs.313392 AW297908 

Hs.343320 BF512697 

Hs.304176 AI540182 

Hs.320425 BF512629 

HS.313236 AW294711 

Hs.313379 AW297666 

Hs.123341 AA810927 

Hs.313208 AW293991 

Hs. 123344 AA811024 

Hs.320450 BF512839 

Hs.313369 AW297549 

Hs.297527 BF515924 

Hs.297513 BF515498 

Hs.105218 AA488881 

Hs.309447 A1492062 

Hs.309483 AI523758 

Hs.343333 BF515310 

Hs.309687 AI401187 

Hs.314730 A1523958 

Hs.313337 AW297D06 

Hs.1 16455 AA649141 

Hs.1 2331 3 AA810089 

Hs.319868 BF507353 

Hs.1 23342 AA811005 

Hs.313288 AW296061 

Hs.308998 AI356553 



Table 8 

2753542 nz86f07.s1 cDNA, 3' end 

/clone=IMAGE:1 302373 /done_end=3' 

6704544 UI-H-BWO-ajn-a-04-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE;2732Q71 

/clone end=3* 
1 1597876 UI-H-BW1-amm-a-02-0-Ul.s1 cDNA. 3' 

end /clone=IMAGE:3070346 

/done_end=3' 
4457555 td10f04.x1 cDNA, 3' end 

/done=JMAGE:2075263 /done_end=3' 

11597808 UI-H-BW1-amg-c-03-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE;3069700 

/clone end-3' 
6701347 UI-H-BWO-aim-b-12-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:2729806 

/done_end=3' 
6704302 UI-H-BWO-ajh-c-02-O-Ul.sl cDNA, 3' 

end /clone=IMAGE:2731755 

/done_end=3' 
2880538 oa77d07.s1 cDNA, 3' end 

/done=IMAGE:1318285 /clone_end=3' 

6700627 Ul-H-BWO-aik-h-08-0.Ui.s1 cDNA, 3* 
end /clone=lMAGE:2729726 
/done_end=3* 

2880635 oa82g05.s1 cDNA, 3' end 

/clone=IMAGE; 131 8808 /done_end=3' 

11598018 UI-H-BW1-amu-e-10-0-UU1 cDNA,3' 

end /clone=IMAGE:3071322 

/done_end=3* 
6704185 UI-H-BW0-aja-g-O8-O-Ul.s1 cDNA, 3' 

end /done=IMAGE:2731214 

/done_end=3' 
1 1601 103 UI-H-BW1-aoa-e-01-0-Ul.s1 cDNA, 3' 

end /done=IMAGE:3084001 

/clone_end=3' 
1 1600677 Ul-H-BWl-ann-g-04-O-Ul.s1 cDNA, 3' 

end /clone=IMAGE:3082950 

/done_end=3* 
2218483 aa55f06.s1 cDNA, 3' end 

/clone=JMAGE:624867 /clone_end=3* 
4393065 tg12a11.x1 CDNA, 3' end 

/done=IMAGE:21 08540 /done^end^' 

4437893 tg94e10.x1 cDNA, 3 1 end 

/done=lMAGE:21 1 6458 /donej5nd-3* 

11600412 UI-H-BW1-ank-g-09-0-Ui.s1 cDNA, 3' 
end /clone=lMAGE:3082577 
/done_end=3' 
4244274 tg26h10.x1 cDNA, 3' end 

/done=IMAGE:21 09955 /clone^end^ 

4436093 tg9Bf08.x1 cDNA, 3' end 

/c!one=IMAGE:21 16839 /clone_end=3' 

6703642 UI-H-BW0-ajf-C-09-0-ULs1 cDNA, 3' 
end /done=lMAGE:2731409 
/done_end=3' 

2575570 ns32g12.s1 cDNA, 3* end 

/clone=IMAGE:1 185382 /clone_end=3' 

2879495 0d12fl2.s1 cDNA, 3* end 

/done=IMAGE:1 367759 /clone_end=3' 

1 1590660 Ui-H-BW1-amx.c-04-0-UI.s1 cDNA, 3' 
end /clone=JMAGE:3071239 
/clone_end=3' 
288061 6 aa73g 1 1 .s1 cDNA, 3' end 

/done=IMAGE:1317956 /clone_end=3' 

6702697 Ul-H-BW0-aiu-g-06-0-Ul.s1 cDNA, 3" 
end /clone=!MAGE:2730802 
/clone_end=3* 

4108174 qz27h12.x1 cDNA, 3* end 

/clone=lMAGE:20281 67 /clone end=3' 
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TGGCACCAACTTACACTTCCAGAAGA 
GAGTGGTTCAGGAAATTACTATGC 

AACTTTGGGAAGTGAGACTCTGTCTT 
GGGTTTTTGATAATAAATGTGGGC 

CCGAGAAAGTACGGCTGGAGCGGAC 
TGGGGAGACGGAAATATTGAGTCGC 

CGAAGAAAGAATTGGATGCAGAATTG 
TTGCCTAACCTGGGTGACAAGAGC 

AGTGCCTGTGATTCCACCCCCTTACC 
TCCCACTCAAGTGACAATGTAAGC 

AGAAAGTTAGGAGTCGGCAACCTTAA 
GGAGGAGTTTCCTATCATCTCTCC 

TGTCACAAAGATGAAGCAAGGTGGCT 
CAGGGAACGTGCTCAGAAACCTCC 

GCAAAGTGAAAGTTTTCCCTTTGGCC 
CTAAAATATGAAAGCAAAGCATCC 

CCCTGTCCATCTTTTCCTGTTCCTATC 
CAGCCTTCCCTCTCCI I I I IGCC 

CCACGGAGGGCTCCCCATCTAAAGG 
GAGTTTAATAAACAAAGGAATGGCC 

CAATTGGTACATTCTCGGCAAACCCT 
TGCCCACAATTTCCTCAGGAAGCC 



AGGGTGTCCCTGTGA I I I I lAAATTC 
ACTATCTAGCTGTCCCTATCCCCC 

CTTATATTATGTTTTCTCTGTGACAAG 
CACCTCACCTCCCAACCCACCCC 

GAGAATTCAAATTAAATGCAGAGTCC 
TAGGCCCACCCTGGCATACCACCC 

ACAACCAATGCCTCACACTTAAGCTC 
CTAGAAGTCACTAGGGACCAGACC 
GCCCTCACCAGAATTCAATCATGCTG 
GCACCTTATCTTGGACTTTCAACC 

AGGGTAAGAGTTCCAGACCTGACTG 
GACAATAAAGTGAGACTGTCTCTAC 

CTCCGTCTGCCGCCTCCGTAGCCAC 
AGCGACTTTGGAAGTGATATTTGAC 

CCCTGGAGAAGGAGGGTGATTTATTT 
TCAAC TTTCTG ATTTACCAC CG AC 

GATTGTTTGAGCCTGGGAGTTCCACA 
CCAGCCTGGGCTACATAGGGAGAC 

CTGCTCTAGACTGAGCACAGCCACTG 
ACAGGTGACCTTCAGAATCCTCAC 

ACCCCTGCTTTACTGTGACAGACATA 
TAGTTTGTCATACATAAAACCCAC 

ACCTAACAGAAATTTGGATTCGGGTT 
GTCTAAATACACCCTGGTGGGTTA 

GCCTTTCCCACCAACAGTTTATGTGA 
TTCCCTGCCCTACCCTTACCATTA 

TCCCATTGCATGTCCCGTATATTGAA 
AGCTGCCTCTACTTCTCTCTGGTA 

GGCAGGGGATGAACCAGATAATTTCC 
AGCCCTTCTTGGTAGCTCTTCGTA 

GCTTAGGAGTTTGGGACCAGCCTGG 
GTAACATAGTGAAACCCTGTCTCTA 
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Table 8 



7783 db mining 

7789 db mining 

7790 db mining 

7791 db mining 

7792 db mining 

7793 db mining 

7794 db mining 

7795 db mining 

7796 db mining 

7797 db mining 

7798 db mining 

7799 db mining 

7800 db mining 

7801 db mining 

7802 db mining 

7803 db mining 

7804 db mining 

7805 db mining 

7806 db mining 

7807 db mining 

7808 db mining 

7809 db mining 

7810 db mining 

7811 db mining 

7812 db mining 

7813 db mining 

7814 db mining 

7815 db mining 



HS.313328 AW296796 6703432 UI-H-BWO-ajb-e-06-0-ULs1 cDNA, 3' 

end /clone=tMAGE:2731115 
/clone__end=3' 

Hs.320462 BF512986 11598165 UI-H-BW1-amh-c-05-0-UI.Sl cDNA. 3' 

end /clone=IMAGE:3069707 
/done_end=3' 

Hs.297514 BF516300 11601479 Ul-H-BW1-anz-e-06-0-Ul.s1 cDNA, 3' 

end /c!one=IMAGE:3084010 
/clone_end=3* 
2903749 oc52g02.Sl cDNA, 3' end 

/clone=IMAGE:l 353362 /done_end=3' 



Hs.124358 AA830650 



Hs.313345 AW297163 6703789 UI-H-BWO-ajd-a-04-0-Ul.s1 cDNA, 3' 

end /done=IMAGE:2731279 
/clone_end=3* 

Hs.320484 BF513246 11598425 UI-H-BW1-amo-b-06-0-Ul.s1 cDNA, 3' 

end /clone=IMAGE:3070426 
/clone_end=3" 
2209708 zu98g04.s1 cDNA, 3* end 

/clone=rMAGE:746070 /clone_end=3' 
1813155 zr92a06.s1 cDNA, 3' end 

/clone=IMAGE:683122 /done_end=3' 
2737236 nz67a01 .s1 cDNA, 3' end 

/clone=IMAGE; 1300488 /clone_end=3' 



Hs.105130 AA482030 
Hs.104176 AA214530 
HS.121118 AA721101 



Hs.313313 AW296455 
Hs.335116 AI524072 
Hs.309130 AI382229 



6703091 UI«H-BWO-aiq-c-05-0-Ul.s1 cDNA, 3' 
end /clone=lMAGE:2730224 
/clone_end=3 > 

4438207 th01dO7jc1 CDNA, 3* end 

/done=IMAGE:21 17005 /c!one_end=3' 

41 9501 0 td04dD4 J(1 CDNA, 3' end 

/done=IMAGE:2074663 /clone end=3' 



Hs.297504 BF514819 11599998 Ul-H-BW1-anj-b-10-0-UI.Sl cDNA, 3' 

end /clone=IMAGE:3082338 
/done_end=3' 

Hs.297473 BF513074 11598253 UJ-H-BW1-amn-C-03-D-ULs1 cDNA, 3' 

end /clone=lMAGE:3070445 
/done_end=3' 

Hs.313168 AW292924 6699560 UI-H-BWO-aig-d-05-O-UI.Sl cDNA, 3' 

end/done=(MAGE:2729144 
/done_end=3' 

Hs.319885 BF507583 11590881 UI-H-BW1-ana-b-03-0-Ul.s2 cDNA, 3' 

end /done=tMAGE:3071 572 
/done_end=3' 

Hs.320411 BF512514 11597693 UI~H-BW1-amc-h-1Q-0-ULs1 cDNA, 3' 

end /c(one=lMAGE:306957O 
/done_end=3' 
2583484 ns40b05.s1 cDNA, 3* end 

/done=IMAGE:1 186065 /clone end=3' 



HS.1 16501 AA651832 



Hs.320433 BF512719 11597898 UI-H-BW1-amm-C-01-0-Ul.s1 cDNA, 3' 

end /cbne=)MAGE:3070440 
/clone_end=3' 

Hs.319888 BF507612 11590910 UI-H-BW1-ana-e-12-0-ULs2 cDNA, 3' 

end /cbne=!MAGE:3071734 
/ctone_end=3' 

Hs.250726 AW298545 6705181 UI-H-BW0-ajm-g.O1-O-UI.Sl cDNA, 3' 

end /done=lMAGE:2732352 
/clone__end=3' 

Hs.120738 AA749236 2789194 nx99c09.s1 cDNA, 3 r end 

/clone=IMAGE:1270384 /clone_end=3' 

Hs.320404 BF512350 11597616 UI-B-BW1-amc-b-01-0-Ul.Sl cDNA, 3' 

■ end /ctone=IMAGE:3069264 
/clone_end=3' 

Hs.319880 BF50751O 11590808 UI-H-BW1-amr-c-04-0-ULs1 cDNA, 3' 

end /clone=IMAGE:3070831 
/clone_end=3' 

Hs.320371 BF512091 11597303 Ul-H-BWl-ami-f-05-0-UI.$1 cDNA, 3' 

end /done=IMAGE:3070208 
/clone_end=3 r 

Hs.307837 A1052783 3308774 oy78h09.x1 cDNA, 3' end 

/ctone=lMAGE:1672001 /done end=3' 



Hs. 124383 AA831706 



Hs. 123304 AA809672 



2904805 oc85b04.s1 cDNA, 3' end 

/c!one=!MAGE: 1 356463 /clone_end=3 t 

2879078 nz99b08.s1 cDNA, 3* end 

/clone=IMAGE:1 303575 /done end=3' 



1 TTGCAGCTATTTTCAAGTTGTAAGAAA 
TGAACTTGCAACACATAGGGCTA 

1 TCTCTTGCCACAGGGATTTCCTCCAA 
GCTGGAATCACCATTTCCTTCCTA 

1 CCCACCCACCAGTAGGTTGTGATTCA 
ACTGAACCATTTCAGGAGCACCTA 

1 GAACCCAGCTAAGCCACACCCAGATT 
CTGACCCAGGGATACTCTGAAATA 

1 GTGTGTGCTGGCGTGCCTTATAGGT 
GTGCGTGTTTCCCTGTCAGTnTGA 

1 AGGAAAACTCAGAAATAATTTCTGCC 
CCCTGGATTCTCTAAGATTTGTGA 

1 GTGGAAAGAATCCTACAACGAACACT 
ATTAAAGTCTGCACCTAGATCTGA 

1 GGCCTAGGTTCCAGCATTCAGTCATC 
AAGTCTTGTTACAGAAATAAATGA 

1 CCCCATTTGGAGTCTAGTCAAAACAG 
CAGCTTCTTTGAGTTACCATTGGA 

1 AAGGCTTGTAACTGTAGGCCCTTGTA 
CTACACTGTGCTATACCTGGTAGA 

1 CACTTTGGGAGGCAGAGGTGAGCAG 
ATCACTTGAGGCCAGGAGTTTGAGA 

1 GGATCACTTGAAGCCAGCAGTTTGAG 
ACCAGCCTGGGCAATAAAATGAGA 

1 TCAGTTGTGATGGGATTTCTTGATGG 
ATGAGATGTGTCGTGTGACAGAGA 

1 CCTCCTAGMCTGGAACCAAGACTGC 
TCCATCAGAGTTAAAGGTGTAAGA 

1 GCTCACCCTTGCACCTCCTTCCCAAA 
TCTGCTGTCACATTTTCTCAAAGA 

1 TTCCTGTCTCCATGTTGTGGTCAAGA 
TTGCCATTTGCTTCCTGAGTTTCA 

1 CTGGTTCTAGTGCAGTCTCCTCACTT 
TCCTGGTGTTTGGTTTATCTTTCA 

1 TGACATGATTACCTGACTGATGTTTC 
TCCTCCATTAGACTGAATGCTTCA 

1 TGGCAAAAAGCCTAACACTGACTCAT 
CCCATTCTATCAGCACAAACTTCA 

1 GTTTACAAGGGATACTAGTTCCTGGA 
GGGACGAAGGAGGCTCTGTTTGCA 

1 TCCTCAACTCGGAGATTCCTGTATGG 
AGAGAATCAATTTCTATATTTGCA 

1 ACATTTCTTAGGTGTGTAGTGGTGAA 
GGAAAATAGTGGAAGATGTCTGCA 

1 TCAGGAGGCTTGAAAAGACTCAAGGT 
TTCTACACTATGGGAAATAAGGCA 

1 GTTTTCACTTGTGATACTAACTATTGT 
TTTTCTCCCCCATGCCAAGAGCA 

1 AGCCAAGGGAGCATATTATTCTCTTA 
TTTTAAACCTCTCCGTAGGCAGCA 

1 AGAAGGACCCCTGGTTGAGAACCAC 
GGTTGTATAGAAAGGAATTGAAGCA 

1 TTGACTGCCATAGCCAAGAGTTAATA 
TAGTTG C GTTTTCTTAA G GAAG CA 

1 CTTACTGTGCTTTTAGGTTTTGTTGCT 
TTCTGTCTGTATGGTATGTTCCA 
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7816 db mining Hs.123368 AA811539 

7817 db mining Hs.313176 AW293164 

7818 db mining Hs.313171 AW292976 

7819 db mining Hs.343308 BF508886 

7820 db mining Hs.320468 BF513104 

7821 db mining Hs.120585 AA743221 



7833 db mining 

7834 db mining 

7835 db mining 

7836 db mining 

7837 db mining 



7839 db mining 

7840 db mining 

7841 db mining 

7842 db mining 

7843 db mining 



Table 8 

2881 150 Ob45d08.s1 cDNA, 3' end 

/clone=IMAGE:1334319 /clone_end=3' 

6699800 UI-H-BW0-aii-c-O1-0-Ut.s1 cDNA, 3' 

end /clone=IMAGE:2729448 

/cione_end=3* 
6699612 UI-H-BW0-aih-b-08-0-Ut.s1 cDNA, 3' 

end /clone=lMAGE:2729055 

/done_end=3' 
1 1 5921 84 Ul-H-BI4-aos-a-03-0-UKs1 cDNA, 3' 

end /clone=IMAGE:3085732 

/done_end=3 r 
11598283 Ul-H-BW1-amn-e-10-0-UI.s1 cDNA, 3* 

end /done=IMAGE:3070555 

/done_end=3' 
2782727 ny21c06.s1 cDNA, 3' end 

/clone=!MAGE:1272394 /clone_end=3' 



7822 dbmining Hs.297468 BF513126 11598305 UI-H-BW1-amn-g-09-0-UI.s1 cDNA, 3' 

end /clone=IMAGE:3070649 
/done_end=3' 
6700568 UJ-H-BWO-aik-b-02-O-UI.Sl cDNA, 3* 
end /clone=IMAGE:2729426 
/done_end=3' 
11600825 UI-H-BW1-anu-d-06-0-Ul.s1 cDNA, 3' 
end /clone=IMAGE:3083555 
/done_end=3' 

7825 dbmining Hs.319906 BF507755 11591053 UI-H-BW1-anc-g-07-0-ULs2 cDNA, 3' 

end /clone=IMAGE:3072180 
/done end=3' 

UI-H.BW1-amn-a-06-0-UI.s1 cDNA, 3' 
end /done=IMAGE:3070355 
/done_end=3' 

7827 dbmining Hs.320430 BF512667 11597846 UI-H-BW1-amg-f-06-0-Ul.s1 CDNA, 3' 

end /clone=!MAGE:3069850 
/done_end=3' 

7828 dbmining Hs.120718 AA748539 2788497 ny05h12.s1 cDNA, 3* end 

/done=IMAGE:1270919/done end=3' 



7823 dbmining Hs.313205 AW293932 

7824 dbmining Hs.343329 BF515646 



7826 dbmining Hs.320465 BF513053 11598232 



7829 dbmining Hs.320472 BF513154 

7830 dbmining Hs.319899 BF507695 

7831 dbmining Hs.124932 AA825273 

7832 dbmining Hs.313354 AW297303 



Hs.127178 AA938725 



11598333 UI-H-BW1-amj-b-02-0-ULs1 cDNA, 3' 

end /clone=IMAGE:307001 1 

/clone end=3* 
1 1 590993 UI-H-BW1-anb-h-05-0-Ul.s2 cDNA, 3' 

end/clone=lMAGE:3071865 

/done_end=3' 
2898575 oc67a02.s1 cDNA, 3' end 

/done=IMAGE: 1354730 /done_end=3' 

6703944 UI-H-BW0-aji-h-03-O-UU1 cDNA, 3' 
end /done=!MAGE:2732020 
/done_end=3' 

3096753 oc10g07.s1 cDNA, 3* end 

/done=IMAGE: 1340508 /done end=3' 



HS.320445 BF512786 11597965 

Hs.319902 BF507708 11591006 

HS.1 04348 AA251338 1886301 

Hs.320442 BF512761 11597940 



7838 dbmining Hs.320470 BF513152 11598331 



Hs.300359 BF516423 11601602 



Hs.309152 AI392970 



Hs.122448 AA761767 



Hs.319874 BFS07452 



Hs.104177 AA214542 



4222517 



Ui-H-BW1-amnvh-12-0-Ut.s1 cDNA, 3' 
end /clone=IMAGE:3070702 
/cIone_end=3' 

UI-H-BWl-anc-b-02-0-Ui.s2 cDNA, 3' 
end/clone=lMAGE:307l930 
/done_end=3' 
zs08a06.s1 cDNA, 3' end 
/done=(MAGE:684562 /done_end=3' 
UI-H-BW1-amm-f-08-0-Ul.s1 cDNA, 3* 
end /clone=!MAGE:3070598 
/done_end=3' 

UI-H-BW1-amj-a-12-0-Ul.s1 cDNA, 3' 
end /done=IMAGE:3069983 
/clone - end=3' 

UI-H-BW1-aob-h-05-0-Ul.s1 cDNA, 3' 
end /done=MMAGE:3084512 
/done_end=3' 
tg22d05.x1 cDNA, 3' end 
/c!one=!MAGE2109513/done end=3' 



2810697 nz31e08.s1 cDNA, 3* end 

/clone=!MAGE:12894l4 /doneend=3' 

11590750 UI-H-BW1-amz-e-06-0-Ul.s2 cDNA, 3' 
end /clone=IMAGE:307l699 
/done_end=3' 
1 81 31 67 zr92b09.s1 cDN A, 3' end 

/clone=IMAGE:683129/c!one end=3' 
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TGCAGTTAGGAGTGTGGACACTCTGC 
CCATCTCCATTGAATTAAATTCCA 

ACTTGGGTTCTATCCCCACGATAACT 
TGTTATGTATATGCCAATATCCCA 

AGCTAGAAAATGTCCC I I I nCTTCTT 
TGGAGGTCTTTAACCAAGGCCCA 

ATCACCAATCTTATTTAGCACTGTGG 
ATGCCGTTTTGCAAATGTCACCCA 

TGACTTAAGGTTGGAATATCTCCTAC 
TACTCCCCTGTCCTCCTTGGACCA 

TGTGGTTTGCAATGGTTTACTGATGA 
GACAGCAAAAATGAGACAGGACCA 

TGGCGAGCCAGTCTCTGGATGGGAT 
TCTGATCAACAGAAGTTCTCATACA 

TGCCCATCCTTTGCTG I I I I ICTCTTT 
CAGTCATGGCCTATTTGGAGACA 

CTCAACCTTGGCCCTAAACTAACAGT 
GACAGGGAGTTCCCCAGCCTCACA 

TCCTGACCGTTGACAGAGAGCTTTTA 
CAGAAGTCTTAGGCAGTACACACA 

AGTGTGTGGCACCCAGGGATCACTG 
TATGAGAATTTCCTGAACAACAACA 

GCTGTAAGTCCCTTCCTTACTCATCT 
TCCCTCTCAAATACAACAACAACA 

GCCAGTTGGCACCATTTATGAAACAC 
ACCACCTTGTAACCACTGAATTAA 

TCAACCTAGCACAGTGCCTGGCTGAT 
AGGTGTTGAATATTTCCACTCTAA 

GCAACCCTCTGCCCCTGCAAAGAGAT 
ATTGTGACAMGATATTCACTGAA 

TAACATTCCTGGCACAGTCCCTGGCA 
TAGGGTAGATAATAAATGGTGGAA 

TCTCTAACCATCAAGGAAGGTCAAGG 
GCCATGTATCTCTTTTAGGGAGAA 

TTCCACAAACTCAGGTGTGCAAGAAA 
CAATGGATTACTTTATTTTCAGAA 

CAGGAGTTTGAGACCAGCCTGGGCA 
ACATAGTAAGTCTCCATCTCTTCAA 

TCCCTAGTCCTGGAGACTCGG GAACT 
AAAACAATCAATTCCCCTGAGCAA 

TCCTCTTCATTGGAGACCCCTCCCTG 
TCACAGCACAATGTGGGTAATAAA 
CAGAACAAGGCCCACAGTGTGAAAG 
GTGCTGCTGAACAAAGATAAATAAA 

GAGTCAGCAACACTGGTCCTCTTGCC 
TTGGTTGATGCTTTTGAACTGAAA 

TAAGGATGTATCCCTATGGGCAGGAA 
ACCCAATTCTAAGAAACTTACAAA 

GCCACTGCACTCCAGCCTGGGCAAC 
AGAGCGAGACCTTGACTCTTTAAAA 

CACAACACCCAAAAGGCTGCATTGCA 
TAACATGTATTTGTTGAATGAAAA 

GGGGTCCTTGCTCACAGAGCTCCCA 
AGATGGTGGTGGGCCACTTCCAAAA 

TCCCTCTATAGGTAAAAGACCTGTTT 
GTCTGAAATGTGTGGAACCTGTCT 
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7844 db mining 

7845 db mining 

7846 db mining 

7847 db mining 

7848 db mining 

7849 db mining 

7850 db mining 

7851 db mining 

7852 db mining 

7853 db mining 

7854 db mining 

7855 db mining 

7856 db mining 

7857 db mining 

7858 db mining 

7859 db mining 

7860 db mining 

7861 db mining 

7862 db mining 

7863 db mining 

7864 db mining 
7855 db mining 

7866 db mining 

7867 db mining 

7868 db mining 

7869 db mining 

7870 db mining 

7871 db mining 



HS.104182 AA5214Q5 

Hs.255522 AW296182 

HS.1 24926 AA765668 

Hs.320388 BF512314 

Hs.123161 M807319 

Hs. 120608 AA743877 

Hs. 120554 AA741010 

Hs.330148 BE676227 

Hs.120259 AA731522 

Hs.124333 M829233 

Hs.124281 AA825840 

Hs.120716 AA748500 

Hs.320428 BF512663 

Hs. 123593 AA814828 

Hs.120214 AA730985 

Hs.123365 AA811469 

Hs.127156 AA938155 

HS.320486 BF513276 

Hs.343330 BF514718 

Hs.123584 AA814349 

Hs.123376 AA811751 

Hs.122860 AA766374 

Hs.105268 AA490812 

Hs.297465 BF512677 

Hs.127167 AA938326 

Hs.123361 AA811359 

Hs.1 05282 AA491247 

Hs.320385 BF512292 



Table 8 

2261948 aa68cQ6.s1 cDNA, 3* end 1 
/ctone=IMAGE:826090 /c!one_end=3' 

6702818 UI-H-Bf2-aia-c-01-0-ULs1 cDNA, 3' end 1 
/c!one=IMAGE:2728680 /clone_end=3' 

2816906 oa04f02.s1 cDNA, 3' end 1 
fclone=lMAGE:1 303995 /done _end=3' 

11597493 UI-H-BW1-amb-f-11-0-Ul.s1 cDNA, 3' 1 
end /clone=IMAGE:3069453 
/c!one_end=3' 

2876895 OC38b01.Sl cDNA, 3' end 1 
/done=lMAGE:1351945 /clone_end=3' 

2783228 ny25b04.s1 cDNA, 3' end 1 
/cione=IMAGE:1272751 /cione_end=3 t 

2779602 ny99a10.slcDNA,3'end 1 
/done=lMAGE:1 286394 fclone_end=3' 

10036768 xm80f05.x1 cDNA, 3* end 1 
/c!one=IMAGE:2690529 /clone_end=3' 

2753678 nw59h09.s1 cDNA, 3' end 1 
/clone=IMAGE:1 250945 /cfone_end=3' 

2902332 od05a10.5l cDNA, 3' end 1 
/clone=!MAGE:1358298 /clone_end=3' 

2899152 Od59d02.s1 cDNA, 3' end 1 1 
/clone=IMAGE:1 372227 /done_end=3' 

2788458 ny01h10.s1 cDNA, 3 1 end 1 
/clone-IMAGE: 1 270531 /done_end=3* 

11597842 UI-H-BW1-amg-f-02-0-Ul.s1 cDNA, 3' 1 
end /c)one=lMAGE:3069842 
/clone_end=3' 
2884424 ob73d07.s1 cDNA, 3' end 1 
/done-IMAGE: 1 337005 /clone_end=3 r 

2752189 nw67a04.s1 cDNA, 3' end 1 
ycbne=IMAGE: 1251 630 /ctone_end=3* 

2881080 ob83dls1 cDNA, 3' end 1 
/cione=IMAGE:1 337972 /c!one_end=3' 

3096266 oc10a09.s1 cDNA, 3' end 1 
/clone=lMAGE-1 340440 /clonej:^? 

11598455 UI-H-BW1-amo-e-Q1-0-Ul.s1 cDNA, 3" 1 
end /done=IMAGE: 3070560 
/c!one_end=3' 

11599897 UI-H-BWl-ans-a-12-0-Ul.s1 cDNA, 3* 1 
end /done=IMAGE:3083063 
/clone jsnd=3' 

2883945 nz06h06.s1 cDNA, 3* end 1 
/c!one=IMAGE:1 287035 /clone_end=3' 

2881362 ob80e12.s1 cDNA, 3' end 1 
/clone=IMAGE:1 33771 0 /clone_end=3 l 

2817612 oa36b03.s1 cDNA, 3' end 1 
/clone=IMAGE:1 307021 /clonej3nd=3' 

2219985 aa49e05.s1 cDNA, 3' end 1 

/clone=IMAGE:824288 /clone_end=3' 
11597856 UUH-BW1-amg-g-04-0-Ul.s1 cDNA, 3' 1 
end /clone=IMAGE:3069894 
/clone_end=3' 
3096437 OCl1c08.s1cDNA,3 r end 1 
/c!one=IMAGE:l340558 /clone_end=3' 

2880970 ob82a07.s1 CDNA, 3' end 1 
/clone=IMAGE:l337844 /clone_end=3' 

2220420 aa49b01.s1 cDNA, 3' end 1 

/clone=lMAGE:824233 /done_end=3' 
11597471 UI-H-BW1-amb-d-12-0.UI.s1 cDNA, 3' 1 
end /clone=IMAGE:3069359 
/done_end=3' 
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gctgccgtgtcttttg gc attttcag 
catgactatatgtttttgtaatgt 
ccgaaggcccgtgtggcgcttctcc 
tattctgtagagtggtagtttgttt 

aaagaggtaaacgcaagttctctctt 
gtaggtcgggctacaggtgacttt 

tggttctcagcctgggtgaacagag 
aaggggtctaatttggtcttttgtt 

tgttcttggcaccctgcactgtcagg 
ctatatcatttctgtttgtttctt 

tctcattttcttttcctagctgtgatg 
caaagtgtcagtggtcccatctt 

tgtccaaccttccttttgctacaaac 
aaagaatgcctagggattcaactt 

caagtggccttggtgtttaaatcttg 
c cctaaattgtaactc acatgatt 

accaaccagtggtgtgctggagctg 
tctcatactatcttgagagtccatt 

agcacttgctttgttccagacattgt 
ccttagctcctttcttgtgtaatt 

tgcagcaaaaattgaatttcatag gc 
cattcagtgttctctgcgataatt 

ccaggaatggaaatacgccaaccca 
ggttaggcacctctattgcagaatt 

aggaaattggttgaagtcg i i i i i ct 
cttgttagtctcatgttaagctgt 

tcgcctggggagaatttaaaatctaa 
gtcgctggaagtccctttgtatgt 

acctgtaggaagggtttgtgaatatt 
ctgttgctctgaattattagcggt 

tgagaggatcttgagacattcttgtg 
ttatttgccctctatgttttaggt 

tcccaagcatgagacaagtaccacca 
gtggttcaggagatgattttaggt 

acaagacagcagccttcccgaaatgt 
cactactaagaattattcagaggt 

gctgc ccaaacttccatttatttacc 
ctccaaacatcacttccttcctct 

acatttgccaatgcacttgatgtaaa 
gttgttgaggatgttgactctcct 

tcccccttcctaacaccaatttggga 
acatcactacttgtatattatcct 

tcaagacccttagagtaagttaactc 
cc aagg aaatgta gttagttc cct 

aacccacaatccaactcccttgatga 
ggatgatcattaacaacaatcact 
htgaagcctctggtacttccccttc 
ccaaacccagtcacaggaaacact 

ttggaggttaacagtattcctttgag 
tggtgtgattaaaggtgcttttat 

ccaacctccagaactgcctatctaac 
tcatctgtg gtgatggaatgctat 

agtggctctctgctgttagcatggtt 
actaatcttttggttacttttcat 
tgacctcagtgtctacttcagcagaa 
cctgtgggtatatgcctacctcat 
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7872 db mining Hs.105506 AA521196 

7873 db mining Hs. 124928 AA765759 

7874 db mining Hs.320488 BF513286 

7875 db mining Hs.122891 AA767801 

7876 db mining Hs.1 16435 AA648285 

7877 db mining Hs.300303 AW292760 

7878 db mining Hs.123154 AA688058 

7879 db mining Hs.320489 BF513296 

7880 db mining Hs.1 24353 AA830448 

7881 db mining Hs.122824 AA765319 

7882 db mining Hs.1 24317 AA8271 78 



Table 8 

2261739 aa74c04.s1 cDNA, 3' end 

/clone=!MAGE:826662 /done_end=3' 

2816997 Oa07h05.s1 cDNA, 3* end 

/clone=IMAGE;1304313 /clone__end=3* 

11598465 UI-H-BW1-amo-e-11-0-Ul.s1 cDNA, 3* 
end /c!one=[MAGE:3070580 
/done_end=3' 
2818816 oa45h09.s1 cDNA, 3' end 

/done=IMAGE: 1307969 /done_end=3' 

2574714 ns20d12.s1 cDNA, 3' end 

/clone=IMAGE:1184183 /done_end=3' 

6699396 Ul-H-BW0-aij-c-03-0-Ul.s1 cDNA, 3* 
end /done=IMAGE:2729453 
/clone_end=3' 

2674964 nv58c04.s1 cDNA, 3* end 

/clone=IMAGE;1233990 /c)one_end=3« 

11598475 UI-H-BW1-amo-f-11-0-Ul.s1 CDNA, 3' 
end /done=IMAGE:3070628 
/done_end=3 1 
2903547 oc51d05.s1 cDNA, 3* end 

/clone=IMAGE:1353225 /done_end=3' 

2816557 oaOUi 1 .s1 cDNA, 3' end 

/clone=IMAGE:1 303725 /done_end=3' 

2901 175 ob53g04.s1 cDNA, 3 1 end 

/done=IMAGE:1335126 /done.encW 



7883 db mining Hs.300373 AW297820 6704445 Ui-H-BW0-aiy-h-04-0-ULs1 cDNA, 3' 

end /done=IMAGE:2731230 
/dohe_end=3' 

7884 db mining Hs.320464 BF513050 11598229 UI-H-BW1-amn-a-Q3-0-UI.Sl cDNA, 3' 

end /done=IMAGE:3070349 
/done end=3' 

7885 db mining Hs.313366 AW297537 6704173 UI-H-BW0-aja-f-05-0-UI.Sl cDNA, 3' 

end /done=lMAGE:2731 160 
/done_end=3' 

7886 db mining Hs.320427 BF512648 11597827 UI-H-BW1-amg-d-10-0-ULs1 cDNA, 3' 

end /done=fMAGE:3069762 
/done_end=3' 

7887 db mining Hs.252840 AW015143 5863980 UI-H-BI0p-abb-e-07-0-ULs1 cDNA, 3* 

end /done=IMAGE:271 1 149 
/done_end=3' 

7868 db mining Hs.313161 AW292801 6699437 Ul-H-BWO-aij-M 1-0-UJ.S1 cDNA, 3* 

end /done=IMAGE:27296l3 
/done^end^ 1 

7589 db mining Hs.309124 AI380478 4190331 tf95a09.x1 cDNA, 3' end 

/c!one=IMAGE:21 07000 /done_end=3' 



7890 db mining Hs.120562 AA741096 

7891 db mining Hs.105530 AA521450 

7892 db mining Hs.123194 AA805997 

7893 db mining Hs.1 22833 AA765597 

7894 db mining Hs.313827 AW452984 

7895 db mining Hs.1223B3 AA789140 

7896 db mining Hs.120226 AA731687 

7897 db mining Hs.120288 AA731998 

7898 db mining Hs.123168 AA804519 
7699 db mining Hs.124369 AA830835 



2779688 ny99g07.s1 cDNA, 3* end 

/clone=!MAGE:l286460 /clone__end=3* 

2261 993 aa69d1 1 .S1 CDNA, 3* end 

/clone=IMAGE:826197 /c!one_end=3' 

2874747 oc18g05.s1 cDNA, 3' end 

/done=lMAGE:l341272 ;done_end=3' 

2816835 oa08a10,s1 cDNA, 3' end 

/done=IMAGE: 1 304346 /done_end=3 > 

6993760 UWBW1-amd-g-11-0-ULs1 cDNA, 3' 

end /clone=IMAGE:3069525 

/done_end=3' 
2849260 aa66g10.s1 cDNA,3'end ■ 

/done=IMAGE: 825954 /clone_end=3* 
2752576 nw58f05.s1 CDNA, 3* end 

/done=IMAGE: 1250817 /done_end=3' 

2753949 nw61b04.s1 cDNA, 3' end 

/done=IMAGE: 1251 055 /done_end=3' 

2873650 ns28a1 1 .s1 cDNA, 3' end 

/done=IMAGE:1 1 84924 /cione^end^ 1 

2903934 oc54b06.s1 cDNA, 3* end 

/done=IMAGE: 1353491 /done_end=3' 
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1 AAG G AG AACTGTCAACTG AATCTC AA 
ATGCAGTCAAATGAAGAGAGGCAT 

1 TTCAAGTCATTATAGGnTGGGCATA 
CAGGGTTAACCTTGTGATGTACAT 

1 AGCAGAACAACATGTGTTTGACACTT 
TTCCTTCTCTGTAATGAGGTACAT 

1 TGCCTGTGTGGGTCAAAGGAATCATC 
TATGCTAATGTATTTGAGCCAAAT 

1 ACCGAAAGCAGCATTTTCAATGTTTA 
ATTAAATCGATGCAGGAAATTGTG 

1 GTCCCTGGCCCTTCACTCTTCGTCCA 
GGCTCTCTGACCTCTTTCCCTCTG 

1 TGTCCGCTGTTTTACCTCACTGCTCC 
TGTTTATGCCCTTAACTTCTGCTG 

1 GCACAAGACCTCACTTGGAACAAGTA 
CCAGGCAGAAGAGAGCATTACCTG 

1 TTTCATATCTTGGCAGTTGGATGCGG 
TAAGAGCCACAGAGAAACCACCTG 

1 AGGACCCTTTTCCCATATTTCTGGCT 
ATATACAAGGATATCCAGACACTG 

1 ACCAGGCCTAGAATTTAGGTTCTAGG 
TGTAAACTATTGGCCTATCAGATG 

1 GTGCATTTTAGCAACAGACTTCCAGG 
TTTCCAGCGCGGGCCAGGAAGGGG 

1 CTGTCATGCACCACCTCATCCCCTCC 
TTCAGGGCCAGGGACAGTCCCTAG 

1 AGAGGAGGAGGGGGTAGAATGAATT 
TCATTTAAAGCTCAACCTAGTTCAG 

1 CAGTCTCCCAGCTTTCTTGGCCTCCT 
CTGCCAACTGGATGCAAGGCTCAG 

1 TGGAGAGAAGGTTCGGGAAGACGAG 
GGGGCTGGGAGGTTTGGAAAGACAG 

1 CTGAAATGGGGGAAGGTGGGTTATG 
ACAAAGTTCATGGAGAGGCCTGAAG 

1 TAAAGCGGTACGGGATTCCGCACCC 
TACTCCAGCAAGAAAGAGCCTGAAG 

1 AGCATTCATTCCTCCAAACACACTCC 
CAGGGTTAGGTCTCTTACCTCTGC 

1 GGTGTTGAATATTTATACGGATTGGC 
ATCATAAGATACCGCGATACCTGC 

1 ACCTTAGTCTAACTGCCTTCTGTAAA 
GTGGGTTGCTATAGTCTTTAAGCC 

1 TGAGGTTTGGATGGTGGCAGGTAAAA 
CAGAAAGGCAAGATGTCATCTGAC 

1 TGGAGCTGCTACATMTTATTTCAGG 
TCTCAAAGCTTCCAAGAAGTGGAC 

1 AGACGGAACCTGAGATGTTGGATGTT 
GTTGATCTTAGCAAACAGACTTTA 

1 AGATCTGTAATCTTTGGCAAATGGAA 
CTCACCTGCAACGATACCTACTTA 

1 GAGGACTTCCATTCCCCATTTCCCGC 
ATACCTGCTGTTCTGTCTGAATTA 

1 AGCTCACACCTGTTCCTTCATGGGTC 
AGTTCCTTTCATTTTCACTTTTGA 

1 AGCTGCTGCTTCTCTTTCAGTTGCAA 
ATGCAAACCTGTTATAATCTTTGA 
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7900 db mining Hs.122482 AA767335 



Table 8 

2818350 nzS5h02.s1 cDNA, 3' end 

/clone=iMAGE:1 300371 /clone end=3' 



7901 db mining Hs.313287 AW296059 6702595 UI-H-BvV0-aiu-g-O3-0-U!.s1 cDNA, 3* 

end /clone=tMAGE:2730796 
/clone_end=3* 

7902 db mining Hs.120705 AA748015 2787973 nx87c05.s1 cDNA, 3' end 

/clone=MMAGE:1269224 /clone_end=3' 



7903 db mining Hs.320495 BF513385 



7904 db mining Hs.121104 AA721020 



7905 db mining Hs.124297 AA827809 



7906 db mining Hs.320372 BF512096 



7907 HUVECcDNA Hs.92381 AB007956 



7908 
7909 
7910 
7911 
7912 
7913 
7914 



HUVEC CDNA 
HUVEC cDNA 
HUVEC cDNA 
HUVEC cDNA 
HUVEC cDNA 
HUVEC cDNA 
HUVEC cDNA 



Hs.24950 

Hs.306193 

Hs.154919 

Hs.1 53026 

Hs.24439 

Hs. 155829 

Hs.93675 



AB008109 
AB011087 
AB014525 
AB014540 
AB014546 
AB014576 
AB022718 



7915 HUVECcDNA Hs.104305 AB023143 

7916 HUVECCDNA Hs.103329 AB023187 

7917 HUVECcDNA Hs.155182 AB028959 

7918 HUVECcDNA Hs.129218 AB028997 



7919 HUVECcDNA Hs.8383 AB032255 

7920 HUVECcDNA Hs.15165 ABD37755 

7921 HUVECcDNA Hs.82113 AB049113 

7922 HUVECcDNA Hs.8180 AF000652 

7923 HUVECcDNA Hs.147916 AF000982 

7924 HUVECcDNA Hs.75056 AF002163 

7925 HUVECcDNA Hs.42915 AF006082 

7926 HUVECcDNA Hs.11538 AF006084 

7927 HUVECcDNA Hs.6895 AF006086 

7928 HUVECcDNA Hs.266027 AF010313 



1 1598564 UI-H-BW1-amk-M 0-0-ULs1 cDNA, 3* 
end /clone=!MAGE:3070242 
/clone end=3' 
2737155 nx89f11.s1 cDNA, 3' end 

. /ctone=IMAGE;1 269453 fdonejend=3' 

29001 72 od08c04.s1 cDNA, 3' end 

/c!one=IMAGE;1367334 /clone_end=3* 

1 1597308 UI-H-BW1-arni-f-10-0-ULs1 cDNA, 3' 
end /c!one=IMAGE:3070218 
/clone_end=3' 
3413930 mRNA, chromosome 1 specific 

transcript K1AA0487 /cds=UNKNOWN 

255461 3 regulator of G-protein signalling 5 

(RGS5), mRNA /cds=(81 ,626) 
3043553 hypothetical protein (LQFBS-1 ), mRNA 

/cds=(0,743) 
3327063 mRNA for KIAA0625 protein, partial 

cds/cds=(0 t 2377) 
3327093 mRNA for KIAA0S40 protein, partial 

cds/cds=(0,1812) 
3327105 ring finger protein (C3HC4 type) 8 

(RNF8), mRNA /cds=(1 12,1569) 
3327165 mRNA for KIAA0676 protein, partial 

Cds/Cds=<0,3789) 
42041 89 decidual protein induced by 

progesterone (DEPP), mRNA 

/cds=(21 8,856) 
4589483 death effector filament-forming Ced-4- 

like apoptosis protein (DEFCAP), 

transcript variant B, mRNA 

/cds=(522,4811) 
14133226 KIAA0970 protein (KIAA0970), mRNA 

/cds=(334,2667) 
5689408 KIAA1 036 protein (KIAA1 036), mRNA 

/cds=(385,1482) 
5689484 DNA sequence from clone RP1 1 - 

145E8 on chromosome 10. Contains 

the gene KIAA1074, the 3* end of the 

YME1L1 gene for YME1 (S.cerevisiae)- 

like 1, ESTs, STSs, GSSs and a CpG 

island /cds=(1 66,5298) 

6683499 bromodomain adjacent to zinc finger 

domain, 2B (BAZ2B), mRNA 

/cds={366,6284) 
7243048 novel retinal pigment epithelial gene 

(NORPEG), mRNA /cds=(1 1 1 ,3053) 
10257384 dUTP pyrophosphatase (DUT), mRNA 

/cds=(29,523) 
2795862 syndecan binding protein (syntenin) 

(SDCBP), mRNA/cds=(148,1044) 
2580549 DEAD/H (Asp-G!u-A!a-Asp/His) box 

polypeptide 3 (DDX3), transcript variant 

2, mRNA/cds={856,2844) 
2290769 adaptor-related protein complex 3, 

delta 1 subunit (AP3D1), mRNA 

/Cds=(209,3547) 
2282029 ARP2 {actin- related protein 2, yeast) 

homolog (ACTR2), mRNA 

/cds=(74,1258) 
2282033 actin related protein 2/3 complex, 

subunit 1A (41 kD) (ARPC1B), mRNA 

/cds={80,1198) 
2282037 actin related protein 2/3 complex, 

subunit 3 (21 kD) (ARPC3), mRNA 

/Cds=(25,561) 
6468761 etoposide-induced mRNA (PIG8), 

mRNA /cds=(72,1 151) 
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TCAATATCTGTGTGTCTTTTCATGAGT 
GGCTGTTACTTGTGAAGAATTGA 

TGAGTGGACTGAGGAATGAATAGAAA 
ACGTGGATATATGTAGAAAGCTGA 

ACCAGCCCCTGGGAATGTTATGAGCA 
AATGATACTCCATGAGTAAAATGA 

TCGTGTGAGTGTGAGAGACATGTTCA 
TTGTGAAAAGATACTCCTAGTGGA 

TFTGTCAAATGCCTGTTCACCATCTG 
TGGAAGTCATTATATGATTCAGGA 

ACACTTTTCTTCTAAGGAGAGCTTTCT 
TAGGCATTTCAAAGAACTTTCGA 

ACCAAATGAGTACCATCTGTTGAACA 
CAGGGTGGCGATCCAAGTGTTTCA 

ACCTGACTTCCACGATAAAATGGAGA 
TGAGTGCAGGGGTGAGTGTATAGT 

TGCAGATTTATACTCCTGACGTGTCT 

CATTCACAGCTAAATAATAGGCCA 

ACCCTCGCCCTTTCCCTCCGGTTCAG 

TACCTATTGTTTCTCCTTTCAAAT 

AAGAGGAAATGGCAGAATTAAAAGCA 

GAAACAAGAAGATGGACATGGATT 

AAGAGTGTTTGAGTGCTTGTCATCAG 

GTGTTTTCCTTAATAAGTAGGGAT 

CTGCTGTCCACTTTCCTTCAGGCTCT 

GTGAATACTTCAACCTGCTGTGAT 

TTCCTTGGATTCATTTCACTTGGCTA 

GAAATTACACTGTGCTCAATGCCT 

AGGTCTCTGCCACCTCCTTCTCTGTG 

AGCTGTCAGTCTAGGTTATTCTCT 

GAATAGGAGGGACATGGAACCATTTG 
CCTCTG GCTGTGTCACAGGGTGAG 



CCTGTTTAAGAAAGTGAAATGTTATG 

GTCTCCCCTCTTCCAATGAGCTTA 

TTTCACTTTCACACTTCATCTCATTCC 

TGTTGTCACTTTCCCCGAAACGA 

TCTGGATCMTAGCTTCCCCTCTAGG 

GTCTACTGATGAGTCAAATCTAAA 



TTTATCTACTGTGTGTTGTGGTGGCC 
TGTTGGAGGCAAATAGATCAGATT 

GACATTTTTGTAGGATGCCTGACGAG 

GTGTAGCCTTTTATCTTGTTTCCG 

CCCAGTTTGTGGAAGCACAGGCAAG 

AGTGTTCTTTTCTGGTGATTCTCCA 

TGTTCCTTTTCCTGACTCCTCCTTGC 

AAACAAAATGATAGTTGACACTTT 

GTGACTTGTACATTCAGCAATAGCAT 

TTGAGCAAGTTTTATCAGCAAGCA 

TTGCTATCGACATTCCCGTATAAAGA 
GAGAGACATATCACGCTGCTGTCA 

CCTGCCAGTGTCAGAAAATCCTATTT 
ATGAATCCTGTCGGTATTCCTTGG 

AGGGAGGGGACAGATGGGGAGCTTT 
TCTTACCTATTCAAGGAATACGTGC 

TCAAGAATTTGGGTGGGAGAAAAGAA 
AGTGGGTTATCAAGGGTGATTTGA 

TGTGATTAGGTTGTTTTCCTGTCATTT 
TTGAGAGACTAAAATTGTGGGGG 
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7929 


HUVEC cDNA 


Hs.79150 


AF026291 


7930 


HUVEC cDNA 


Hs.81452 


AF030555 


7931 


HUVEC cDNA 


HS. 139351 


AF035752 


7932 


HUVEC cDNA 


Hs.1 94709 


AF037364 


/ 300 




ute 79516 


AF039656 


7934 


' HUVEC cDNA 


Hs.29417 


AF039942 


7935 


HUVEC cDNA 


Hs.26232 


AF044414 


7936 


HUVEC cDNA 


Hs.3776 


AF062072 


7937 


HUVEC cDNA 


Hs.74034 


AF070648 


7938 


HUVEC CDNA 


Hs.274230 


AF074331 


7939 


HUVEC CDNA 


Hs. 12540 


AF081281 


7940 


HUVEC cDNA 


HS. 159629 


AF092131 


/y4i 


nUvfcv cljna 


He ITWRt* 


nr luo<coo 


7942 


HUVEC cDNA 


Hs.2934 


AF1 07045 


7943 


HUVEC cDNA 


HS.158237 


AF1 12345 


7944 


HUVEC CDNA 


Hs.183698 


AF1 16627 






no.ii too 


r\r 1 1 903U 


7946 


HUVEC cDNA 


HS.22900 


AF134891 


7947 


HUVEC CDNA 


H.S.1 08258 


AF141968 


7948 


HUVEC cDNA 


Hs.11156 


AF151072 


7949 


HUVEC cDNA 


Hs.179573 


AF1 93556 


7950 


HUVEC cDNA 


Hs.41135 


AF205940 


7951 


HUVEC CDNA 


Hs.142908 


AF219119 


7952 


HUVEC cDNA 


Hs.154721 


AF261088 


7953 


HUVEC CDNA 


Hs.76288 


AF261089 


7954 


HUVEC CDNA 


Hs.152707 


AJ001259 


7955 


HUVEC cDNA 


Hs.5097 


AJ002308 


7956 


HUVEC cDNA 


Hs,1 43323 


AJ243706 


7957 


HUVEC cDNA 


Hs.1197 


NMJ)0215 


7958 


HUVEC cDNA 


Hs.79037 


BC010112 


7959 


HUVEC cDNA 


Hs.279860 


AJ400717 



Table 8 

2559007. chaperonin containing TCP1 , subunit 4 
(delta) (CCT4), mRNA/cds=(0,16l9) 

31 58350 fatty-acid-Coenzyme A ligase, long- 
chain 4 (FACL4), transcript variant 2, 

mRNA/cds=(506,2641) 
2665791 caveolin 2 (CAV2), mRNA 

/cds={20,508) 
14030860 paraneoplastic antigen MA1 (PNMA1), 

mRNA/cds=(664,1725) 
2773159 brain arid-soluble protein 1 (BASP1), 

mRNA/cds=(52,735) 
4730928 HCF-binding transcription factor 

Zhangfei (ZF), mRNA /cds=(457, 1275) 
6136293 mannosidase, alpha, class 2C, 

member 1 (MAN2C1), mRNA 

/cds=(56,3244) 
3668065 zinc finger protein 216 (ZNF216), 

mRNA/cds=(288,929) 
3283922 clone 24651 mRNA sequence 

/cds=UNKNOWN 
5052074 PAPS synthetase-2 (PAPSS2) mRNA, 

complete cds /cds=(63,l9D7) 
3415122 lysophospholipase I (LYPLA1), mRNA 

/cds=(35,727) 
5138911 myosin IXB (MY09B), mRNA 

/cds=(0,6068) 
7532779 guanine nucleotide binding protein (G 

protein), alpha stimulating activity 

polypeptide 1 (GNAS1), mRNA 

/cds=(68,1252) 
5006419 ribonucleotide reductase M1 

polypeptide (RRM1), mRNA 

/cds=(187,2565) 
6650627 integrin alpha 1 0 subunit 0TGA1O) 

mRNA, complete cds /cds=(76,3579) 
7959755 ribosomat protein L29 (RPL29), mRNA 

/cds={29,508) 
77701 36 Homo sapiens, eukaryotic translation 

elongation factor 1 gamma, clone 

MGC:4501 1MAGE:2954623, mRNA, 

complete cds /cds=(2278,3231) 
7381 1 1 1 nuclear factor (erythroid-derived 2)-iike 

3(NFE2L3), mRNA /cds=(492, 1 694) 

6273777 actin cross-linking factor (ACF7), 

transcript variant 1 , mRNA 
• /cds=(51 ,16343) 
71 06865 hypothetical protein (LOC51 255), 

mRNA/cds=(0,461) 
6907041 collagen, type I, alpha 2 (COL1A2), 

mRNA /cds=(1 39,4239) 
8547214 endomucin-2 (LOC51705), mRNA 

/cds=(78,863) 
71 58848 E2F-like protein (LOC51 270), mRNA 

/cds=(278,979) 
9802307 aconitase 1, soluble (AC01). mRNA 

/cds=(107,2776) 
9802309 calpain 2, (m/ll) large subunit (CAPN2), 

mRNA /cds=(1 42,2244) 
2769253 glioblastoma amplified sequence 

(GBAS), mRNA /cds=(8,868) 
2959871 synaptogyrin 2 (S YNG R2), mRNA 

/cds=(29,703) 
6572290 mRNA for RB-binding protein 

(rbbp2h1 a gene) /cds=(757,5802) . 
4504522 Heat shock 10kD protein 1 (chaparonin 

10) 

1 4603308 Homo sapiens, heat shock 60kD 
protein 1 (chaperonin), clone 
MGCH9755 1MAGE:3630225, mRNA, 
complete cds /cds={1705,3396) 
7573518 tumor protein, transiationally-controlled 
1 (TPT1), mRNA/cds=(94,612) 



TGGGCTTGGTCTTCCAGTTGGCATTT 
GCCTGAAGTTGTATTGAAACAATT 

AACAAGATGAGAACAGATAAAGATTG 
TGTGGTGTTTTGGATTTGGAGAGA 

TGTAGCTCCCACAAGGTAAACTTCAT 

TGGTAAGATTGCACTGTTCTGATT 

TCACTCCCCCATTTCACTTCTTTGTCA 

GAGAATAGTTCTTGTTCATACTG 

TGGGAGTGACAAACATTCTCTCATCC 

TACTTAGCCTACCTAGATTTCTCA 

AATGGAAGGATTAGTATGGCCTATTT 

TTAAAGCTGCTTTGTTAGGTTCCT 

CCCCAGCCTAAAGCAGGGATCAGTC 

TTTTCTTGTGGAATAAATCCTTGGA 

TGTGGTAATGCCTGTTTTCATCTGTA 

AATAGTTAAGTATGTACACGAGGC 

AGATGCTTAGTCCCTCATGCAAATCA 

ATTACTGGTCCAAAAGATTGCTGA 

AAAACTGCTCTTCTGCTCTAGTACCA 

TGCTTAGTGCAAATGATTATTTCT 

AGCTATTAGGATCTTCAACCCAGGTA 

ACAGGAATAATTCTGTGGTTTCAT 

TCCTGCGTCTATCCATGTGGAATGCT 

GGACAATAAAGCGAGTGCTGCCCA 

GCCACAAAAGTTCCCTCTCACTTTCA 

GTAAAAATAAATAAAACAGCAGCA 



ACTGCTTTGACTGGTGGGTCTCTAGA 
AGCAAAACTGAGTGATAACTCATG 

GGCATTGTCTCTGTTTCCCAGTGGGG 

TGGACAGTATATCAGATGGTCAGA 

CCCTGGGCTACCATCTGCATGGGGC 

TGGGGTCCTCCTGTGCTATTTGTAC 

TCAAGTGAACATCTCTTGCCATCACC 

TAGCTGCCTGCACCTGCCCTTCAG 



TCTTGGCAGCCATCCTTTTTAAGAGT 
AAGTTG GTTACTTCAAAAA G A G C A 

AGCTAAAGAGAGGGAACCTCATCTAA 
GTAACATTTGCACATGATACAGCA 

GCTGAGTGCTGGCCCTCTGCGTCTT 

CCTTATTAAC CTTG AATCCTCATTA 

TGAATGATCAGAACTGACATTTAATTC 

ATGTTTGTCTCGCCATGCTTCTT 

TCCGGGCCAAGAATTTTTATCCATGA 

AGACTTTCCTACTTTTCTCGGTGT 

GCAGAGTTCATTGTTGCCCCTTAACA 

Gl I H I CCTGAGTTTACTGAAGAA 

TTATCAAGCAGAGACCTTTGTTGGGA 

GGCGGTTTGGGAGAACACATTTCT 

GGGTATGCTGCCTCTGTAAATTCATG 

TATTCAAAGGAAAAGACACCTTGC 

TTGTCTGCCCCACAATCAAGAATGTA 

TGTGTAAAGTGTGAATAAATCTCA 

ATGCCCGGCCTGGGATGCTGT7TGG 

AGACGGAATAAATGTTTTCTCATTC 

AGCAGTTTGTGATATAGCAGAGGTTT 

AAATGTACCCTCCCCTTTTATGCA 

TGATGCTGCCCATTCCACTGAAGTTC 

TGAAATCTTTCGTCATGTAAATAA 

AGCAGCCTTTCTGTGGAGAGTGAGAA 

TAATTGTGTACAAAGTAGAGAAGT 



1 CATCTGAAGTGTGGAGCCTTACCCAT 
TTCATCACCTACAACGGAAGTAGT 
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7960 HUVECcDNA Hs. 165563 AK024508 



7961 HUVECcDNA Hs.91146 AL050147 

7962 HUVECcDNA Hs.66762 AL050367 

7963 HUVECcDNA Hs.165998 AL080119 

7964 HUVECcDNA Hs.1 11801 AL096723 

7965 HUVECcDNA Hs.89434 AL1 10225 

7966 HUVECcDNA Hs.7527 AL1 10239 

7967 HUVECcDNA Hs.187991 AL110269 

7968 HUVECcDNA Hs.25882 AL117665 

7969 HUVECcDNA Hs.17428 AL133010 

7970 HUVECcDNA Hs.278242 AL1 37300 

7971 HUVECcDNA Hs.7378 AL1 37663 

7972 HUVECcDNA Hs.61289 AL157424 

7973 HUVECcDNA Hs.240013 AL390148 

7974 HUVECcDNA Hs.22629 AW887820 

7975 HUVECcDNA Hs.333414 BE562833 



7976 HUVECcDNA NA : 



BE612847 



7977 HUVECcDNA Hs.86412 BE876332 

7978 HUVECcDNA Hs.285814 BE906669 

7979 HUVECcDNA Hs.1 13029 BF025727 

7980 HUVECCDNA Hs.263339 BF1 07006 

7981 HUVECcDNA Hs.182426 BF204683 

7982 HUVECcDNA Hs.75968 BF217687 

7983 HUVECcDNA Hs.112318 BF237710 

7984 HUVECCDNA Hs.293981 BF2470B8 



Table 8 

1 0440535 DNA sequence from clone RP4- 

591 C20 on chromosome 20. Contains 
ESTs, STSs, GSSs and CpG islands. 
Contains a novel gene for a protein 
similar to NG26, the TPD52L2 gene for 
two isoforms of tumor protein D52-like 
protein 2, a gene for a novel DnaJ 
domain protein similar to mouse and 
bovine cysteine string protein with two 
isoforms, a gene for a novel 
phosphoribulokinase with three 
isoforms, the KIAA1 196 gene and the 5' 
part of the TOM gene for a putative 
mitochondrial outer membrane protein 
import receptor similar to yeast pre- 
mRNA splicing factors Prp1/Zer1 and 
Prp6 /cds=(0,503) 

4884153 protein kinase D2 mRNA, complete cds 
/cds=(39,2675) 

491 4600 mRNA; cDNA DKFZp564A026 (from 
clone DKF2p564A026) 
;cds=UNKNOWN 

5262550 PA1-1 mRNA-binding protein (PAI- 
RBP1), mRNA /cds=(85, 1248) 

5419856 mRNA; cDNA DKF2p564H2023 (from 
clone DKFZp564H2023) 
/cds=UNKNOWN 

5817161 drebrin 1 (DBN1), mRNA 
/cds=(97,2046) 

58171 82 small fragment nuclease 
(DKFZP566E144), mRNA 
/cds=(77.790) 

5817043 DKFZP564A122 protein 
(DKFZP564A122), mRNA 
/Cds=(2570,2908) 

591 2262 mRNA; cDNA DKFZp586Ml 824 (from 
clone DKFZp586M1B24); partial cds 
/Cds=(0,3671) 

645341 6 RBP1 -like protein (BC AA) , transcript 
variant 2, mRNA/cds=(466,4l43) 

6807762 Homo sapiens, clone MGC:3214 

IMAGE:3502620, mRNA t complete cds 
/cds=(2066,3421) 

6807784 mRNA; cDNA DKFZp434G227 (from 
clone DKFZp434G227) 
/cds=UNKNOWN 

7018453 mRNA; cDNA DKFZp761E1512 (from 
clone DKFZp761E1512) 
7cds=UNKNOWN 

9368882 mRNA; cDNA DKFZp547A166 (from 
clone DKFZp547A166) 
/cds=UNKNOWN 

8049833 602281231 F1 cDNA, 5' end 

/done=!MAGE:4368943 /clone_end=5' 

9806553 hypothetical protein MGC141 51 

(MGC14151), mRNA/cds-<108,485) 

9894444 601452239F1 NIHJvlGC.66 cDNA 
clone IMAGE:3855304 5', mRNA 
sequence 

1 032501 8 chromosome 9 open reading frame 5 

(C9orf5), mRNA/cds=(32,2767) 
1 040001 2 sprouty (Drosophila) homolog 4 

(SPRY4), mRNA/cds=(205,525) 
10733439 ribosomal protein S25 (RPS25), mRNA 

/Cds=(63,440) 
10889631 602377929F1 cDNA, 5' end 

/done=IMAGE:4508646 /cloneJ^nd=5 , 

11098269 601 867521 F1 cDNA, 5' end 

/done=lMAGE:41 1 0052 /clone_end=5' 

1 1 1 1 1 273 thymosin, beta 4, X chromosome 
(TMSB4X), mRNA/cds=(77,211) 

1 1 1 51 628 cDNA FLJ1 4633 fis, clone 

NT2RP2000938 /cds=UNKNOWN 

1 1 162147 Homo sapiens, clone MGC:1 6393 

1MAGE:3939021, mRNA, complete cds 
/cds=(506,1900) 
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1 GCCAGGCTGGTTCCGCATGGTGATC 
TCCGTCTTGTATGTCTGAATGTTGG 



1 CTATTTCCAAGGCCCCTCCCTGTTTC 
CCCAGCAATTAAAACGGACTCATC 

1 AAAGTGCCAGAATGACTCTTCTGTGC 
ATTCTTCTTAAAGAGCTGCTTGGT 

1 TTGTTGGTAGGCACATCGTGTCAAGT 
GAAGTAG7TTTATAGGTATGGGTT 

1 AGTCCTGTATCATCCATACTTGTACTA 
CCTTGTCCTATGAAGCTCTGAGA 

1 TTGGCCGCTTCCCTACCCACAGGGC 
CTGACTTTTACAGCTTTTCTCTTTT 

1 TATGACACAGCAGCTCCTTTGTAAGT 
ACCAGGTCATGTCCATCCCTTGGT 

1 TTGGTGAGTTGCCAAAGAAGCAATAC 
AGCATATCTGCTTTTGCCTTCTGT 

1 TGCATAGATGACCTTTGGATTATTGG 
ACTCTGACTATTGGGACCCTAAAT 

1 TGGACGCCCTAAGAAACAGAGAAAAC 
AGAAATAACAACCAGGAACTGCTT 

1 CAATAGCTTGTGGGTCTGTGAAGACT 
GCGGTGTTTGAGTTTCTCACACCC 

1 TGCACTGTACTCTCTTCATAGGATTG 
TAAAGGTGTTCTAATCCAATTGCA 

1 TGAAGTCATTTCATTGGGAAGGAAAG 
CTGCAAAGATTATTGGGGGACTAG 

1 TTTCATCTGGCCCACCCTCCTTAGAC 
TCTCCTCCCTTCAAGAGTTGGAGC 

1 GTGTAGAATTCGGATCCAGTCATCTC 
ACAGAACTTTCCACTAGGGTGCCA 

1 CGGACCCCAGTTTCTTGTACCAAGGG 
GGAAACATGCGGGGACCCCAATGG 

1 TAAAGATGTCCGGGTACACTTCGCCA 
AGGGTTAGCGTCTTTGGGCATTTC 

1 AACACAACACTAAAACCGAACACACA 

CGTACTAACACACCCACGACCCAA 
1 CCTTCTGGTTCTGCTTTTGACCAGCA 

TTTTTGTGCCCCTCTGTTACTGTG 
1 GATATACGAAACACACCACTGGACGA 

TGCGAAAAACGAGACGACATAAGC 
1 TGGACAGGCATGAAAGGTTACAAATG 

GGAGAAAACTCACACACGTTATGT 

1 GCAGGAGAGCGAGAGAGGAGAAGAA 
GAGGCAGGAGGGAGAAAGAGCGTAC 

1 CAAGAAGCAGAAGCAGCAACCAGAG 
ACAGAGAGACAAACGCAGAACAACA 

1 AGAGGAAAGAATAGGACCAGTGCCG 
AGGTATAGGGAGGAGGGCATACTAA 

1 TCGGAGTAAGGGCGATTGTCTCGTTA 
GGTAATAC ATCATCTTCGTG CATA 
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7935 


HUVEC cDNA 


Hs.157850 


BF30393 


7986 


HUVEC cDNA 


Hs.217493 


D00017 


7987 


HUVEC cDNA 


Hs.76549 


D00099 


7988 


HUVEC cDNA 


Hs,330716 


D.10522 


7989 


HUVEC cDNA 


Hs.75929 


D21255 


7990 


HUVEC cDNA 


Hs. 178710 


D21260 


7991 


HUVEC cDNA 


Hs.334822 


D23660 


7992 


HUVEC CDNA 


HS. 262823 


D2B500 


7993 


HUVEC cDNA 


HS.151761 


D43947 


7994 


HUVEC cDNA 


Hs.699 


D50525 


7995 


HUVEC cDNA 


Hs.278607 


D50911 


7996 


HUVEC cDNA 


Hs.57729 


D50922 


7997 


HUVEC CDNA 


HS. 240770 


D5 9253 


7998 


HUVEC cDNA 


Hs.155595 


D63878 


7999 


HUVEC CDNA 


Hs.80712 


D86957 


8000 


HUVEC CDNA 


Hs.75822 


D86970 


8001 


HUVEC cDNA 


Hs.170311 


D89678 


8002 


HUVEC cDNA 


Hs.83213 


J02874 


8003 


HUVEC cDNA 


Hs.177766 


J03473 


8004 


HUVEC CDNA 


Hs. 155560 


L10284 


8005 


HUVEC cDNA 


Hs.75693 


L13977 


8006 


HUVEC cDNA 


Hs.539 


L31610 


8007 


HUVEC CDNA 


Hs.1742 


L33075 


8008 


HUVEC CDNA 


Hs. 180446 


L38951 


8009 


HUVEC cDNA 


Hs.79572 


M11233 


8010 


HUVEC CDNA 


Hs.273415 


M11560 


8011 


HUVEC cDNA 


Hs.254105 


M14328 


8012 


HUVEC cDNA 


Hs.237519 


M20867 


8013 


HUVEC CDNA 


Hs.1239 


M22324 


8014 


HUVEC CDNA 


Hs.1 18126 


M22960 


8015 


HUVEC cDNA 


Hs. 198281 


M26252 



Table 8 

1 1250608 Homo sapiens, clone MGC:1 5545 

IMAGE:3050745, mRNA, complete cds 

/cds-(1045,1623) 
21 9909 annexin A2 (ANXA2), mRNA 

/cds=(49,1068) 
219941 mRNA for Na.K-ATPase alpha-subunit, 

complete cds /cds=(3l 8,3389) 

219893 cDNA FLJ14368 Hs, clone 

HEMBA1 001 122 /cds=UNKNOWN 
575578 mRNA for OB-cadherin-2, complete 

cds/cds=(476,2557) 
434760 clathrin, heavy polypeptide (He) 

(CLTC), mRNA /cds={1 72,51 99) 
432358 Homo sapiens, Simitar to ribosomal 

protein L4, clone MGC:2966 

IMAGE:31 39805, mRNA, complete cds 

/cds=(1616,2617) 
7678803 hypothetical protein FU 1 0326 

(FLJ10326), mRNA/cds=(2,2296) 
603948 KIAA0 1 00 gene product (KJAA01 00), 

mRNA/cds=(329,6607) 
' 1 1 67502 peptidylprolyl Isomerase B (cyclophilin 

B) (PPIB), mRNA /cds=(21 ,671) 

6533996 mRNA; cDNA DKFZp434N0735 (from 

clone DKFZp434N0735); partial cds 

/cds=(0,1577) 
14691 86 Ketch-tike ECH-asso dated protein 1 

(K1AA01 32), mRNA /cds=(1 12, 1 986) 
1 060898 Homo sapiens, nuclear cap binding 

protein subunit 2, 20kD, clone 

MGC:4991 1MAGE:3458927, mRNA, 

complete cds /cds=(26,496) 
961447 neural precursor ceil expressed, 

developmental^ down-regulated 5 

(NEDD5), mRNA/cds=(258,1343) 
1 503987 septin 2 (SEP2) mRNA, partial cds 

/cds=(0,1527) 
1504013 mRNA for KIAA021 6 gene, complete 

cds /cds=(484,5229) 
3218539 heterogeneous nuclear 

ribonucleoprotein D-like (HNRPDL), 

transcript variant 1 , mRNA 

/cds=(580,1842) 
1 78346 fatty acid binding protein 4, adipocyte 

(FABP4), mRNA/cds=(47,445) 
337423 ADP-ribosyltransferase (NAD+; poly 

(ADP-ribose) polymerase) (ADPRT), 

mRNA /cds=(1 59,3203) 
186522 calnexin (CANX), rnRNA 

/cds=(89,1867) 
431320 prolylcarboxypeptidase (angtotensinase 

C) (PRCP), mRNA/cdS=(29,1519) 

1220360 ribosomal protein S29 (RPS29), mRNA 

/Cds=(30,200) 
536843 1Q motif containing GTPase activating 

protein 1 (IQGAP1), mRNA 

/cds=(467,5440) 
893287 importin beta subunit mRNA, complete 

cds/cds=(337,2967) 
1 81 1 79 cathepsin D (lysosomal asparty) 

protease) (CTSD), mRNA 

/cds=(2,1240) 
1 78350 aldolase A, fructose-bisphosphate 

(ALDOA), mRNA /cds=(1 67,1 261) 
1 821 1 3 enolase 1 , (alpha) (EN01), mRNA 

/cds=(94,1398) 
1 83059 yz35c09.s1 cDNA, 3' end 

/clone=lMAGE:285040 /clone_end=3' 
178535 alanyl (membrane) amlnopeptidase . 

(aminopeptidase N, amlnopeptidase M, 

microsomal aminopeptidase, CD13, 

p150)(ANPEP), mRNA 

/cds=(1 20,3023) 
1 90282 protective protein for beta- 

galactosldase (galactosialidosis) 

(PPGB), mRNA/cds=(6,1448) 
338826 pyruvate kinase, muscle (PKM2), 

mRNA/cds=(109,1704) 
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AGACAAGACGAGCAACGACAACCAC 
AGCAGCTCCATACACTCTGCCTCTC 

AGTGAAGTCTATGATGTGAAACACTT 
TGCCTCCTGTGTACTGTGTCATAA 
TCACAAGACAGTCATCAGAACCAGTA 
AATATCCGTCTGCCAGTTCGATCA 

AAACTCCTGCTTAAGGTGTTCTAATTT 

TCTGTGAGCACACTAAAAGCGAA 

CGTGCCAGATATAACTGTCTTGTTTC 

AGTGAGAGACGCCCTATTTCTATG 

TCCCTGAGGCTTGTGTATGTTGGATA 

TTGTGGTGTTTTAGATCACTGAGT 

CAGAGAAGAAACCTACTACAGAGGA 

GAAGAAGCCTGCTGCATAAACTCTT 



TCAGAACATAGATATGTATTCAGCTT 

GTCTTCAAATACGG CCAAGCAGAA 

TTGGGGTCAAGTGAAAGGGTAGGGG 

GATAGTCCTGATCAAGTGTGATAAA 

CAGCAAATCCATCTGAACTGTGGAGG 

AGAAGCTCTCTTTACTGAGGGTGC 

CCTTCTCTTCATGTGTGTAAATCTGTA 
ATATACCATTCTCTGTGGCCTGT 

GGATGGCACTTCCCCACCGGATGGA 
CAGTTATTTTGTTGATAAGTAACCC 
TGAGTCAGTGTCTTTACTGAGCTGGA 
AGCCTCTGAAAGTTATTAAAGGCA 



CCCACACTGCTACACTTCTGATCCCC 
TTTGGTTTTACTACCCAAATCTAA 

GTGGCTTGCTAGTCTGTTACGTTAAC 

ATGCTTTTCTAAAATTGCTTCACG 

TTGTACTCACTGGGCTGTGCTCTCCC 

CTGTTTACCCGATGTATGGAAATA 

TTTATGATTAGGTGACGAGTTGACAT 

TGAGATTGTCCTTTTCCCCTGATC 



TTGTTGTTTTCCCTGATTTAGCAAGCA 
AGTAATTTTCTCCCAAGCTGATT 
TTAGAAACAAAAAGAGCTTTCCTTCT 
CCAGGAATACTGAACATGGGAGCT 

CCATTGTTGTCAAATGCCCAGTGTCC 
ATCAGATGTGTTCCTCCATTTTCT 
GATGTCTGGTGCCCAATCCCAGGAA 
GTGAGAGCCATTTCTTTTGTACTGG 

AGTTGGACTAAATGCTCTTCCTTCAG 
AGGATTATCCGGGGCATCTACTCA 
TGAATTTACTTCCTCCCAAGAGTTTG 
GACTGCCCGTCAGATTGTTTCTGC 

AAA C ACATAC AC ACAAAAC AGCAAAC 
TTCAGGTAACTATTTTGGATTGCA 
CTGAGGATGAGCTGGAAGGAGTGAG 
AGGGGACAAAACCCACCTTGTTGGA 

TCTTTCTTCCCTCGTGACAGTGGTGT 

GTGGTGTCGTCTGTGAATGCTAAG 

GCTAGATCCCCGGTGGTTTTGTGCTC 

AAAATAAAAAGCCTCAGTGACCCA 

GCATGGCTTAACCTGGTGATAAAAGC 

AGTTATTAAAAGTCTACGTTTTCC 

CCGCCCTGTACCCTCTTTCACCTTTC 

CCTAAAGACCCTAAATCTGAGGAA 



GGACAGCCCACAGGGAGGTGGTGGA 
CGGACTGTAATTGATAGATTGATTA 

ATTGAAGCCGACTCTGGCCCTGGCC 
CTTACTTGCTTCTCTAGCTCTCTAG 
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8016 HUVEC cDNA Hs.2050 M31166 

8017 HUVEC cDNA Hs.99853 M59B49 

8018 HUVEC cDNA Hs.283473 M64098 

8019 HUVEC cDNA Hs.211573 M85289 

8020 HUVEC cDNA Hs.75103 M86400 

8021 HUVEC CDNA Hs.59271 M98982 

8022 HUVEC cDNA Hs.1 10802 NM_000552 

8023 HUVEC cDNA Hs.274466 NM_001403 

8024 HUVEC CDNA Hs.279518 NMJ301642 

8025 HUVEC cDNA HsJ6224 NMJD04105 

8026 HUVEC cDNA Hs.19545 NM_012193 

8027 HUVEC cDNA Hs,87125 NM_0 14600 

8028 HUVEC cDNA Hs.119503 NMJ)16091 

8029 HUVEC cDNA Hs.79D5 NM_016224 

8030 HUVEC cDNA Hs.283722 NM_020151 

8031 HUVEC cDNA Hs.286233 NMJJ20414 

8032 HUVEC cDNA Hs.272822 S56985 

8033 HUVEC cDNA Hs.279518 S60099 

8034 HUVEC cDNA Hs.194662 S80562 

8035 HUVEC cDNA Hs.76669 U08021 

8036 HUVEC cDNA Hs.89657 U13991 

8037 HUVEC cDNA Hs.1516 U20982 

8038 HUVEC CDNA Hs.183648 U22816 

8039 HUVEC CDNA Hs.83383 U25182 

8040 HUVEC cDNA Hs.75883 U30255 

8041 HUVEC cDNA Hs.169476 U34995 

8042 HUVEC CDNA Hs.192023 U39067 

8043 HUVEC cDNA Hs.1 55637 U47077 

8044 HUVEC cDNA Hs.285313 U51869 



Table 8 

339991 pentaxin-related gene, rapidly induced 

by IH beta (PTX3), mRNA 

/cds=(67,1212) 
1 82591 fibrillarin (FBL), mRNA /cds=(59, 1 024) 

1 83891 hypothetical protein PRO2900 

(PRO2900), mRNA /cds-(271,501) 

1 84426 heparan sulfate proteoglycan 2 
(periecan) (HSPG2), mRNA 
/cds=(40,13221) 

189952 tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
zeta polypeptide (YWHAZ), mRNA 
/cds=(84,821) 

338262 U2(RNU2) small nuclear RNA auxiliary 
factor 1 (non-standard symbol) 
(U2AF1), mRNA /cds=(38,760) 

9257255 von Willebrand factor (VWF), mRNA 

/Cds=(31 0,8751) 
4503472 eukaryotic translation elongation factor 

1 alpha 1-like 14 (EEF1A1L14), mRNA 
/cds=(620,1816) 

45021 46 amyloid beta (A4) precursor-like protein 

2 (APLP2), mRNA/cds=(72,2363) 

9665261 EGF-containing fibulin-like extracellular 
matrix protein 1 (EFEMP1), transcript 
variant 1, mRNA /cds=(149,1630) 

6912383 frizzled (Drosophila) homolog 4 (FZD4), 

mRNA/cdS=(306,1919) 
7657055 EH-domam containing 3 (EHD3), 

mRNA /cds=(285,1 892) 
7705432 HSPC025 (HSPC025), mRNA 

/Cds=(33,1727) 
7706705 SH3 and PX domain-containing protein 

SH3PX1 (SH3PX1), mRNA 

/cds=(43,1830) 
991 0251 GTT1 protein (GTT1 ), mRNA 

/Cds=(553,1440) 
1425121 3 sperm autoantigenrc protein 17 

(SPA17), mRNA/cds={1210,1665) 
298485 RuvB (E coli homolog)-like 1 

(RUVBL1), mRNA /cds-(76, 1446) 
3001 68 amyloid beta (A4) precursor-like protein 

2 (APLP2), mRNA/cds=(72,2363) 

1 245966 calponin 3, acidic (CNN3). mRNA 

/cds=(83,1072) 
494988 nicotinamide N-methyltransferase 

(NNMT), mRNA /cds=(1 17,911) 
562076 TATA box binding protein (TBP)- 

associated factor, RNA polymerase II, 

H. 30kD (TAF2H), mRNA/cdS=(17,673) 

695253 insulin-like growth factor binding protein- 
4 (IGFBP4) gene, promoter and 
complete 

930342 protein tyrosine phosphatase, receptor 
type, f polypeptide (PTPRF), interacting 
protein (liprin), alpha 1 (PPFIA1), 
mRNA/cds=(229,3837) 
799380 thioredoxin peroxidase (antioxidant 
enzyme) (AOE372), mRNA 
/cds=(43,858) 
984324 phosphogluconate dehydrogenase 
(PGD), mRNA /cds=(6, 1457) 

1 497857 Homo sapiens, glyceraIdehyde-3- 
phosphate dehydrogenase, clone 
MGC:10926 1MAGE:3628129, mRNA, 
complete cds /cds=(2306,3313) 

1 71 81 94- eukaryotic translation initiation factor 3, 
subunit 2 (beta, 36kD) (EIF3S2), mRNA 
/cds=<17 t 994) 
1 357001 6 DNA-dspendent protein kinase 

catalytic subunit (DNA-PKcs) mRNA, 
complete cds /cds=(57, 1 2443) 

2745959 core promoter element binding protein 
(COPEB), mRNA /cds=(1 17,968) 



1 ACTAGACTTTATGCCATGGTGCTTTC 
AGTTTAATGCTGTGTCTCTGTCAG 

1 GAGCCATATGAAAGAGACCATGCCGT 
GGTCGTGGGAGTGTACAGGCCACC 

1 ATAACAGACTCCAGCTCCTGGTCCAC 
CCGGCATGTCAGTCAGCACTCTGG 

1 CTGGCCTCTGTGTCCTAGAAGGGAC 
CCTCCTGTGGTCTTTGTCTTGATTT 

1 CCCAAAGCTCACTTTACAAAATATTTC 
CTCAGTACTTTGCAGAAAACACC 



1 ATGTCTGCTAGAAAGTGTTGTAGTTG 
ATTGACCAAACCAGTTCATAAGGG 



1 CTCTGCATGTTCTGCTCTTGTGCCCT 
TCTGAGCCCACAATAAAGGCTGAG 

1 TGCATCGTAAAACCTTTCAGAAGGAA 
AGGAGAATGTTTTGTGGACACGTT 

1 AGCCCTATTCATGTCTCTACCCACTA 
TGCACAGATTAAACTTCACCTACA 

1 AGTGACAGTGAACTTAAGCAAATTAC 
CCTCCTACCCAATTCTATGGAATA 



1 ACACATGCCCTGAATGAATTGCTAAA 

TTTCAAAGGAAATGGACCCTGCTT 
1 GCCACTGAACCAATCACTTTGTATGC 

TATGCTCCTACTGTGATGGAAAAC 
1 AGGACCGAAGTGTTTCAAGTGGATCT 

CAGTAAAGGATCTTTGGAGCCAGA 
1 TTCAATGGAAAATGAGGGGTTTCTCC 

CCACTGATATTTTACATAGAGTCA 

1 GCTCCATGTTCTGACTTAGGGCAATT 

TGATTCTGCACTTGGGGTCTGTCT 
1 GCAGCAGCTTAATTTTTCTGTATTGC 

AGTGTTTATAGGCTTCTTGTGTGT 
1 ACCTCCCACTTTGTCTGTACATACTG 

GCCTCTGTGATTACATAGATCAGC 
1 AGCCCTATTCATGTCTCTACCCACTA 

TGCACAGATTAAACTTCACCTACA 

1 ACATGGAAGACTAMCTCATGCTTAT 
TGCTAAATGTGGTCTTTGCCAACT 

1 AGACCCCTGTGATGCCTGTGACCTCA 
ATTAAAGCAATTCCTTTGACCTGT 

1 CGCACTACTTCACCTGAGCCACCCAA 
CCTAAATGTACTTATCTGTCCCCA 



1 CTGTAGACTCAGTGCCAGCCACAGCT 
TCAGAGATTGTGCTCACATGGTAT 

1 TGACAAAGGATTTTACGTTTATAAAAT 
TATGACAGAAGCCATGTGCCCCG 



1 GTCTGCCCTGCTGGCTGGAAACCTG 
GTAGTGAAACAATAATCCCAGATCC 

1 CTCGTCATACAATGCCTGATGGGCTC 
CTGTCACCCTCCACGTCTCCACAG 

1 CTAGGGAGCCGCACCTTATCATGTAC 
CATCAATAAAGTACCCTGTGCTCA 



1 TCCGTATCCATTACTTCGACCCACAG 
TACTTTGAATTTGAGTTTGAGGCT 

1 CCAGTCCTCCACACCCAAACTGTTTC 
TGATTGGCTTTTAGC I I I I I'GTTG 

1 CTGTTGTCTCTCTGAGGCTGCCAGTT 
GTTGTGTGTTACCGATGCCAGAAG 
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8045 


HUVEC cDNA 


Hs.1 84270 


U56637 


8046 


HUVEC cDNA 


HS.75064 


U61234 


8047 


HUVEC cDNA 


Hs.1 63684 


U73824 


8048 


HUVEC cDNA 


Hs. 165263 


U89278 


8049 


HUVEC cDNA 


Hs.334703 


W29012 


8050 


HUVEC cDNA 


Hs.287820 


X02761 


8051 


HUVEC cDNA 


Hs. 14376 


X04098 


8052 


HUVEC cDNA 


Hs.290070 


X04412 


8053 


HUVEC cDNA 


HS.79086 


X06323 


8054 


HUVEC cDNA 


Hs.287797 


X07979 


8055 


HUVEC cDNA 


Hs.87409 


X14787 


8056 


HUVEC cDNA 


Hs.82202 


X53777 


8057 


HUVEC cDNA 


Hs.233935 


X54304 


8058 


HUVEC cDNA 


Hs.74405 


X57347 


8059 


HUVEC cDNA 


HSJ7813 


X59960 


8060 


HUVEC cDNA 


Hs,1 72690 


X62535 


8061 


HUVEC cDIMA 


Hs.272822 


X63527 


8062 


HUVEC cDNA 


Hs.1 19529 


X67698 


8063 


HUVEC cDNA 


Hs.211579 


X68264 


8064 


HUVEC cDNA 


Hs.75061 


X7032B 


8065 


HUVEC cDNA 


Hs.31314 


X72841 


8066 


HUVEC cDNA 


Hs.79088 


X78669 


8067 


HUVEC cDNA 


Hs.7957 


X79448 


8068 


HUVEC cDNA 


Hs.76206 


X79981 


8069 


HUVEC cDNA 


Hs.172182 


Y00345 


8070 


HUVEC cDNA 


Hs.1 8041 4 


Y00371 


8071 


HUVEC CDNA 


Hs.75216 


Y00815 


8072 


HUVEC cDNA 


Hs.65114 


Y07604 


8073 


HUVEC cDNA 


Hs.1 13503 


Y08890 


8074 


HUVEC cDNA 


Hs.44499 


Y09703 


8075 


HUVEC CDNA 


Hs.8867 


Y11307 



Table 8 

1336098 capping protein (actin filament) muscle 

Z-line, alpha 1 (CAPZA1), mRNA 

/cds=(0,860) 
1465773 tubulin-specific chaperone c (TBCC), 

mRNA/cds=(23 I 1063) 
1 857236 eukaiyotic translation initiation factor 4 

gamma,2(EIF4G2), mRNA 

/Cds=(306 t 3029) 
1 877500 early development regulator 2 

(homolog of polyhomeotic 2) (EDR2), 

mRNA/cds=(8,1309) 
1308969 Homo sapiens, clone IMAG&3875338, 

mRNA, partial cds /cds={0,930) 

31 396 mRNA for fibronectin {FN precursor) 

/cds={0,6987) 
28338 actin, gamma 1 (ACTG1), mRNA 

/cds={74,1201) 
35447 gelsolin (amyloidosis, Finnish type) 

(GSN), mRNA/cds=(14,2362) 
34753 mitochondria! ribosomal protein L3 

(MRPL3), mRNA /cdS-(76, 1 1 22) 
31441 mRNA for FU00043 protein, partial 

cds/cds=(0,4248) 
37464 thrombospondin 1 (THBS1), mRNA 

/cds=(11 1,3623) 
34198 ribosomal protein L17 (RPL17), mRNA 

/cds=(286,840) 

34755 myosin, light polypeptide, regulatory, 
non-sarcomertc (20kD) (MLCB), mRNA 
/cds=(114,629) 

32463 tyrosine 3-monooxygenase/tryptophan 
5-monooxygenase activation protein, 
theta polypeptide (YWHAQ), mRNA 
/cds=(1 00,837) 

402620 sphingomyelin phosphodiesterase 1, 
acid lysosomal (acid sphingomyelinase) 
(SMPD1), mRNA /cds=(0, 1 889) 

30822 diacylglycerol kinase, alpha (80kD) 

(DGKA), mRNA /cds=(1 03,2310) 
361 27 RuvB (E coll homolog)-like 1 

(RUVBL1), mRNA/cds=(76,1446) 
37476 epididymal secretory protein (1 9.5kD) 

(HE1), mRNA /cds=(1 0,465) 
433891 MUC1 8 gene exons 1 &2 

/Cds={26,1966) 
38434 macrophage myristoytated alanine-rich 

C kinase substrate (MACMARCKS), 

mRNA /cds=(1 3,600) 

297903 retinoblastoma-binding protein 7 
(RBBP7), mRNA /cds=(287,1 564) 
469884 reticulocalbin 2, EF-hand calcium 
binding domain (RCN2), mRNA 
/cds=(66,1019) 
2326523 adenosine deaminase, RNA-specific 
(ADAR), transcript variant ADAR-a, 
mRNA/cds={187,3867) 
599833 cadherin 5, type 2, VE-cadherin 

(vascular epithelium) (CDH5), mRNA 
/cds=(1 20,2474) 
35559 poly(A)-binding protein, cytoplasmic 1 

(PABPC1), mRNA /cds=(502,2403) 
32466 hsc70 gene for 71 kd heat shock 

cognate protein 
34266 protein tyrosine phosphatase, receptor 
type, F(PTPRF), mRNA • 
/Cds=(370,6063) 
1945761 keratin 18 (KRT18), mRNA 

/cds=(51,1343) 
22531 55 Homo spaiens mRNA for RanJSTP 
binding protein 5 (RanBP5(lmportin5) 
gene) /cds=(236,3529) 
4581462 pinin, desmosome associated protein 

(PNN), mRNA /cds=(30,2261) 
2791 897 cysteine-rich, angiogenic inducer, 61 
(CYR61), mRNA/cds={80,1225) 



AATATAGTCAAGCAAGTTTGTTCCAG 
GTGACCCATTGAGCTGTGTATGCA 

TTTGCTATTTTCGTCATGCCTTTGAGA 
CTGAGTCTTACTCCGTCCCCCAG 
TTGTGGGTGTGAAACAAATGGTGAGA 
ATTTGAATTGGTCCCTCCTATTAT 

CAGGAAGGAGGTAGGCACCTTTCTG 
AGCTTATTCTATTCCCCACCCACAC 

GGGAGCCATCCCTCTCTACCAAGGT 
GGCAATGATGGAGGGAACTTGCATG 

TGGCCCGCAATACTGTAGGAACAAG 

CATGATCTTGTTACTGTGATATTTT 

GGTTTTCTACTGTTATGTGAGAACATT 

AGGCCCCAGCAACACGTCATTGT 

AGCCCTGCAAAAATTCAGAGTCCTTG 

CAAAATTGTCTAAAATGTCAGTGT 

TGGGGACTATAGTGCAACCTATTTGG 

GTAAAGAAACCATTTGCTAAAATG 

ACCACTGTATGTTTACTTCTCACCATT 

TGAGTTGCCCATCTTGTTTCACA 

TTGACCTCCCATTTTTACTATTTGCCA 

ATACCTTTTTCTAGGAATGTGCT 

GAGGAGGTTGCCCAGAAGAAAAAGA 

TATCCCAGMGAAACTGAAGAAACA 

AACCTACCAGCCCTTCTCCCCCAATA 
ACTGTGGGTCTATACAGAGTCAAT 

AGAGAGTTGGACCACTATTGTGTGTT 
GCTAATCATTGACTGTAGTCCCAA 



CCCTGTACTGCTGCTGCGACCTGATG 
CTGCCAGTCTGTTAAAATAAAGAT 



ACACACATACACACACCCCAAAACAC 

ATACATTGAAAGTGCCTCATCTGA 

ACCTCCCACTTTGTCTGTACATACTG 

GCCTCTGTGATTACATAGATCAGC 

AACAACATTAACTTGTGGCCTCTTTCT 

ACACCTGGAAATTTACTCTTGAA 

TCTCTGCTCAATCTCTGCTTGGCTCC 

AAGGACCTGGGATCTCCTGGTACG 

TGTCTTACTCAAGTTC AAACCTCC AG ' 

CCTGTGAATCAACTGTGTCTCTTT 



AACTTTTACACTTTTTCCTTCCAACAC 
TTCTTGATTGGCTTTGCAGAAAT 
TGGTGAGTGGAATTTGACATTGTCCA 
AACCTTTTTCATTTTTGAGTGATT 

GAGTGAGGAAGACCCCCAAGCATAG 
ACTCGGGTACTGTGATGATGGCTGC 

TGGCAAAGCCCCTCACACTGCAAGG 
GATTGTAGATAACACTGACTTGTTT 

GGAAAGGAAACTTTGAACCTTATGTA 

CCGAGCAMTGCCAGGTCTAGCAA 

AGTTAAGATTATTCAGAAGGTCGGGG 

ATTGGAGCTAAGCTGCCACCTGGT 

TTACCTTGTGGATGCTAGTGCTGTAG 

AGTTCACTGTTGTACACAGTCTGT 

GGGGTCTTCACATTATCATAACCTCT 
CCTCTAAAGGGGAGGCATTAAAAT 
TTTCCTTGTG C AATTCAG ACTTAAG C 
ATCGAGTTTTTACCATCTTCCACT 

ACATGTGCAAATAAATGTGGCTTAGA 
CTTGTGTGACTGCTTAAGACTAAA 
AAATGTAGCTTTTGGGGAGGGAGGG 
GAAATGTAATACTGGAATAATTTGT 
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8076 HUVECcDNA Hs.90061 Y12711 

8077 HUVECcDNA Hs.101033 Y14391 

8078 HUVECcDNA Hs.24322 Y15286 

8079 HUVECcDNA Hs.291904 Z31696 

8080 HUVECcDNA Hs.180877 Z48950 

8081 HUVECcDNA Hs.289101 Z49835 

8082 HUVECcDNA Hs.10340 AK000452 

8083 HUVECcDNA Hs.194676 AK001313 

8084 HUVECcDNA Hs.808 AK001364 

8085 HUVECcDNA Hs.15978 AK002211 

8086 HUVECcDNA Hs.29692 AK021498 

8087 HUVECcDNA Hs.109672 AK023900 

8088 HUVECcDNA Hs.25635 AK024039 

8089 HUVECcDNA Hs.288967 AK024167 

8090 HUVECcDNA Hs.25001 AK024230 

8091 HUVECcDNA Hs.6101 AK025006 

8092 HUVECcDNA Hs.322680 AK025200 

8093 HUVECcDNA Hs.288061 AK025375 

8094 HUVECcDNA Hs.288869 AK025842 

8095 HUVECcDNA Hs.251653 AK026594 
8098 HUVECcDNA Hs.334842 AK026632 

8097 HUVECcDNA Hs.288036 AK026650 

8098 HUVECcDNA Hs.324406 AK026741 

8099 HUVECcDNA HS-274368 AK026775 

8100 HUVECcDNA Hs.289071 AK027187 

8101 HUVECcDNA Hs.334768 BG385658 

8102 HUVECcDNA NA NCJJ02090 

8103 HUVECcDNA NA U07360 

8104 HUVECcDNA Hs.230165 AA449779 



Table 8 

6759555 progesterone receptor membrane 
component 1 (PGRMC1), mRNA 
/cds=(78,665) 

6562622 Pseudoautosomal GTP-binding protein- 
like (PGPL), mRNA/cds=(329,1540) 

2584788 ATPase, H* transporting, lysosomal 

(vacuolar proton pump) 9kD (ATP6H), 

mRNA/cds=(62,307) 
4791 56 accessory proteins BAP31/BAP29 

(DXS1357E), mRNA /cds=(1 36,876) 
761715 done PP781 unknown mRNA 

/cds=(1 13,523) 
860985 glucose regufated protein, 58kD 

(GRP58), mRNA/cds=(0,1517) 
7020548 hypothetical protein FLJ20445 

(FU20445), mRNA /cds=(334, 1170) 
7022490 tumor necrosis factor receptor 

superfamily, member 6b, decoy 

(TNFRSF6B), transcript variant 2, 

mRNA/cds=(827,4486) 
7022577 heterogeneous nuclear 

ribonucleoprotein F (HNRPF), mRNA 

/cds={323,1570) 
7023952 cDNA FU1 1 349 fis, clone 

PLACE400Q650, weakly similar to 

TUBERIN /cds=UNKNOWN 
10432693 CDNA FU11436 fis, clone 

HEMBA1001213 /cds=UNKNOWN 
1 0435975 Homo sapiens, Similar to 

siarytransferase 7 ((alpha-N- 

acetylneuraminyl2,3-betagaJactosyl- 

1,3)-N-acetyl galactosamlnide a!pha-2,6- 

sialytransferase) F, clone MGC: 14252 

IMAG&4128833, mRNA, complete cds 

/cds=(128,1129) 
1 0436304 CDNA FU1 3977 fis, done 

Y79AA1001603, weakly similar to 

POLYPEPTIDE N- 

ACETYLGALACTOSAMINYLTRANSF 
ERASE (EC 2.4.1.41) /cds=(418 t 1791) 

10436481 cDNA FLJ14105 fis, done 

MAMMA1001202 /cds=UNKNOWN 

10436557 cDNA FLJ14168 fis, clone 

NT2RP2001440, highly similar to 

mRNA for 14-3-3 gamma 

/cds=UNKNOWN 
10437439 hypothetical protein MGC3178 

(MGC3178), mRNA /cds=(81,1055) 
10437664 cDNA: FU21547 fis, clone COL06206 

/cds=UNKNOWN 
10437878 actin, beta (ACTB), mRNA 

/Cds=(73,1200) 
1 0438480 nuclear receptor subfamily 2, group F, 

member 2 (NR2F2), mRNA 

/cds=(342,1585) 
1 0439481 tubulin, beta, 2 (TUBB2), mRNA 

/Cds=(0,1337) 
1 0439528 tubulin, alpha, ubiquitous (K-ALPHA-1), 

mRNA/cds=(67,1422) 
1 0439548 tRNA isopentenylpyrophosphate 

transferase (IPT), mRNA 

/Cds=(60,1040) 
10439662 ribosomal protein L41 (RPL41), mRNA 

/Cds=(83,160) 
1 0439706 MSTP032 protein (MSTP032), mRNA 

/cds=(68,319) 
10440255 cDNA: FLJ22245 fis, clone HRC02612 

/cds=UNKNOWN 
13278634 hypolhetical protein FU14639 

(FU14639), mRNA /cds=(273,689) 
9507429 many cloning vectors, kanamydn 

resistance, gene 
476289 Human DXS1 1 78 locus dinucleotide 

repeat polymorphism sequence 
21 63529 2x09e02.s1 cDNA. 3' end 

/ctone=IMAGE:785978 /c!onejend=3' 



1 ACCCACTGCAAAAGTAGTAGTCAAGT 
GTCTAGGTCTTTGATATTGCTCTT 

1 GCCTGCTGTGAACTGCTTTCCCTCGG 
AATGTTTCCGTAACAGGACATTAA 

1 GAAGAGCCATCTCAACAGAATCGCAC 
CAAACTATACTTTCAGGATGAATT 

1 AGGAGGGTGGGTGGAACAGGTGGAC 

TGGAGTTTCTCTTGAGGGCAATAAA 
1 TGCTTGATTAAGATGCCATAATAGTG 

CTGTATTTGCAGTGTGGGCTAAGA 
1 TTGGGGGAAATGTTGTGGGGGTGGG 

GTTGAGTTGGGGGTATTTTCTAATT 
1 AGCATGGTAAACCTGGGTTTTGTTCA 

TATTTTCTCCAGACAGAAATGCAA 
1 G GTCTCTTTGACTAATC AC C AAAAAG 

CAACCAACTTAGCCAGTTTTATTT 



1 GCCCTTGATGCTGGAGTCACATCTGT 
TGATAGCTGGAGAACTTTAGTTTC 

1 GCCGATTCCAAGCGAGGGATTTAATC 
CTTACATTTTTGCCCATTTGGCTC 

1 TTCCCTGGACAGTTTGATGTGCTTAT 
GGTTGAGATTTATAATCTGCTTGT 

1 GGCGGTGACTGCCCCAGACTTGGTT 
TTGTAATGATTTGTACAGGAATAAA 



1 TGACCATTTGGAGGGGCGGGGCCTC 
CTAGAAGAACCTTCTTAGACAATGG 



1 CAGTCCTCACACCAGCCAAGGTCACA 
GGCAAGAGCAAGAAGAGAAACTGA 

1 CCTCAGTGATGGAATATCATGAATGT 
GAGTCATTATGTAGCTGTCGTACA 



1 ACACACAACTTCAGCTTTGCATCACG 

AGTCTTGTATTCCAAGAAAATCAA 
1 GGAATTTCGCACCAGAGGACCCACC 

ACGTCCTCGCTTCGACATCTTGAAC 
1 GGAG GCAGCCAGGGCTTACCTGTAC 

ACTGACTTGAGACCAGTTGAATAAA 
1 CAGAGAAAGAAAAGGCAAAAGACTG 

GTTTGTTTGCTTAATTTCCTTCTGT 

1 GAAAGCAGGGAAGCAGTGTGAACTC 
TTTATTCACTCCCAGCCTGTCCTGT 

1 TGGTTAGATTGTTTTCACTTGGTGAT 
CATGTCTTTTCCATGTGTACCTGT 

1 TGCATCGTAAAACCTTCAGAAGGAAA 
GGAGAATGTTTTGTGGACCACTTT 

1 TGGACCTGTGACATTCTGGACTATTT 

CTGTGTTTATTTGTGGCCGAGTGT 
1 TGCAACTAGCAACTCATCTTCGGAAG 

ACACAGCCAGGAGAATGAAGTAGA 
1 GACTTTCCTCTCTGCGAGCTTCTACT 

TCTAAGTCTGAATCCAGTCAGAAA 
1 GTTTCTCTTTGGTTTTCCAGATTTTCT 

TTAGAACGGTGACTGACCCTCCT 
.1 CTGAGCAATAACTAGCATAACCCCTT 

GGGGCCTCTAAACGGGTCTTGAGG 
1 TGCCCATTTCACATTGCTCATTACTCA 

TG C AAATTTCTTCTTG CTAA C CT 
1 ACCCACCATTGGTAAAATATTCAGGG 

G AACTTG GTTTAAAAGTTTATG CT 
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8105 HUVECcDNA NA 



AI000459 



8106 HUVECcDNA Hs.172922 AI016204 



8107 HUVECcDNA Hs.96457 AI081571 



8108 HUVECcDNA NA 



AI082318 



8109 HUVECcDNA Hs. 145222 AH 87426 



8110 HUVECcDNA Hs.273194 A1285483 



8111 HUVECcDNA Hs.238797 AI307808 



8112 HUVECcDNA Hs.135872 AW028193 



8113 HUVECcDNA Hs.244816 AW078847 



8114 HUVECcDNA Hs.249863 AW162315 



8115 HUVECcDNA Hs.329930 AW170757 



8116 HUVECcDNA Hs.23349 AW237511 



8117 HUVECcDNA NA 



BE672733 



8118 HUVECcDNA Hs.283443 BF110312 

8119 HUVECcDNA Hs.111301 J03210 

8120 HUVECcDNA Hs.82085 M14033 

8121 HUVECcDNA Hs.80120 Y10343 

8122 HUVECcDNA Hs.10340 AK000452 

8123 HUVECcDNA Hs.73742 AK001313 

8124 HUVECCDNA Hs.808 AK001364 

8125 HUVECCDNA Hs. 15978 AK002211 

8126 HUVECcDNA Hs.29692 AK021498 

8127 HUVECcDNA Hs.109672 • AK023900 



Table 8 

3191013 Ot07c08.s1 NCI_CGAPJ3C3 cDNA 
done IMAG&1614158 3' similar to 
gb:Y00361 60S RIBOSOMAL 
PROTEIN (HUM 

3230540 Ot83f03.s1 cDNA, 3' end 

/clone=lMAGE:1623389 /clone_end=3' 

3418363 ox59h10.s1 cDNA, 3' end 

/clone=IMAGE:1660675 /done_end=3' 

3419110 ox72c08.x1 Soares_NhHMPu_Sl 

cDNA clone IMAGE:1661870 3' similar 
to gb:X63527 60S RIBOSOMAL 
PROTEIN 

3738064 qf31d08.x1 cDNA, 3* end 

/done=IMAGE:1751631 /done_end=3' 

3923716 ty56b02.x1 cDNA, 3' end 

/done=IMAGE:2283051 /clone_end=3 l 

400241 2 602081661 F1 cDNA, 5 end 

/clone=IMAGE:4245999 /done_end=5' 

5886949 wv61h08.x1 cDNA, 3' end 

/clone=IMAGE:2534079 yc)one_end=3 < 

6033999 xb1 8g07.x1 cDNA, 3' end 

/clone=IMAGE:2576700 /ctone_end=3' 

6301 348 au66d07.x1 cDNA, 3' end 

fclone=IMAGE:2781229 /clone_end=3' 

6402282 xj24e07;x1 cDNA, 3' end 

/c!one=IMAGE:2658180 /clone - e^d=3 , 

6569900 nab70e03jc1 cDNA, 3' end 

/clone=IMAGE:3273292/clone_e^d=3 , 

10033274 7b75gQ7.x1 NCI_CGAP_Lu24 cDNA 
done 1MAGE:3234108 3' similar to 
TR:099231 099231 CYTOCHROME 
OXIDASE 

10940002 7n36d08.x1 cDNA, 3' end 

/done=IMAGE:3566654 /clone__end=3' 

1 80670 matrix metalloproteinase 2 (gelatlnase 
A, 72kD gelatinase, 72kD type IV 
collagenase) (MMP2), mRNA 
/cds=(289,2271) 
1 89566 serine (or cysteine) proteinase inhibitor, 
clade E (nexin, plasminogen activator 
inhibitor type 1), member 1 
(SERPINE1), mRNA /cds-(7 5, 1 283) 

2292903 UDP-N-acetyi-alpha-D- 

galactosamine:potypeptide N- 
acetyigalactosaminyltransferase 1 
(Ga!NAc-Tl) (GALNT1), mRNA 
/cds=(31,1710) 

7020548 hypothetical protein FLJ20445 

(FLJ20445), mRNA /cds={334,1170) 

7022490 cDNA FLJ10451 fis, done 

NT2RP1 000959, highly similar to acidic 
ribosomal phosphoprotein P0 mRNA 
/cds=UNKNOWN 

7022577 heterogeneous nuclear 

ribonucleoprotein F (HNRPF), mRNA 
/cds=(323,1570) 

7023952 cDNA FU1 1 349 fis, clone 

PLACE4 000650, weakly similar to 
TUBERIN /cds=UNKNOWN 

10432693 CDNAFU11436 fis, Clone 

HEMBA1001213 /cds=UNKNOWN 

1 0435975 Homo sapiens, Similar to 
sialytransferase 7 ((alpha-N- 
acetylneuraminyl 2,3-betagalactosyl- 
l,3)-N-acetyl galactosaminide alpha-2,6- 
sialytransferase) F, clone MGC: 14252 
IMAGE:41 28833, mRNA, complete cds 
/cds=(128,1129) 
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GTCAAATAAGGTTGTTCTTTCCTTGAA 
GGACAGCACCCATGCCACAGCAC 



CTGGAAAAACATCACATGGTTGAGTC 
AAGGATGAAAAGTCAAAACTACCT 

ATCCATCCAATAAACACAGCAACACC 
CTATGCTACTGACCAAGCAAAGCT 

TAGTTAGAGTCCAAGACATGGTTCCT 
CCCCCTTTGTCTGTACATCCTGGC 



CAGCCTGCCTGCTTGCCA I 1 I I ICTT 
CCCCTTCCAI I 1 I' I CTAACCTCAG 

ACTTCCTCCCCCTCCCCCTAGCATTA 
CTTATATGATATGTTTCCATACCC 

AAGGAATTTGTTTTCCCTATCCTAACT 
CAGTAACAGAGGGTTTACTCCGA 

TTTGCATCCCGAGTTTTGTATTCCAA 
GAAAATCAAAGGGGGCCAATTTGT 

AAACAGGAAGGGGGTTTGGGCCCTT 
TGATCAACTGGAACCTTTGGATCAAG 

AAAAACGGTTTATGGGGGTAGGGAAA 
CAGGCCGAAAAGAACGTGGAGAAA 

GGGGACTCAGGCCCCCGCTGGGGGT 
CCCACATAGGGTTTTTATCCAAAAA 

TGTTGTTGGATACGTACTTAACTGGT 
ATGCATCCCATGTCTTTGGGTACT 

TGAGAGCACACCATAAATTCACAGCA 
GGAATAAACGAAGACACACGAGCA 



ACCAGGGCTTAAAACCTCAATTTATG 
TTCATGACAGTGGGGA I 1 1 I TCTT 

AGCCATAGAAGGTGTTCAGGTATTGC 
ACTGCCAACTCTTTGTCCGTTTTG 



CCATGCCCTTGTCATCAATCTTGAAT 
CCCATAGCTGCTTGAATCTGCTGC 



TTAAGAATGTGGCAGAAATGTATGCT 
GAGGTAGCCCAGTCAATCCTTATT 



ATC AGTAGCAAAACAAACC C AG C AAC 
TTCTGTCCAGCATCTGCTGTAGGG 
CCCATCTAACTAGCACACGAACCTTC 
CACGAGGACGCCTGGCGAGAGAAG 



GAACTTGGCAGTTGTAGCAGAGGCA 
GTTGAGGCTTGTTGACCATCACCAT 

CGCTCTCTCCTGCACAGCACCACCAC 
CAACAGTCTGGATGATTTTAGGCA 

TTTTGGGAAGAAAACCCTATGCATCT 
GAAATACAATTGGCAATGGA4GCT 
CTCTTTGTTGCTACTCATTTCTCTCCG 
GCGTCTGCTGAGGGGTAGGTGTC 
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8128 HUVEC cDNA Hs.25635 AK024039 10436304 



cDNA FLJl3977fis, clone 
Y79AA1 001603, weakly similar to 
POLYPEPTIDE N- 

ACETYLGALACTOSAMINYLTRANSF 
ERASE (EC 2.4.1.41) /cds={4 18,1791) 



1 CAACTTCCTCTTGGTTACCCAGAAGA 
ACAGCAGCACCGTGATCCAGAGCA 



8129 HUVEC cDNA Hs.288967 AK024167 

8130 HUVEC cDNA Hs.25001 AK024230 

8131 HUVEC cDNA Hs.6101 AK025006 

8132 HUVEC cDNA Hs.322680 AK025200 

8133 HUVEC cDNA Hs.288061 AK025375 

8134 HUVEC cDNA Hs.288869 AK025842 

8135 HUVEC cDNA Hs.251653 AK026594 
8135 HUVEC CDNA Hs.278242 AK026632 

8137 HUVEC cDNA Hs.181165 AK026650 

8138 HUVEC cDNA Hs.108124 AK026741 

8139 HUVEC cDNA Hs.274368 AK026775 

8140 HUVEC CDNA Hs.241507 AK027187 



10438481 cDNA FLJ14105 fis, clone 

MAMMA1001202 /cds=UNKNOWN 

10436557 cDNAFLJ14168flS, Clone 

NT2RP2001440. highly similar to 

mRNA for l4-3-3gamma 

/cds=UNKNOWN 
1 0437439 hypothetical protein MGC31 78 

(MGC3178), mRNA /cds=(81 ,1055) 
1 0437664 cDNA: FU21 547 fis, clone COL06206 

ycds=UNKNOWN 
10437878 actin, beta (ACTB), mRNA 

/cds=(73,1200) 
1 0438480 nuclear receptor subfamily 2, group F, 

member 2 (NR2F2), mRNA 

/cds=(342,15B6) 
10439481 tubulin, beta, 2 (TUBB2), mRNA 

/cds=(0,1337) 
1 0439528 Homo sapiens, clone MGC:3214 

IMAGE:3502620, mRNA, complete cds 

/cds=(2066,3421) 
1 0439548 eukan/otic translation elongation factor 

1 alpha 1 (EEF1A1), mRNA 

/cds=(53 r 1441) 
10439662 cDNA: FU23088 fis, clone LNG07026 

/cds=UNKNOWN 
10439706 MSTP032 protein (MSTP032), mRNA 

/cds={68,319) 
10440255 cDNA: FLJ23534 fls t clone LNG06974, 

highly similar to HUMRPS6A ribosomal 

protein S6 mRNA /cds=UNKNOWN 



1 CTGTACATCTGCATCCCAGCAAAGAG 
CAGCAGGGACAGGAGGGAGGAGAG 

1 CACAGACAGAAGGTTTCGTTCCTCAT 
TCGACAGTGGCTCATTCAGCTCTG 



1 TCAAGATTGGCAATTCACTGTGCCCA 

TTAAACCACTCAGTAGCTCAGCCT 
1 AGTTGTCCTGAGAGTTTTACACTTGT 

GAGAAAATACTGGCAGCTTTGATT 
1 CACATAGGAATCCTTCTGACCCATGC 

CCACCATCACGCCCTGGTGCCTGG 
1 AACAGGAACCTTTATCTCTTTGTGAG 

GCGATTTGCATTCTCCACACAGGC 

1 GTACTTGCCGCCGGTGGCCTCATTGT 
AGTACACGTTGATGCGTTCCAGCT 

1 ATAGTGGCTAGGGATTAGGAGGCGA 
AGGCGACAGGAGCAGACACCGGGTC 

1 CATTTTGGCTTTTAGGGGTAGT7TTC 
ACGACACCTGTGTTCTGGCGGCAA 

1 CCCTGGTTCAGGAATTAAGGGGACA 
GACTTGAATAAGAAACAAAACAAAA 

1 ACAGTAGAGAATTTGAGTACACAGGG 
TATGGAGAGTAGGGCACAAAATGT 

1 GAACAGCCTCGTCTTTCCCCGAATGC 
CAGGCAGGATGACGATGAACGTGG 



8141 HUVEC cDNA Hs.334788 BG392671 

8142 HUVEC cDNA NA NCJJ02090 

8143 HUVEC cDNA NA U07360 



13286119 hypothetical protein FLJ14639 

(FLJ14639), mRNA /cds=(273,689) 
9507429 many cloning vectors, kanamycin 

resistance, gene 
476289 Human DXS1 178 locus dinucleotide 
repeat polymorphism sequence 



1 GACCTCCAGAATTTCCTCATCGCTGT 
CGGTGACCAAGTCCACAGACACTA 

1 TCTTGCCATCCTATGGAACTGCCTCG 
GTGAGTTTTCTCCTTCATTACAGA 

1 TGTTACTCCTTCAAGCCCCTGAATCA 
CTATAG CCACGACTCTCCAACTGA 
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TABLE 9: Cardiac Transplant patient RNA samples and array hybridizations 



Pitipnf it 




Rejection 
Grade 


RNA Yield 

Gig) 


HvhHfiizatioTi # 

XlJ HZ I IUILH1IVU 7T 




1 








14-0001 


2 


3A 


13.6 


107739 




3 


1A 


5.83 


107740 




1 








14-0002 


2 










3 










1 


0 


12.8 




14-0003 


2 










3 








14-0004 


1 








2 










1 


3A 


1.08 


107741 


14-0005 


2 


0 


11.2 


107742 


3 










4 










1 


2 


2.02 




14-0006 


2 










3 









WO 02/057414 



PCT/US01/47856 



TABLE 10: Differentially expressed probes between samples from patients with high 
and low grade rejection: 



Oligo# 


Gene Represented 


7401 


cDNA clone MAGE:915561 


1796 


amphiregulin 


4423 


partial IGVH3 gene for immunoglobulin heavy chain V region 


4429 


partial IGVL1 gene for immunoglobulin lambda light chain V region 


4430 


partial IGVH3 DP29 gene for immunoglobulin heavy chain V region 


4767 


cDNA clone COL09252, highly similar to CD24 


4829 


oncostatin M 


8091 


mRNA for a predicted protein 
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We claim: 

1 . A system for detecting gene expression comprising at least two isolated DNA 
molecules wherein each isolated DNA molecule detects expression of a gene wherein 
said gene is selected from the group of genes corresponding to the oligonucleotides 
depicted in SEQ ID NO:l - SEQ ED NO: 8143. 

2. The system of claim 1 wherein said gene is selected from the group of genes 
corresponding to the oligonucleotides depicted in SEQ ID NO:2476, SEQ ID NO: 
2407, SEQ ID NO:2192, SEQ ID NO: 2283, SEQ ID NO:6025, SEQ ID NO: 4481, 
SEQ ID NO:3761, SEQ ID NO: 3791, SEQ ID NO:4476, SEQ ID NO: 4398, SEQ ID 
NO:7401, SEQ ID NO: 1796, SEQ ID NO:4423, SEQ ID NO: 4429, SEQ ID 
NO:4430, SEQ ID NO: 4767, SEQ ID NO:4829, and SEQ ID NO: 8091. 

3. The system of claim 1 wherein the DNA molecules are synthetic DNA, 
genomic DNA, PNA or cDNA. 

4. The system of claim 1 wherein the isolated DNA molecules are immobilized 
on an array. 

5. The system of claim 4 wherein the array is selected from the group consisting 
of a chip array, a plate array, a bead array, a pin array, a membrane array, a solid 
surface array, a liquid array, an oligonucleotide array, polynucleotide array or a 
cDNA array, a microtiter plate, a membrane and a chip. 

6. A method of detecting gene expression comprising a) isolating RNA and b) 
hybridizing said RNA to the isolated DNA molecules of claim 1. 

7. A method of detecting gene expression comprising a) isolating RNA; b) 
converting said RNA to nucleic acid derived from the RNA and c) hybridizing said 
nucleic acid derived from the RNA to the isolated DNA molecules of claim 1. 

8. The method of claim 7 wherein said nucleic acid derived from the RNA is 
cDNA. 
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9. A method of detecting gene expression comprising a) isolating RNA; b) 
converting said RNA to cRNA or aRNA and c) hybridizing said cRNA or aRNA to 
the isolated DNA molecules of claim 1. 

10. A candidate library comprising at least two isolated oligonucleotides wherein 
the oligonucleotides have nucleotide sequences having at least 40-50, 50-60, 70-80, 
80-85, 85-90, 90-95 or 95-100% sequence identity to the nucleotide sequences 
selected from the group consisisting of SEQ ID NO:l- SEQ ID NO: 8143. 

1 1 . The candidate library of claim 10, wherein the nucleotide sequence comprises 
deoxyribonucleic acid (DNA) sequence, ribonucleic acid (RNA) sequence, synthetic 
oligonucleotide sequence, protein nucleic acid (PNA) sequence or genomic DNA 
sequence. 

12. The candidate library of claim 11, wherein the candidate library is 
immobilized on an array. 

13. The candidate library of claim 12, wherein the array is selected from the group 
consisting of: a chip array, a plate array, a bead array, a pin array, a membrane array, 
a solid surface array, a liquid array, an oligonucleotide array, polynucleotide array or 
a cDNA array, a microtiter plate, a membrane and a chip. 

14. A diagnostic oligonucleotide for a disease comprising an oligonucleotide 
wherein the oligonucleotide has a nucleotide sequence selected from the group 
consisting of SEQ ID NO:l - SEQ ID NO: 8143 wherein said oligonucleotide detects 
expression of a gene that is differentially expressed in leukocytes in an individual 
with at least one disease criterion for at least one leukocyte-related disease compared 
to the expression of said gene in an individual without the at least one disease 
criterion, wherein expression of the gene is correlated with the at least one disease 
criterion. 

15. The diagnostic oligonucleotide of claim 14, wherein the nucleotide sequence 
comprises DNA, cDNA, PNA, genomic DNA, or synthetic oligonucleotides. 
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16. The diagnostic oligonucleotide of claim 14, wherein the disease criterion 
comprises data wherein the data is selected from physical examination data, 
laboratory data, patient historic, diagnostic, prognostic, risk prediction, therapeutic 
progress, and therapeutic outcome data. 

17. The diagnostic oligonucleotide of claim 14, wherein the leukocytes comprise 
peripheral blood leukocytes or leukocytes derived from a non-blood fluid. 

18. The diagnostic oligonucleotide of claim 17, wherein the non-blood fluid is 
isolated from the colon, sinus, esophagus, small bowel, pancreatic duct, biliary tree, 
ureter, vagina, cervix uterus, nose, ear, urethra, eye, open wound, abscess, stomach, 
cerebral spinal fluid, peritoneal fluid, pleural fluid, synovial fluid, bone marrow and 
pulmonary lavage. 

19. The diagnostic oligonucleotide of claim 14, wherein the leukocytes comprise 
leukocytes derived from urine or a biopsy sample. . 

20. The diagnostic oligonucleotide of claim 14, wherein the leukocytes are 
peripheral blood mononuclear cells or T-lymphocytes. 

21. The diagnostic oligonucleotide of claim 14, wherein the disease is selected * 
from the group consisting of cardiac allograft rejection, kidney allograft rejection, 
liver allograft rejection, atherosclerosis, congestive heart failure, systemic lupus 
erythematosis (SLE), rheumatoid arthritis, osteoarthritis, and cytomegalovirus 
infection. 

22. The diagnostic oligonucleotide of claim 14, wherein the differential 
expression is one or more of: a relative increase in expression, a relative decrease in 
expression, presence of expression or absence of expression. 

23 . A diagnostic agent comprising an oligonucleotide wherein the oligonucleotide 
has a nucleotide sequence selected from the group consisting of SEQ ID NO:l - SEQ 
ED NO: 8143 wherein said oligonucleotide detects expression of a gene that is 
differentially expressed in leukocytes in an individual over time. 
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24. The agent of claim 23 wherein said oligonucleotide is selected from the group 
consisting of SEQ ID NO:2476, SEQ ID NO: 2407, SEQ ID NO:2192, SEQ ID 
NO:2283, SEQ ID NO:6025, SEQ ID NO:4481, SEQ ID NO:3761, SEQ ID 
NO:3791 , SEQ ID NO:4476, SEQ ID NO:439S, SEQ ID NO:7401, SEQ ID NO: 
1796, SEQ ID NO:4423 5 SEQ ID NO:4429, SEQ ID NO:4430, SEQ ID NO:4767, 
SEQ ID NO:4&29 3 and SEQ ID NO:8091 . 

25. A diagnostic probe set for a disease comprising at least two probes wherein 
each probe detects expression of a gene wherein the gene is selected from the group 
of genes corresponding to the oligonucleotides depicted in SEQ ID NO: 1 - SEQ ID 
NO:8143 wherein each gene is differentially expressed in leukocytes in an individual 
with at least one disease criterion for a disease selected from Table 1 as compared to 
the expression of the gene in leukocytes in an individual without the at least one 
disease criterion, wherein expression of the gene is correlated with the at least one 
disease criterion, 

26. An isolated nucleic acid wherein said nucleic acid comprises a sequence 
depicted in SEQ ID NO:8144 - SEQ ID NO:8766. 

27. An expression vector containing the nucleic acid of claim 26 in operative 
association with a regulatory element which controls expression of the nucleic acid in 
a host cell. 

28. A host cell comprising the expression vector of claim 27. 

29. The host cell of claim 27, wherein the host cell is a prokaryotic cell or a 
eukaryotic cell. 

30. A kit comprising the system of claim 1 . 

31. A system for detecting gene expression in leukocytes comprising an isolated 
DNA molecule wherein said isolated DNA molecule detects expression of a gene 
wherein said gene is selected from the group of genes corresponding to the 
oligonucleotides depicted in SEQ ID NO: 1-SEQ ID NO: 8143 and said gene is 
differentially expressed in said leukocytes in an individual with at least one disease 
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criterion for a disease selected from Table 1 compared to the expression of said gene 
in leukocytes in an individual without the at least one disease criterion. 

32. The system of claim 31 wherein the DNA molecule is at least 16 nucleotides 
in length. 

33. The system of claim 3 1 wherein the DNA molecules are synthetic DNA, 
genomic DNA, PNA or cDNA. 

34. The system of claim 31 wherein the isolated DNA molecule is immobilized on 
an array. 

35. The system of claim 34 wherein the array is selected from the group consisting 
of a chip array, a plate array, a bead array, a pin array, a membrane array, a solid 
surface array, a liquid array, an oligonucleotide array, polynucleotide array or a 
cDNA array, a microtiter plate, a membrane and a chip. 

36. A method of detecting gene expression comprising a) isolating RNA and b) 
hybridizing said RNA to the isolated DNA molecule of claim 31. 

37. A method of detecting gene expression comprising a) isolating RNA; b) 
converting said RNA to nucleic acid derived from the RNA and c) hybridizing said 
nucleic acid derived from said RNA to the isolated DNA molecules of claim 31. 

38. The method of claim 37 wherein said nucleic acid derived from the RNA is 
cDNA. 

39. A method of detecting gene expression comprising a) isolating RNA; b) 
converting said RNA to cRNA or aRNA and c) hybridizing said cRNA or aRNA to 
the isolated DNA molecule of claim 3 1 . 

40. A method of diagnosing a disease comprising obtaining a leukocyte sample 
from an individual, contacting said leukocyte sample with the gene expression system 
of claim 3 1 and comparing the expression of the gene with a molecular signature 
indicative of the presence or absence of said disease. 
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41. A method of monitoring progression of a disease comprising: obtaining a 
leukocyte sample from an individual, contacting said leukocyte sample with the gene 
expression system of claim 31, and comparing the expression of the gene with a 
molecular signature indicative of the presence or absence of disease progression. 

42. A method of monitoring the rate of progression of a disease comprising: 
obtaining a leukocyte sample from an individual, contacting said leukocyte sample 
with the gene expression system of claim 31, and comparing the expression of the 
gene with a molecular signature indicative of the presence or absence of disease 
progression. 

43. A method of predicting therapeutic outcome comprising: obtaining a 
leukocyte sample from an individual, contacting said leukocyte sample with the gene 
expression system of claim 31, and comparing the expression of the gene with a 
molecular signature indicative of the predicted therapeutic outcome. 

44. A method of determining prognosis for a patient comprising obtaining a 
leukocyte sample from a patient, contacting said leukocyte sample with the gene 
expression system of claim 31, and comparing the expression of the gene, and 
comparing the expression of the gene with a molecular signature indicative of the 
prognosis. 

45. A method of predicting disease complications in an individual comprising 
obtaining a leukocyte sample from an individual, contacting said leukocyte sample 
with the gene expression system of claim 31, and comparing the expression of the 
gene with a molecular signature indicative of the presence or absence of disease 
complications. 

46. A method of monitoring response to treatment in an individual, comprising 
obtaining a leukocyte sample from an individual, contacting said leukocyte sample 
with the gene expression system of claim 31, and comparing the expression of the 
gene with a molecular signature indicative of the presence or absence of response to 
treatment. 
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47. The method according to claim 46, wherein said method further comprises 
characterizing the genotype of the individual, and comparing the genotype of the 
individual with a diagnostic genotype, wherein the diagnostic genotype is correlated 
with at least one disease criterion. 

48. The method according to claim 41, wherein said method further comprises 
characterizing the genotype of the individual, and comparing the genotype of the 
individual with a diagnostic genotype, wherein the diagnostic genotype is correlated 
with at least one disease criterion. 

49. The method according to claim 42 ? wherein said method further comprises 
characterizing the genotype of the individual, and comparing the genotype of the 
individual with a diagnostic genotype, wherein the diagnostic genotype is correlated 
with at least one disease criterion. 

50. The method according to claim 43, wherein said method further comprises 
characterizing the genotype of the individual, and comparing the genotype of the 
individual with a diagnostic genotype, wherein the diagnostic genotype is correlated 
with at least one disease criterion. 

51. The method according to claim 44, wherein said method further comprises 
characterizing the genotype of the individual, and comparing the genotype of the 
individual with a diagnostic genotype, wherein the diagnostic genotype is correlated 
with at least one disease criterion. 

52. The method of claim 50, wherein the genotype is analyzed by one or more 
methods selected from the group consisting of Southern analysis, RFLP analysis, 
PCR, single stranded conformation polymorphism, and SNP analysis. 

53. A method of RNA preparation suitable for diagnostic expression profiling 
comprising: obtaining a leukocyte sample from a subject, adding actinomycin-D to a 
final concentraion of 1 ug/ml, adding cycloheximide to a final concentration of 10 
ug/ml, and extracting RNA from the leukocyte sample. 

54. The method of claim 52, wherein the actinomycin-D and cycloheximide are 
present in a sample tube to which the leukocyte sample is added. 
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Figure 1: Novel Gene Sequence Analysis 
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Figure 2 . Automated Mononuclear Cell RNA Isolation Device 
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Figure 3: Kits for discovery of, or application of diagnostic gene sets 

A, Contents of kit for discovery of diagnostic gene sets 

1. Sterile, endotoxin and RNAse free blood collection tubes (>10cc capacity) 

2. Alcohol swabs, tourniquet, 18g needle and syringe (>10cc capacity) 

3. Erythrocyte lysis buffer 

4. Leukocyte lysis buffer 

5. Substrates for labeling of RNA (may vary for various expression profiling techniques) 

For fluorescence cDNA microarray expression profiling: 
Reverse transcriptase and lOx RT buffer 
Poly-dT primer 
DTT 

Deoxynucleotides lOOmM each 
RNAse inhibitor 

Cy3 and Cy5 labeled deoxynucleotides 

6. cDNA microarrays containing candidate gene libraries 

7. Cover slips for slides 

8. hybridization chambers 

9. Software package for identification of diagnostic gene set from data 

Contains statistical methods* 

Allows alteration in desired sensitivity and specificity of gene set 
Software facilitates access to and data analysis by centrally located database 
server. 

10. Password and account number to access central database server. 

1 1 . Kit User Manual 

B. Contents of kit for application of diagnostic gene sets 

L Sterile, endotoxin and RNAse free blood collection tubes (>10cc capacity) 

2. Alcohol swabs, tourniquet, 18g needle and syringe (>10cc capacity) 

3. Erythrocyte lysis buffer 

4. Leukocyte lysis buffer 

5. Substrates for labeling of RNA (may vary for various expression profiling techniques) 

For fluorescence cDNA microarray expression profiling: 
Reverse transcriptase and lOx RT buffer 
Poly-dT primer 
DTT 

Deoxynucleotides lOOmM each 
RNAse inhibitor 

Cy3 and Cy5 labeled deoxynucleotides 

6. cDNA microarrays containing diagnostic gene sets 

7. cover slips for slides 

8. hybridization chambers 

9. Software package for identification of diagnostic gene set from data 

Contains statistical methods. 

Allows alteration in desired sensitivity and specificity of gene set. 
Software facilitates access to and data analysis by centrally located database 
server 

10. Password and account number to access central database server. 

1 1 . Kit User Manual 
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Figure 4 
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Figure 8: Log expression of each probe using the R50 reference RNA. Probe expression 
is ordered by Signal to noise, S/N, decreasing from left to right. 
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Figure 9 



Corrparison of Ugh Rejection Grade to LowRqection Grade 




4)5 0 05 

Gene Expression at Ugh Section Grate 



WO 02/057414 



PCT/US01/47856 



10/10 



Figure 10: Differential gene expression between grade 0 and 3A samples: 
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<210> 1 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1 

agagcacttg cagagcctgg gacaacctcc ttattgaagg gaagagggac 50 



<210> 2 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2 

tggtctcaaa gatttacatg gcaacattcg aaagtcccca gagaagtcct 5 0 



<210> 3 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3 

aggacttctc tggggacttt cgaatgttgc catgtaaatc tttgagacca 50 



<210> 4 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 4 
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aggtgccagc aactgaataa atacctctcc cagtgtaaat ctggagccaa 



<210> 5 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5 

gggtgtcttt aaatagcact agccaaatca catatctcca acactcctta 



<210> 6 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 6 

taaggagtgt tggagatatg tgatttggct agtgctattt aaagacaccc 



<210> 7 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7 

cccacagtgc aattcagaat atgctcaggg aatgccagcc accttgtaaa 



<210> 8 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 8 

gccaagacaa taagctaggc tactgggtcc agctactact ttggtgggat 



<210> 9 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 9 

atcccaccaa agtagtagct ggacccagta gcctagctta ttgtcttggc 



<210> 10 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 10 

aatttataac tcctaggggt tatttctgtg ccagacacat tccacctctc 



<210> 11 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 11 

actaattgca ttggcagcat tgtgtctttg accttgtata ctagcttgac 



<210> 12 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 12 

aaaccaaaaa taatcacaac agaaaccagc tgccccaaag gaaccagagg 



<210> 13 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 13 

tcccaccagg actttgctaa caataatgtt tggaaataaa gaagtgctct 



<210> 14 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 14 

tgacactcat gccaacaaga acctgtgccc ctccttccta acctgaggcc 



<210> 15 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 15 

acaaatttta ccctaacagt tttaccacct agcaacagtc atttctgaaa 



<210> 16 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 16 

tttattggta cttcctaaag atagagacta aagtcatggt agtattggcc 



<210> 17 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 17 

ggccaatact accatgactt tagtctctat ctttaggaag taccaataaa 



<210> 18 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 18 

cctcccattt tgttctcgga agattaaatg ctacatgtgt aagtctgcct 



<210> 19 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 19 

ccgtgcccgg aaacaggccg tggctagaga agagcgagat catctttacc 



<210> 20 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 20 

ggtctaattt attcaaaggg ggcaagaagt agcagtgtct gtaaaagagc 



<210> 21 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 21 

agatgggtga atcagttggg ttttgtaaat acttgtatgt ggggaagaca 



<210> 22 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 22 

tctctagttg tcactttcct cttccacttt gataccattg ggtcattgaa 



<210> 23 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 23 

tcaaaagaaa gccttctgga tgctgttaag atgtaccctt caggtgaacc 



<210> 24 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 24 

ccccctttcc ttctaatttt tcagctcctt caatgcaaag tacatgtatt 
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<210> 25 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 25 

cctccaaccc cggaaacttc ctgtgcaacc cagactatca cctttgaaag 50 



<210> 26 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 26 

ggaaggtagt cttcatttgc aatcaggaaa acgaacgtaa aggcacaggt 5 0 



<210> 27 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 27 

acctgtgcct ttacgttcgt tttcctgatt gcaaatgaag actaccttcc 5 0 



<210> 28 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 28 

tgttttcctc actacattgt acatgtggga attacagata aacggaagcc 50 



<210> 29 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4O0> 29 

cagagcaaga ccctgaagac ccccaaccac ggccfcaaaag cctctttgtg 50 



<210> 30 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 30 

gcttcatatg tatggctgtt gctttgcttc atgtgtatgg ctatttgtat 50 



<210> 31 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 31 

cagatgggtt cagcagtctg gtcagtgaga aagggccgag ggtagacagg 50 
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<210> 32 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 32 

tccagggcaa tcaatgttca cgcaacttga aattatatct gtggtcttca 50 



<210> 33 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 33 

tcatcccgag aacattggct tccacatcac agtatctacc cttacatggt 50 



<210> 34 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 34 

cgctctcgat attcctgtgc agaaacctgg accacgtcta caaccggctc 50 



<210> 35 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 35 

cctgctcagc tctgcataag taattcaaga aatgggaggc ttcaccttaa 50 



<210> 36 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 36 

ggaggaccca cactgctaca cttctgatcc cctttggttt tactacccaa 50 



<210> 37 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 37 

gaagaacagc agatggcggt gatcagcaga gagattgaac tttgaggagg 50 



<210> 38 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 38 

ggaatttcct atcttgcagc atcctgtaaa taaacattca agtccaccct 



50 



<210> 39 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 39 

cctcaaagtg ctaccgataa acctttctaa ttgtaagtgc ccttactaag 50 



<210> 40 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 41 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 41 

ctgtccagcg ccaacagcct ctatgacgac atcgagtgct tccttatgga 50 



<210> 42 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 43 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<40O> 43 

atgggtgaag agaaccgagc aaagatcaaa ataaaaagtg acacagcagc 50 

<210> 44 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 40 

agtgggtccc agattggctc acactgagaa tgtaagaact acaaacaaaa 



50 



<400> 42 

aaattctggt aagtatgtgc ttttctgtgg gggtgggatt tggaaggggg 



50 



<400> 44 

gctgtgtcca tctttgtcac tgagtgaaat ctctgttttc tattctctga 



50 



<210> 45 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 45 

atgtgctgtc aaaacaagtt tttctgtcaa gaagatgatc agaccttgga 50 



<210> 46 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 46 

cagtgatcag ggtcctgcaa gcagtgggga agggggccaa ggtattggag 50 



<210> 47 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 47 

tggacacacg gatcaagacc aggaagaatt gaacttgtca aggtgaaggg 50 



<210> 48 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 48 

aacagacccc ctctagaaat ttttcagatg cttctgggag acaccaaagg 50 



<210> 49 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 49 

gtcagtaggt gcggtgtcta gggtagtgaa tcctgtaagt tcaaatttat 50 



<210> 50 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 50 

agttgtgtgg tcagtaggtg cggtgtctag ggtagtgaat cctgtaagtt caaatttatg 60 



<210> 51 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 51 

tttaagttgt gtggtcagta ggtgcggtgt ctagggtagt gaatcctgta agttcaaatt 60 
tatgattagg 70 
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<210> 52 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 52 

gtttgagatg gacacactgg tgtggattaa cctgccaggg agacagagct 50 



<210> 53 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 53 

ttgtgactct gaatcccatg ttctcaaact acgctgcctt ccgaagtctg 50 



<210> 54 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 54 

tttaagtact aagtcatcat ttgccttgaa agtttcctct gcattgggtt 50 



<210> 55 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 55 

aacccaatgc agaggaaact ttcaaggcaa atgatgactt agtacttaaa 50 



<210> 56 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 56 

tacctgggca ttcttgtttc attcaattcc acctgcaatc aagtcctaca 5 0 



<210> 57 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 57 

ccattaaact tacctgggca ttcttgtttc attcaattcc acctgcaatc aagtcctaca 60 



<210> 58 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400;> 58 
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cacctgcaat caagtcctac aagctaaaat tagatgaact caactttgac aaccatgaga 60 
ccactgttat 70 



<210> 59 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 59 

aatgcgtacg tttcctgaga agtgtctaaa aacaccaaaa agggatccgt 50 



<210> 60 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 60 

acgtttcctg agaagtgtct aaaaacacca aaaagggatc cgtacattca atgtttatgc 60 



<210> 61 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 61 

caaatcaatg cgtacgtttc ctgagaagtg tctaaaaaca ccaaaaaggg atccgtacat 60 
tcaatgttta 70 



<210> 62 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 62 

ctccgggaga ggggacggtc aatcctgtgg gtgaagacag agggaaacac 50 



<210> 63 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 63 

ggctgggaaa ctgttggtgg ccagtgggta ataaagacct ttcagtatcc 50 



<210> 64 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 64 

tgctagaggg gcttagagaa ctacaaggcc tgcagaattt cccagagaag 5 0 
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<210> 65 

<211> 50 

<212> DNA 

<213> Homo sapiens 

c400> 65 

ctgactcagg atgacagaca ggtggaactg ccagtgtaga gggaattcta 



<210> 66 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 66 

gtaaaggcta tacttgtctt gttcaccttg ggatgacgcc gcatgatatg 



<210> 67 

<211> 50 

-<212> DNA 

<213> Homo sapiens 

<400> 67 

caagcaggaa gcacaaactc ccccaagctg actcatccta actaacagtc 



<210> 68 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 68 

tcttcaacag accccctcta gaaatttttc agatgcttct gggagacacc 



<210> 69 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 69 

gtcctccacg ccatttcctt ttccttcaag cctagccctt ctctcattat 



<210> 70 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 70 

ggcccttcat gtacatccat ggtgtgctgg cttaaaatgt aattaatctt 



<210> 71 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 71 

aagatgccca accctgtgat cagaacctcc aaatactgcc atgagaaact 
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<210> 72 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 72 

caggagtttg tgtgtctttt ataaaaagtt tgccctggat gtcatattgg 50 



<210> 73 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 74 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 74 

cctttacatc cagataggtt accagtaacg gaacatatcc agtactcctg 50 



<210> 75 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 76 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 76 

ggccactgaa tgggtaggag caaccactga ctggtcttaa gctgttcttg 50 



<210> 77 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 73 

ccctgagtga cagtcacgac agaacaaaac cacaagacca gaccacattt 



50 



<400> 75 

tgcatcgtaa aaccttcaga aggaaaggag aatgttttgt ggaccacttt 



50 



<400> 77 

tgtagggtaa atgtgactgg aatacacctt tggaacggaa ttctttatca 



50 



<210> 78 
<211> 50 
<212> DNA 



<213> Homo sapiens 
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<400> 78 

aggctggaca tcggcccgct ccccacaatg aaataaagtt attttctcat 



50 



<210> 79 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 79 

tgtagggtaa atgtgactgg aatacaccbt tggaacggaa ttctttatca 50 



<210> 80 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 81 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 81 

ccacccaccc ctcaattaag gcaacaatga agttaatgga taccctctgc 50 

<210> 82 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 83 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 83 

ccacccaccc ctcaattaag gcaacaatga agttaatgga taccctctgc 50 

<210> 84 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 80 

gttgccatgg tgatggtgta gccctcccac tttgctgttc cttactttac 



50 



<4O0> 82 

gttgccatgg tgatggtgta gccctcccac tttgctgttc cttactttac 



50 



<400> 84 

gctcacctat ttgggttaag catgccaatt taaagagacc aagtgtatgt 



50 



<210> 85 
<211> 50 
<212> DNA 
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<213> Homo sapiens 



<400> 85 

tccacctttt gtatttaatt ttaaagtcag tgtactgcaa ggaagctgga 



50 



<210> 86 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 86 

ccctatcccg caaaatgggc ttcctgcctg ggtttttctc ttctcacatt 50 



<210> 87 

<211> '50 

<212> DNA 

<213> Homo sapiens 



<210> 88 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 88 

agatcttcaa gtgaacatct cttgccatca cctagctgcc tgcacctgcc 50 



<210> 89 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 90 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 90 

cctgtgatca ggctcccaag tctggttccc atgaggtgag atgcaacctg 50 



<210> 91 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 91 

acatggtttg actcccgaac atcaccgacg tgtctcctgt ttttctgggt 50 



<400> 87 

tccacctttt gtatttaatt ttaaagtcag tgtactgcaa ggaagctgga 



50 



<400> 89 

gctaatttta agcatgttca gtggcagctc ccctccagtt tcagtgtcac 



50 



<210> 92 
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<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 92 

tcagagctga agaagcgagc tggatggcaa ggcctgtgcg acagataatg 



50 



<210> 93 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 93 

tcagccattt tgggcatatg tatctttata atcagactgg aaacgggact 50 

<210> 94 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 95 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 95 

agcttactac agtgaaagaa tgggattggc aagtaacttc tgacttactg 50 

<210> 96 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<210> 97 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 97 

tgtcagagat tgcctgtggc tctaatatgc acctcaagat tttaaggaga 50 

<210> 98 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 94 

atcctggcaa ccttacaatt cctctcggca tttgtcactt ccatctcagc 



50 



<400> 96 

attataacat cttcaacaca gaacacactt tgtggtcgaa aggctcagcc 



50 



<400> 98 

tgtctggcag ggactgaatg acctgatgtc agatttagat tcttcctggg 



50 
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<210> 99 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 99 

gggaggaaca ctgcactctt aagcttccgc cgtctcaacc cctcacagga 



<210> 100 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 100 

atgaagaagg gtgtgaaggc tgaacaatca tggatttttc tgatcaattg 



<210> 101 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 101 

gcctctgctc cccagggagt tgtgtctgta atcggcctac tattcagtgg 



<210> 102 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 102 

ggatgctact gatgggaatg attaagggag ctgctgttta ggtggtgctg 



<210> 103 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 103 

tcaggaacaa catctactgc atggcccagc tgctggacaa ctcagacacg 



<210> 104 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 104 

cttacatcag gtactttgtc agcttcatca tccagttcca gttccacgag 



<210> 105 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 105 
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catccaggag ctgttcaagc gcatctccga gcagttcacg gccatgttcc 



<210> 106 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 106 

acctcccact ttgtctgtac atactggcct ctgtgattac atagatcagc 



<210> 107 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 107 

gtctttgaga atatgatgtc agacattttc ggatgggctg tttagatgtt 



<210> 108 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 108 

ggtcacccag gaggatggca aagagagtcg catctcagtg caggagagac 



<210> 109 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 109 

agacccttat ctggaggagg aagagaagca ggagagagaa agccacagcc 



<210> 110 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 110 

ggctgtgtcc taaggcccat ttgagaagct gaggctagtt ccaaaaacct 



<210> 111 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 111 

gtgctcctgt aagtcaaatg tgtgctttgt actgctgttg ttgaaattga 



<210> 112 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 112 

cagagacata aagagaagat gccaaggccc cctcctccac ccaccgctaa 



<210> 113 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 113 

atgggagtaa taagagcagt ggcagcagca tctctgaaca tttctctgga 



<210> 114 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 114 

ccactaatcc tgatgaggct gacaaagttg gggctgagaa cacaatcacc 



<210> 115 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 115 

tgttggggtt tcctttacct tttctataag ttgtaccaaa acatccactt 



<210> 116 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 116 

cagagtaggc atctgggcac caagaccttc cctcaacaga ggacactgag 



<210> 117 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 117 

ctttgcctaa accctatggc ctcctgtgca tctgtactca ccctgtacca 



<210> 118 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 118 

ggccactgaa tgggtaggag caaccactga ctggtcttaa gctgttcttg 



<210> 119 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<40O> 119 

tgattctgca cttggggtct gtctgtacag ttactcatgt cattghaatg 



<210> 120 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 120 

tgtgtaatag gccttttcat gctttatgtg tagcttttta cctgtaacct 



<210> 121 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 121 

aagttatcat gtccatccgc accaagctgc agaacaagga gcatgtgatt 



<210> 122 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 122 

aagttatcat gtccatccgc accaagctgc agaacaagga gcatgtgatt 



<210> 123 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 123 

tggtggatgt taaaccaata ttcctttcaa ctgctgcctg ctagggaaaa 



<210> 124 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 124 

tgaacttgct gaatgtaagg caggctacta tgcgttataa tctaatcaca 



<210> 125 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 125 

atttgaccag agcaaagctg aaaaatgaat aactaacccc ctttccctgc 
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<210> 126 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 126 

gcaattggag aactggattt gctgtttatg tctctgagaa atgcctgcat ttgaccagag 60 



<210> 127 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 127 

tttgaccaga gcaaagctga aaaatgaata actaaccccc tttccctgct agaaataaca 60 
attagatgcc 70 



<210> 128 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 128 

ccctttttgt cccccaactt gagatgtatg aaggcttttg gtctccctgg 5 0 



<210> 129 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 129 

attagaccag accagtgtat ttctaaagaa aatcctgaca tgcacaccca 50 



<210> 130 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 130 

gaccctactg ctgatgatac cagtgctgct gtaactgaag aaatgccacc 50 



<210> 131 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 131 

acaggcaaag tgacagggga aaaggaatta gtctaagagt aaggggatga 50 



<210> 132 

<211> 50 

<212> DNA 

<213> Homo sapiens 



20/1425 



WO 02/057414 



<400> 132 

ctttcctctt gctgctgggg cctaggtctt cttgctgctg cttccttttc 



<210> 133 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 133 

agagtttttg ttggtagact ggagctggga tgttgaatca acctcaggca 



<210> 134 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 134 

tgcctgaggt tgattcaaca tcccagctcc agtctaccaa caaaaactct 



<210> 135 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 135 

ctgacgatca gcttggaaca gccaaacaga attaacgcaa ctaataacct 



<210> 136 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 136 

tccttttatg cattggagga aaaacatgtt ggcttttctc ttgacgtggg 



<210> 137 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 137 

cccacgtcaa gagaaaagcc aacatgtttt tcctccaatg cataaaagga 



<210> 138 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 138 

ctcaggaaac ccgacagaag aaacatgtaa cacagaactc acgtccacta 

<210> 133 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 139 

actcgagacg taaattatgg ctgaatcatc cgctaccttc acgccaatgg 



<210> 140 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 140 

tgctgttttc attctgcatt tgtgtagttt ggtgctttgt tccaagttaa 



<210> 141 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 141 

aaaaatgaca aaagttatca ccaaaacccc ctttcccatc ttgcactgtt 



<210> 142 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 142 

agcttttaat gctccaaatg ctgacccatg caatatttcc tcatgtgatc 



<210> 143 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 143 

aaaagaaatg caggtttatt atccagcact gagagagtta acaaggactg 



<210> 144 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 144 

agagagactt ctcattggct gtgaaggtag agcttttggg gaaattcctg 



<210> 145 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 145 

caggaatttc cccaaaagct ctaccttcac agccaatgag aagtctctct 



<210> 146 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 146 

agagagactt ctcattggct gtgaaggtag agcttttggg gaaattcctg 50 



<210> 147 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 147 

catctcagcc ctgccttfcct ctggagcatt ctgaaaacag atattctggc 50 



<210> 148 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 148 

tcatgataac ctgcagacct gatcaagcct ctgtgcctca gtttctctct 50 



<210> 149 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 149 

atgggggtaa taagagcagt agcagcagca tctctgaaca tttctctgga 50 



<210> 150 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 150 

gaaattgctt ttcctcttga accacagttc tacccctggg atgttttgag 50 



<210> 151 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 151 

aattcctcag gaagtaaaac cgaagaagat ggcccagctc cccaagaaag 50 



<210> 152 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 152 

aacatccaag gagaaacaga gacaggccca agagatgaag agtgagaggg 50 
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<210> 153 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 153 

tcgtgtgaat cagactaagt gggatttcat ttttacaact ctgctctact 



<210> 154 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 154 

gcatatacaa gttggaagac taaagaggtg caatgtgatc tgagcctcca 



<210> 155 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 155 

tgagtgtgtt tgtgtgcatg aaagagaaag actgattacc tcctgtgtgg 



<210> 156 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 156 

agctgttccc aaattttcta acgagtggac cattatcact ttaaagccct 



<210> 157 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 157 

atcaacagac caacattttt ctcttcctca agcaacactc ctagggcctg 



<210> 158 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 158 

tatgactgat gatcctccaa caacaaaacc acttactgct cgtaaattca 



<210> 159 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 159 



24/1425 



WO 02/057414 



aaaatactga tgttcctagt gaaagaggca gcttgaaact gagatgtgaa 



<210> 160 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 160 

ggaagacttt aaaccaccta gttctcccac tggggcatcg gtctaaagct 



<210> 161 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 161 

ccctgttcca caaacccata tgtatccttt cctcaacctc ctcctttccc 



<210> 162 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 162 

gtgtgtgagt gtgagtgtga gcgagagggt gagtgtggtc agagtaaagc 



<210> 163 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 163 

tctggtcatt caaggatccc ctcccaaggc tatgcttttc tataactttt 



<210> 164 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 164 

ggcagctcag gaccactcca atgacccacc taacaagatg aatgaagtta 



<210> 165 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 165 

tgttcttcat ctaagccttc tggttttatg ggtcagagtt ccgactgcca 



<210> 166 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 166 

gccttcatgc acctgtcctt tctaacacgt cgccttcaac tgtaatcaca 50 



<210> 167 

<211> 50 

<212> DNA 

<213> Homo' sapiens 

<400> 167 

ccctctcctc tcttcctccc tggaatcttg taaaggtcct ggcaaagatg 50 



<210> 168 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 168 

ctgggctggg acgtgacctg tgctgagggc tgtgagaatg tgaaacaaca 5 0 



<210> 169 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 169 

gggatgaacg aaagccccct cttcaactcc tctcactttt taaagcattg 50 



<210> 170 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 170 

acaatgttga gttcagcatg tgtctgccat ttcatttgta cgcttgttca 50 



<210> 171 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 171 

tttcagtccc agaacctaca gataccctgc tacttgcttc acgtggatgc 50 



<210> 172 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 172 

aattcagtta gctccattca gaaccaaatg cagtccaagg gaggttatgg 50 



<210> 173 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 173 

cccatcttac agaagttgag gccaagggag aatggtaggc acagaagaaa 50 



<210> 174 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 174 

tgtgttaagt gcaggagaca ttggtattct gggcaccttc ctaatatgct 50 



<210> 175 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 175 

tgtgttaagt gcaggagaca ttggtattct gggcagcttc ctaatatgct 50 



<210> 176 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 176 

agctgtgttg gtagtgctgt gttgaattac ggaataatga gttagaacta 50 



<210> 177 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 177 

tgttggggtt tcctttacct tttctataag ttgtaccaaa acatccactt 50 



<210> 178 

<211> 60 

<212> DNA ' 

<213> Homo sapiens 

<400> 178 

tgcatgttgg ggtttccttt accttttcta taagttgtac caaaacatcc acttaagttc 60 



<210> 179 

<211> 70 

<212> DNA 

<213> Homo sapiens 



<400> 179 

tgttggggtt tcctttacct tttctataag ttgtaccaaa acatccactt aagttctttg 60 
atttgtacca 70 
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<210> 180 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 180 

tctacctgca gtctccattg tttccagagt gaacttgtaa ttatcttgtt 



<210> 181 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 181 

gtgtgcgtgt gtgtgtgcct gtccagtgta tattgtgtct tagcttccat 



<210> 182 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 182 

ctgaagggaa gagagccttg aatagactga agcgaagacg gttctgcaag 



<210> 183 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 183 

ttctctgcat ctaggccatc atactgccag gctggttatg actcagaaga 



<210> 184 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 184 

cttcctgtac ctcctcccca cagcttgctt ttgttgtacc gtctttcaat 



<210> 185 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 185 

aacctgcaca agcatgtaat aaaagagcac acttaaaaac attctgacca 



<210> 186 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 186 

tggtcagaat gtttttaagt gtgctctttt attacatgct tgtgcaggtt 



<210> 187 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 187 

ccttctgaag gtgtatagat acagcttgtc ttgaaatgtc tttctccaca 



<210> 188 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 188 

tgtggagaaa gacatttcaa gacaagctgt atctatacac cttcagaagg 



<210> 189 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 189 

tgctaggtca cagaggatct gcttggtctt gataagctat gttgttgcac 



<210> 190 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 190 ■ 

ctagaggacc attcatgcaa tgactatttc taaagcacct gctacacagc 

<210> 191 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 191 

gggagtttct gagggtctgc tttgtttacc tttcgtgcgg tggattcttt 



<210> 192 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 192 

tcggaggagt cggacgagga tatgggattt ggtctctttg actaatcacc 



<210> 193 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 193 

ttccttcctc ggtggtgtta atcatttcgt ttttaccctt taccttcgga 



<210> 194 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 194 

gtctacatca actattacga catgaacgcg gccaatgtgg gctggaacaa 



<210> 195 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 195 

cagaagggtc aaaaagctcc agcccagaaa gcacctgctc caaaggcatc 



<210> 196 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 196 

gaccttcctg ccaccagtca ctgtccctca aatgacccaa agaccaatat 



<210> 197 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 197 

gagatgggga gggctaccac agagttatcc actttacaac ggagacacag 



<210> 198 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 198 

atgggtttgg cttgaggctg gtagcttcta tgtaattcgc aatgattcca 



<210> 199 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 199 

catccctcca tgtactctgg gtatcagcaa ctgtcctcat cagtctccat 



<210> 200 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 200 

accttacagg agatcatcaa aactttgaac agcctcacag agcagaagac 



<210> 201 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 201 

gagaagacag tggcgaccaa gacgattttc tgccttagag caagggattc 



<210> 202 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 202 

caggggatca gtgaaggaag agaaggccag cagatcagtg agagtgcaac 



<210> 203 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 203 

cccattccct ctctactctt gacagcagga ttggatgttg tgtattgtgg 



<210> 204 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 204 

acttaatatg tgggaaaccc ttttgcgtgg tccttaggct tacaatgtgc 



<210> 205 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 205 

aaaatacaag ggctgttggt gagagcagac ttgaggtgat gatagttggc 



<210> 206 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 206 

ccagattttc cccaaacttg cttctgttga gatttttccc tcaccttgcc 
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<210> 207 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 207 

accttgggtt gagtaatgct cgtctgtgtg ttttagtttc atcacctgtt 50 



<210> 208 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 208 

aaactcccct ttcttgaggt tgtctgagtc ttgggtctat gccttgaaaa 50 



<210> 209 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 209 

ctcagtgttg gtgtggtgat gtttgttgct tttatgattt catattgtgc 50 



<210> 210 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 210 

ctgtatcttt gacaattctg ggtgcgagtg tgagagtgtg agcagggctt 50 



<210> 211 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 211 

gataagtgtc ctatggggat ggtccactgt cactgtttct ctgctgttgc 50 



<210> 212 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 212 

tttagccaaa ggataagtgt cctatgggga tggtccactg tcactgtttc tctgctgttg 60 



<210> 213 

<211> 70 

<212> DNA* 

<213> Homo sapiens 

<400> 213 
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atttatatta gtttagccaa aggataagtg tcctatgggg atggtccact gtcactgttt 



60 



ctctgctgtt 



70 



<210> 214 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 214 

gaaggaagaa gtggggtgga agaagtgggg tgggacgaca gtgaaatcta 5 0 

<210> 215 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 215 

ccatcaatga ggtatcttct ttagtggtgg tatgtaatgg aacttagcca 5 0 

<210> 216 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 216 

aaagacgtgc actcaacctt ctaccaggcc actctcaggc tcaccttaaa 50 

<210> 217 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 217 

ccaagctgct tgtcctgggc ctgcccctgt gtattcacca ccaataaatc 50 

<210> 218 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 218 

cactggggac gagacaggtg ctaaagttga acgagctgat ggatatgaac 50 

<210> 219 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 219 

cgttgctgaa gtggtaattg aggaaaacag ttccccagat tgttaagagt 50 

<210> 220 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 220 

ctccccgtga gcactgcgta caaacatcca aaagttcaac aacaccagaa 



<210> 221 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 221 

agtgcctttc aggatctatt tttggaggtt tattacgtat gtctggttct 



<210> 222 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 222 

agaacaaact aagccaggta tgcaaatatc gctgaataga aacagatgga 



<210> 223 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 223 

agaacaaact aagccaggta tgcaaatatc gctgaataga aacagatgga 



<210> 224 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 224 

gcaattcctc aggctaagct gccggttctt aaatccatcc tgctaagtta 



<210> 225 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 225 

tcctggtggc tctttgtgga ggaaactaaa cattcccttg atggtctcaa 



<210> 226 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 226 

ctttgggttg gagctgttcc attgggtcct cttggtgtcg tttccctccc 
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<210> 227 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 227 

agaaaaagct tgggttaact cagtagttag atcaaagcaa atgtggactg 50 

<210> 228 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 228 

acagatgtag caacatgaga aacgcttatg ttacaggtta catgagagca 50 



<210> 229 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 229 

tgtttaatgg tagttttaca gtgtttctgg cttagaacaa aggggcttaa 50 



<210> 230 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 230 

tgccagcata tactgaagtc ttttctgtca ccaaatttgt acctctaagt 50 



<210> 231 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 231 

gctgcatatg agtaaagtta ccccaaccac agtgaggagg aagatgttca 50 



<210> 232 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 232 

aaacctccag tactttggtt gacccttgta tgtcacagct ctgctctatt 50 

<210> 233 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 233 

acctgatcaa tgacagagcc ttctgaggac attccaagac agtatacagt 50 
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<210> 234 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 234 

gcccttccct tcttggtttc caaaggcatt tattgctgag ttatatgttc 50 



<210> 235 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 235 

ctgattgtag cagcctcgtt agtgtcaccc cctcctccct gatctgtcag 50 



<210> 236 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 236 

accaaaaaga atagggaaaa acaagaattt catgactcta cctgtggtct 50 



<210> 237 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 237 

gacttttcca accctcatca ccaacgtctg tgccattttg tattttacta 50 



<210> 238 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 238 

gctcgctacc agaaatccta ccgataagcc catcgtgact caaaactcac 50 



<210> 239 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 239 

acctgagtcc cacaacaatt gaaactgcaa tgaagtctcc ttattctgct 50 



<210> 240 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 240 

aattgatgag gatgctcctg ggagggatgc gtgactatgt ggtgttgcac 50 



<210> 241 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 241 

tgaaatatgg gaaagttgct gctattgatt cagggtctgt cttggaggca 50 



<210> 242 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 242 

caactgatag ccacgctgaa gaatggaagg aaaatttgct tggacctgca 50 



<210> 243 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 243 

tgtgtaaata cataagcggc gtaagtttaa aggatgttgg tgttccacgt 50 



<210> 244 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 244 

aaccctcctc caatggaaat tcccgtgttg cttcaaactg agacagatgg 50 



<210> 245 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 245 

cctccaatgg aaattcccgt gttgcttcaa actgagacag atgggactta acaggcaatg 60 



<210> 246 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 246 

ccaaccctcc tccaatggaa attcccgtgt tgcttcaaac tgagacagat gggacttaac 60 
aggcaatggg 70 



<210> 247 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 247 

aatcatcatc tggatttagg aattgctctt gtcatacccc caagtttcta 



<210> 248 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 248 

gcaagacata gaatagtgtt ggaaaatgtg caatatgtga tgtggcaaat 



<210> 249 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 249 

tctccatctt ggtataaata cacttccaca gtcagcacgg ggatcacaga 



<210> 250 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 250 

tctccttact gggatagtca ggtaaacagt tggtcaagac tttgtaaaga 



<210> 251 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 251 

acccatgatg agctcctctt cctggcttct tactgaaagg ttaccctgta 



<210> 252 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 252 

tgacatcata ttctttcaga gaagtgtccc aggacatgat aataagatgc 



<210> 253 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 253 

atcagaaacc gaagattaac tacacagctc cagaagactc agacctcaaa 
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<210> 254 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 254 

caggttctta agggattctc cgttttggtt ccattttgta cacgtttgga 50 



<210> 255 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 255 

ctagaagatc cacatcctct acaggtcggg gaccaaaggc tgattcttgg 50 



<210> 256 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 256 

cttcttttgc catgtttcca ttctgccatc ttgaattgtc ttgtcagcca 50 



<210> 257 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 257 

catggagact tgaggagggc ttgaggttgg tgaggttagg tgcgtgtttc 5 0 



<210> 258 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 258 

cccatgtaag caccccttca tttggcattc cccacttgag aattaccctt 50 



<210> 259 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 259 

cttgggccag actgtcaggg ttcaaggagg gcatcaggag cagacggaga 50 



<210> 260 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 260 
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cctccgctca actagcagat acagggatga ggcagacctg actctcttaa 



<210> 261 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 261 

cagcggaacc cttagcaccc acatggacca acagttcttc caaacttgac 



<210> 262 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 262 

atgcctggtg cttccaaata ttgttgacaa ctgtgactgt acccaaatgg 



<210> 263 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 263 

cctctctcca aacccgtttt ccaacatttg ttaatagtta cgtctctcct 



<210> 264 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 264 

tcatttgttg tgtgactgag taaagaattt ttggatcaag cggaaagagt 



<210> 265 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 265 

tgaggatgta gagagaacag gtgggctgta ttcacgccat tggttggaag 



<210> 266 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 266 

gaaattaaat gggttccagg tcttaaagaa agtgcagaag agatggtcaa 



<210> 267 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 267 

aaccactatc atctacggca caaacttgca aaagctgtcc acaccatttt 50 



<210> 268 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 268 

cccgttttgg ggacgtgaac gttttaataa tttttgctga attctttaca 50 



<210> 269 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 269 

tcagttttca ggagtgggtt gatttcagca cctacagtgt acagtcttgt 50 



<210> 270 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 270 

agcctatctg cttaagagac tctggagttt cttatgtgcc ctggtggaca 50 



<210> 271 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 271 

gagtagaagg acaacagggc agcaacttgg agggagttct ctggggatgg 50 



<210> 272 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 272 

gttctggaac taaagggatc tgaaacaaca ttcatgtgtg aatatgcaga 50 



<210> 273 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 273 

tggaactaaa gggatctgaa acaacattca tgtgtgaata tgcagatgag acagcaacca 60 



<210> 274 
<211> 70 
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<212> DNA 

<213> Homo sapiens 

<400> 274 

cagggactta atcagcaata tcaacgtaat agttctggaa ctaaagggat ctgaaacaac 60 
attcatgtgt 70 



<210> 275 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 275 

acccattcca tttatctttc tacagggctg acattgtggc acattcttag 50 



<210> 276 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 276 

tgaacctcca acagggaagg ctctgtccag aaaggattga atgtgaaacg 50 



<210> 277 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 277 

tgaaggagat gatgagaatc ttattccagg gaccaacatt aacacaacca 50 



<210> 278 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 278 

ctctctggag gtactgagac agggtgctga tgggaaggag gggagccttt 50 



<210> 279 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 279 

ctcttcggca aatgtagcat gggcacctca gattgttgtt gttaatgggc 50 



<210> 280 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 280 

ttccagaaag aaaagatgag agggatgaga ggcaagatat gaagatgaaa 50 
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<210> 281 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 281 

ggccagcctg gacccaatca tgaggaagat gcagactctt atgagaacat 



<210> 282 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 282 

aatgtttgcc cagaataaag aaaataagct ttgcacacac tctcaattct 



<210> 283 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 283 

gggaaagaaa taccaaccct gcaataagtg tactaaactc tacgctctgg 



<210> 284 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 284 

caccagcgcc ttggctttgt gttagcattt cctcctgaag tgttctgttg 



<210> 285 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 285 

acatcgtgat tctccagctc aacgggtcgg ccaccatcaa cgccaacgtg 



<210> 286 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 286 

agctacgtat ccatcgtgat ggcatctaca tggtacacat ccaggtgacg 



<210> 287 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 287 

ccacactgaa tctcccctcc tcacagttgc catgtagacc ccttgaagag 50 



<210> 288 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 288 

cagtccccca ccacactgaa tctcccctcc tcacagttgc catgtagacc ccttgaagag 60 



<210> 289 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 289 

ccatgtagac cccttgaaga ggggaggggc ctagggagcc gcaccttgtc atgtaccatc 60- 
aataaagtac 70- 



<210> 290 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 290 

ctcttcaagg ggtctacatg gcaactgtga ggaggggaga ttcagtgtgg 50 



<210> 291 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 291 

ctcttcaagg ggtctacatg gcaactgtga ggaggggaga ttcagtgtgg tgggggactg 60 



<210> 292 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 292 

gtactttatt gatggtacat gacaaggtgc ggctccctag gcccctcccc tcttcaaggg 60 
gtctacatgg 70 



<210> 293 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 293 

tttccttgtt ccctcccatg cctagctgga ttgcagagtt aagtttatga 50 
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<210> 294 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 294 

tttccttgtt ccctcccatg cctagctgga ttgcagagtt aagtttatga ttatgaaata 60 



<210> 295 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 295 

gttccatgtt ttccttgttc cctcccatgc ctagctggat tgcagagtta agtttatgat 60 
tatgaaataa 70 



<210> 296 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 296 

tcataaactt aactctgcaa tccagctagg catgggaggg aacaaggaaa 50 



<210> 297 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 297 

tatttcataa tcataaactt aactctgcaa tccagctagg catgggaggg aacaaggaaa 60 



<210> 298 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 298 

ttatttcata atcataaact taactctgca atccagctag gcatgggagg gaacaaggaa 60 
aacatggaac 70 



<210> 299 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 299 

gtcatccacc tggccctcaa ggagagaggc gggaggaaga agtagacaag 50 



<210> 300 
<211> 50 



45/1425 



WO 02/057414 PCT/US01/47856 

<212> DNA 

<213> Homo sapiens 

<400> 300 

tgactgagga ggagaagaat atcaaatggg gttgagtgtg cagatctctg 50 



<210> 301 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 301 

tggttttcca aaatgcacac tgcgggttat tgatttgttc tttacaacta 50 



<210> 302 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 302 

actgtcagca tgttgttgtt gaagtgtgga gttgtaactc tgcgtggact 50 



<210> 303 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 303 

tgagtcacat cctgggatcc agtgtataaa tccaatatca tgtcttgtgc 50 



<210> 304 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 304 

gttctgctac tgcgaattga tgacatcgtt tcaggccaca aaaagaaagg 50 . 



<210> 305 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 305 

acattccctt ggatgtagtc tgaggcccct taactcatct gttatcctgc 50 



<210> 306 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 306 

actggcttcc atcagtggta actgctttgg tctcttcttt catctgggga 50 
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<210> 307 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 307 

ccattggaga acttggcaac tcacttggcg gatccatggc acaacaacat 



<210> 308 

<211> 50 

<212> DNA 

<213> Arabidopsis thaliana 



<400> 308 

ttttctcctt tgtgtaattg tggattggat cttgtcctct tttgttccct 



<210> 309 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 309 

tattctttcg tgtcagggct tgaaccaagt atccccgctt cttctacccc 



<210> 310 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 310 

catcaagtga agtggggaat aacgacatca tttgcctgaa gagtatggtt 



<210> 311 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 311 

aatgagggca ttggtttgct agttgctaat tgatcagtga tgtattgtca 



<210> 312 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 312 

tggaatcaac aagatggctt ctttccccac caaaactaag tgatcatcag 



<210> 313 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 313 

tggaccgtaa tgaatgaatg tacacgccat aaacgccctt tgttcaagca 
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<210> 314 
<211> 50 
<212> DMA 

<213> Arabidopsis-thaliana 
<400> 314 

cctcactctt gtacccacgg tagattcatg taaaatacca cttatgacgc 50 



<210> 315 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 315 

ggttagcgac cttgttgttg ttgttgtgtt cttacatctt cttcttgaac 50 



<210> 316 
<211> 50 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 316 

ggcgaaaagg acggtcttgc ttgtttgtaa tttgtgtgga gataaaaaga 50 



<210> 317 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 317 

ccctttttgt cccccaactt gagatgtatg aaggcttttg gtctccctgg 50 



<210> 318 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 318 

tgaaatatca gactagtgac aagctcctgg tcttgagatg tcttctcgtt 50 



<210> 319 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 319 

ggttgagtta cttcctatca agccagtacc gtgctaacag gctcaatatt cctgaatgaa 60 



<210> 320 

<211> 70 

<212> DNA 

<213> Homo sapiens 
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<400> 320 

gttgagttac ttcctatcaa gccagtaccg tgctaacagg ctcaatattc ctgaatgaaa 



60 



tatcagacta 



70 



<210> 321 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 321 

aacgagaaga catctcaaga ccaggagctt gtcactagtc tgatatttca 50 



<210> 322 

<211> 60 

<212> DNA 

<213> Homo sapiens 

<400> 322 

ttcattcagg aatattgagc ctgttagcac ggtactggct tgataggaag taactcaacc 60 



<210> 323 

<211> 70 

<212> DNA 

<213> Homo sapiens 

<400> 323 

tagtctgata tttcattcag gaatattgag cctgttagca cggtactggc ttgataggaa 60 
gtaactcaac 70 



<210> 324 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 324 

tttcaagaca gaaagtgacg cagagaacct ccccggccca gtctcgacgc 50 



<210> 325 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 325 

gcgtcgagac tgggccgggg aggttctctg cgtcactttc tgtcttgaaa 50 



<210> ■ 326 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 326 

cctagacacc tgcatcagtc aaggtcatgg atattgggaa gacagacagc 50 
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<210> 327 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 327 

gctgtctgtc ttcccaatat ccatgacctt gactgatgca ggtgtctagg 



<210> 328 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 328 

aaataagaag aggaaagaga gaggcctgcc ctaacccact gttgtgctga 

<210> 329 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 329 

tcagcacaac agtgggttag ggcaggcctc tctctttcct cttcttattt 



<210> 330 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 330 

ctcatgcctg cagtgctgct catgttgccc ccttggaatt acttgttcaa 

<210> 331 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 331 

ttgaacaagt aattccaagg gggcaacatg agcagcactg caggcatgag 

<210> 332 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 332 

ccaatttcta taattattga acagcttttc gtggggccag cacaaagtct 

<210> 333 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 333 
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agactttgtg ctggccccac gaaaagctgt tcaataatta tagaaattgg 



<210> 334 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 334 

tggctacaaa tagagtagag aacagactcc agtcctcaaa gactttcagt 



<210> 335 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 335 

actgaaagtc tttgaggact ggagtctgtt ctctactcta tttgtagcca 



<210> 336 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 336 

agttaagatg gaagaatata gagaccttct gaagagcact gtagcttgga 



<210> 337 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 337 

tccaagctac agtgctcttc agaaggtctc tatattcttc catcttaact 



<210> 338 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 338 

cactcctatg gcatgtggaa gcaggtctga gcagtgtgca tagaagaaaa 



<210> 339 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 339 

ttttcttcta tgcacactgc tcagacctgc ttccacatgc cataggagtg 



<210> 340 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 340 _ <- n 

gctctccgtt gacaatggcc aaagaataga agctctagac cttccttatt 



<210> 341 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<40Q> 341 c n 
aataaggaag gtctagagct tctattcttt ggccattgtc aacggagagc 



<210> 342 

<2il> 50 

<212> DNA 

<213> Homo sapiens 

<400> 342 ^ r Q 

ggcaaaacgc acctggcaca acagaacgaa taatacagaa gctggatgac 



<210> 343 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 343 ^ _ qn 

gtcatccagc ttctgtatta ttcgttctgt tgtgccaggt gcgttttgcc 



<210> 344 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 344 , c 0 

tagccatttc ttcctgattg tgcctagtat atcccagaca gtttgtttct 



<210> 345 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 345 5Q 
agaaacaaac tgtctgggat atactaggca caatcaggaa gaaatggcta 



<210> 346 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 346 50 
ggttggaatg gtgatcggga tgcagtgaga tactcttgtg agagggcaaa - 



<210> 347 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 347 

tttgccctct cacaagagta tctcactgca tcccgatcac cattccaacc 



<210> 348 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 348 

gccatgagat tcaacagtca acatcagtct gataagctac ccgacaaagt 



<210> 349 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 349 

actttgtcgg gtagcttatc agactgatgt tgactgttga atctcatggc 



<210> 350 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 350 

aagaggacaa gtttgagagg caacacttaa acactagggc tactgtggca 



<210> 351 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 351 

tgccacagta gccctagtgt ttaagtgttg cctctcaaac ttgtcctctt 



<210> 352 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 352 

atttgcttta aattgagttt ccttgccatt gcacactcct atctttctga 



<210> 353 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 353 

tcagaaagat aggagtgtgc aatggcaagg aaactcaatt taaagcaaat 
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<210> 354 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 354 

aaaagtcact accaggctgg cagggaatgg ggcaatctat tcatactgat 



<210> 355 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 355 

atcagtatga atagattgcc ccattccctg ccagcctggt agtgactttt 



<210> 356 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 356 

atattgattt ggatacggtg aataagctgg acaagatgtt gaggagaggg 



<210> 357 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 357 

ccctctcctc aacatcttgt ccagcttatt caccgtatcc aaatcaatat 



<210> 358 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 358 

aatgtgcaag gtgaaatgct tttggataaa cgtaagccta ttttctgacg 



<210> 359 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 359 

cgtcagaaaa taggcttacg tttatccaaa agcatttcac cttgcacatt 



<210> 360 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 360 

ttcatctcta aggcacactt gctacccctc tttgctgacc ccagattgtg 
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<210> 361 

<211> 50 

<212> ; DNA 

<213> Homo sapiens 

<400> 361 

cacaatctgg ggtcagcaaa gaggggtagc aagtgtgcct tagagatgaa 



<210> 362 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 362 

ttctggcaag ctcttgtcat ggtgttcgac acttccttct gtcttcttgg 



<210> 363 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 363 

ccaagaagac agaaggaagt gtcgaacacc atgacaagag cttgccagaa 



<210> 364 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 364 

ggtcaatgta gccaattatt tgtttcaaca gttgcagaac agatatttca 



<210> 365 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 365 

tgaaatatct gttctgcaac tgttgaaaca aataattggc tacattgacc 



<210> 366 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 366 

tgaaaagaca gctaatttgg tccaacaaac atgactgggt ctagggcacc 



<210> 367 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<:400> 367 

ggtgccctag acccagtcat gtttgttgga ccaaattagc tgtcttttca 



<210> 368 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 368 

tggatcattg cccaaagttg cacgcactga ctccttacct gtgaggaatg 



<210> 369 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 369 

cattcctcac aggtaaggag tcagtgcgtg caactttggg caatgatcca 



<210> 370 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 370 

ttaaaacatt aaaagattga ctccactttg tgccaagctc tgcgggtagg 



<210> 371 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 371 

cctacccgca gagcttggca caaagtggag tcaatctttt aatgttttaa 



<210> 372 

<211> 50 

<212> DNA J 

<213> Homo sapiens 

<400> 372 

tgaatttgga gtccctggca cataaatcta ccttcaaatc agaggtcctt 



<210> 373 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 373 

aaggacctct gatttgaagg tagatttatg tgccagggac tccaaattca 



<210> 374 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 374 

tgggtcagag acgaaaaggg ctattattag gtcaaacatt acagaaatca 



<210> 375 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 375 

tgatttctgt aatgtttgac ctaataatag cccttttcgt ctctgaccca 



<210> 376 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 376 

ctgatttaac aggtggttct gcgggcgtcc aggtcaacat ctttttgtcc 



<210> 377 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 377 

ggacaaaaag atgttgacct ggacgcccgc agaaccacct gttaaatcag 



<210> 378 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 378 

gtcactttag cgagcgggaa aacaatggcg gaaagggaaa acctggaaag 



<210> 379 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 379 

ctttccaggt tttccctttc cgccattgtt ttcccgctcg ctaaagtgac 



<210> 380 

<211> 50 

<212> DNA 

<f213> Homo sapiens 

<400> 380 

taattaatag agctcactta agattgccca tcaagaaaca ggagggtggt 



<210> 381 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 381 

accaccctcc tgtttcttga tgggcaatct taagtgagct ctattaatta 



<210> 382 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 382 

agtcctgctg aatcattggt ttatagaaga ctatctggag ggcctgatag 



<210> 383 

<211> 50 

<212> -DNA 

<213> Homo sapiens 

<400> 383 

ctatcaggcc ctccagatag tcttctataa accaatgatt cagcaggact 



<210> 384 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 384 

atgtgattcc atgataatca aatagtgaat acattataaa gtcagcaact 



<210> 385 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 385 

atatatgggg gctgggcctc gggactctcg ctctaataaa ggactgtagg 



<210> 386 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 386 

ttttgaccca gatgatggtt cctttacaga acaataaaat ggctgaacat 



<210> 387 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 387 

tgagcactgg aaacagtttc atggagttta agttgagtga acatcggcca 
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<210> 388 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 388 

atgcatttag tttttggcac cgtagtttaa gggtgggatt gccagttttt 50 



<210> 389 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 389 

ggttgtgtct ctggtttccc cttttccccg tggttttaat ttttaagaac 50 



<210> 390 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 390 

99 a gga-cacc cctgtgtgtt gctgctgcct tccgtgctgt ctactgtatc 50 



<210> 391 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 391 

gcatcagaga gaatatggaa ggacatcgac cctaacttca tccagtgagg 50 



<210> 392 

<211> 50 

<212> DNA ' 

<213> Homo sapiens 

<400> 392 

accatagcag acagggtcag atggaatatt agcggtttag gtgaagaacc 50 



<210> 393 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 393 

agacagaaga caaggccaaa tgggtgtctc tggaatgata gacttagaaa 50 



<210> 394 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 394 
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atccacattc ttacctttgg tagtcaggtt tggctacttt gcagctcgcc 



<210> 395 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 395 

atagcagtgg attaccaaca ccttgacttc ttgtacagtg ctaacatctt 



<210> 396 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 396 

tagtaaaagt gaaagagaaa gggtttttcc tgccacagga tataactttt 



<210> 397 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 397 

aaagcggtcg tttccccaca aggtgtccaa ctttgcggta ctcacactta 



<210> 398 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 398 

ctaggcccgc ccaccccaac cttctggtgg ggagaaataa acggtttaga 



<210> 399 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 399 

tgcactaaac agttgcccca aaagacatat cttgttttaa ggcccagacc 



<210> 400 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 400 

ttggatgaag ctgaaaagac actaagacct tctgtgcctc agatccctga 



<210> 401 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 401 

gtgtggccta aggaacacct cttgtgggga gtaagagcca gcccttctcc 



<210> 402 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 402 

aaggatgaag gactgatgga gggcagagga actggaggca gcaggcacaa 



<210> 403 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 403 

agatgtctgt ataaacaacc tttgggtagc aggtggtcag ttaggcagga 



<210> 404 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 404 

tgcttgtctt ttaaacacct tcacagatat catttgcacc ttgccaaagg 



<210> 405 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 405 

gggtaggcag cttgcaccca gttctccttt atctcaactt attttcctgg 



<210> 406 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 406 

ccggtgtccc tgagtgaggg caaagttgta ataacacttg ttctctcctt 



<210> 407 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 407 

acggcgttct gaaatttagc acactgggaa gtccacatgg ttcatctgaa 



<210> 408 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 408 

aatgagatca cagatggtga cactgagcgg aaggatgcag tacctcggag 



<210> 409 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 409 

tccttgcaaa acatttggct agtggtgttc agagaaatac caaaacgtgt 



<210> 410 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 410 

ggca^agggg aaggatgatg ccatgtagat cctgtttgac atttttatgg 



<210> 411 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 411 

actgttaacc aaattttgag caaggagtct caaaggtaat tctgaaccag 



<210> 412 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 412 

actagcagat tgaatcgata ttcattaagt taggaatggt tggtggtcct 



<210> 413 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 413 

aattgtgctt tgtatcagtc agtgctggag aaatcttgaa tagcttatgt 



<210> 414 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 414 

aggaaaccaa gccctcacag gaaagaaagc ctgaatcaag aaaacaaagt 
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<210> 415 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 415 

actgagcagg acaactgacc tgtctccttc acatagtcca tatcaccaca 50 



<210> 416 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 416 

gcgtaaaacg ccagggccat cttcttactt aagccacatc ctgaaccagg 50 



<210> 417 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 417 

agcgacaaga aggaatctgg tgaattttag tcatcccagc tttttagtct 50 



<210> 418 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 418 

gctggggctg agagagggtc tgggttatct ccttctgatc ttcaaaacaa 50 



<210> 419 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 419 

tcatggacac aaactttgga gtataagcga catcccttaa gcaacaggct 50 



<210> 420 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 420 

attcaagtca gggcctctct gcccttttcc ctccagaaac aaaaccaaga 50 



<210> 421 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 421 

tgtttgtacc actagcattc ttatgtctgt acttgaacgt gtagttagca 50 
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<210> 422 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 422 

aatatagctc cactaaagga ccatagggaa gagccagcct tgccttttct 



<210> 423 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 423 

gacagtccat taagttgatt tccagtggtg aagggtcaga cacgcctccc 



<210> 424 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 424 

cctgggttgc cttgtaatga aaagggagat cgagccattg taccacctta 



<210> 425 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 425 

gttcactgtt taacagccag aagccagagc ctgcgtacta gaagtggatg 



<210> 426 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 426 

ttgtcaagtg gatctgcccc aaagtttgct ttgaggaaac gggcctccct 



<210> 427 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 427 

cttgtatgga aaacagatgc tgacagaatt gtagactacc atgccacaca 



<210> 428 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 428 

aaatctaaga cacccaaacc cctctttgtc cctaagtagc cctagcctgg 



<210> 429 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 429 

agctgtttaa ttgaattgga atcgttccac ttggaaccca agtttggaaa 



<210> 430 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 430 

tttttctacg ttatctcatc tccttgtttt cagtgtgctt caataatgca 



<210> 431 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 431 

ctcccatctg cacacctgga tcaaggtagc ctctctgcac aagggcaggt 



<210> 432 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 432 

tgtttttgct tcctcagaaa ctttttattg catctgccat ccttcattgg 



<210> 433 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 433 

acagccaact ggaaagatat aaaagtttgg gtctgtctcc tctccttcag 



<210> 434 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 434 

actcctgctt tagagagaag ccaccatgaa aagtcctcat catcagggga 



<210> 435 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 435 

tccgtactgt atgtgatata gtgccatttt cagtaactgc tgtacacaca 50 



<210> 436 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 436 

acttgccatt acttttcctt cccactctct ccaacatcac attcacttta 50 



<210> 437 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 437 

gtgagtgtga gcgagagggt gagtgtggtc agagtaaagc tgctccaccc 50 



<210> 438 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 438 

taatatgctg gctttgcagc agaatgaaaa ggatgagttg gtgtagcctt 50 



<210> 439 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 439 

ttccttccct ggaggaactc tttggttgca gggctaaact tagaggctgc 50 



<210> 440 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 440 

tctgacggtt gggagtggtg gaaattggaa ggataccagg aggtatttgg 50 



<210> 441 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 441 

tgattacaaa aggcgtattc tttcatggtt tctgcaatga gaggaagtgt 50 



<210> 442 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 442 

tcatgcattg gattgctcag aataaagtgt ctgttagact tcgttttggt 



<210> 443 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 443 

tgacgttaac accaggaatc tccatgttta ttatttttcg tggaaactcc 



<210> 444 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 444 

ttgcaaagac tcacgttttt gttgttttct catcattcca ttgtgatact 



<210> 445 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 445 

agctgtacat ataacccttt tctcctaaag aggagtcagt cagtgctcct 



<210> 446 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 446 

agttcaggag atctctaagt gtagctgtaa attttggggt taatttggct 



<210> 447 - 

<211> 50 

<212> DNA 

<213> Homo sapiens . 

<400> 447 

tgtttggttg aggggtgctt ttagttgtgt ggcatttgta ttcattgatc 



<210> 448 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 448 

tcagcctgag tgagttcagc ctgtaaaaag gatgttaagc tgtgggtaaa 
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<210> 449 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 449 

aggggaaaag aggggagaaa aacaggagtg atgtcatttc tttttcatgt 



<210> 450 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 450 

actttctgct tgtagttgct taaaattatg tattttgtct tgggctgcaa 



<210> 451 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 451 

aagcaactga atcttcagca tgttctcatc ggcggagcct tcttgtgtaa 



<210> 452 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 452 

tgattggagc actgaggaac aagggaatga aaaggcagac tctctgaacg 



<210> 453 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 453 

ttgtccaaac gaagcagccg tggtagtagc tgtctatgat tcttgctcag 



<210> 454 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 454 

tggtgcaata gaagctgcaa agatgtgcca ctttatctat gaaatggagt 



<210> 455 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 455 
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ggcttccatg tccagaatcc tgcttaaggt tttagggtac cttcagtact 50 



<210> 456 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 456 

ttttggccag cttttctaga taaggttgta ttgctactgc aactaacaaa 50 



<210> 457 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 457 

cacacatcct ggtacccttg gtcttcaaag gccatttcca gcagaccctc 50 



<210> 458 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 458 

aaacatgtct ttttctcgcc tcaactttat ccacatgaaa tgtgtgccca 50 



<210> 459 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 459 

taagcataaa acctgacacg ttaaaatccc tgccctttgg tgagcccact 50 



<210> 460 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 460 

aacttgcatt ttagcagtgc atgtttctaa ttgacttact gggaaactga 50 



<210> 461 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 461 

aggcctcagg ccacctccag gaacagaaca cagttttaag tttgattttt 50 



<210> 462 

<211> 50 

<212> DNA 

<213> Homo sapiens 



69/1425 



WO 02/057414 



<400> 462 

tgagtcttag caatatggga gcaggttttc actgaattct gagggtgcct 



<210> 463 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 463 

gttgtcctgg cacacaagga ggcgaggcta tgcgttcgag gccaacctag 



<210> 464 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 464 

tgggaacaca tagaactgat ggaggctttt cctaaggcca aggataatgt 



<210> 465 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 465 

ggattgaaca gttcagttgt atctatgccc cacagtgacc agtaaagtcc 



<210> 466 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 466 

cgatgactca ttacccaatc cccatgaact tgtttcagat ttgctctgtt 



<210> 467 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 467 

gtcgcaaagg ggataatctg ggaaagacac caaatcatgg gctcacttta 



<210> 468 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 468 

actcaagctc acacctgtac ctgatgggaa tgaacataat gtgaagaaac 



<210> 469 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 469 

caccaaaata gttatgttgg cactgtgttc acacgcatgg tccccacacc 



<210> 470 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 470 

gtgcgctttc ttttacaaca agcctctaga aacagatagt ttctgagaat 



<210> 471 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 471 

gtgtgtataa tgtaaagtag ttttgcatat tcttgtgctg cacatgggct 



<210> 472 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 472 

aggaatcctt ttctacattt gagcaaatac tgaggttcat gttgtaccaa 



<210> 473 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 473 

cgccttggct ttgtgttagc atttcctcct gaagtgttct gttggcaata 



<210> 474 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 474 

agagattttc tattgctggg aaggtgtgtt tctcccacaa tttgtttgtg 



<210> 475 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 475 

tgcaaccaaa ttggctttac catcttggct ttagtaggta tagaagacaa 
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<210> 476 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 476 

tgtcaaataa aagagaacga acaggtagtt tggtggagct gagctagtgt 



<210> 477 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 477 

tcctgtagaa aacgaactgt aaaagaccat gcaagaggca aaataaaact 



<210> 478 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 478 

acagtagctt tgtagtgggt tttctgtgct gtgcttttta atttcatgta 



<210> 479 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 479 

gattcctgtc atgaaggaaa gcaagacagc tcacagacca gcggcatctg 



<210> 480 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 480 

ttttctgtac ctttctaaac ctctcttccc tctgtgatgg ttttgtgttt 



<210> 481 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 481 

aaatcttatt cctcctcttc tcccctcact tttccctact tcctctgcaa 



<210> 482 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 482 

tggaatcaga catcttccag atggtttgga ccctgtccat gtgtaggtca 
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<210> 483 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 483 

aatttagcac ctcaggaata acttattggt ttaggtcagt tcttggcggg 



<210> 484 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 484 

aaccatgtaa ctccattgaa catttttcaa cttaaggtct gcatagcaga 



<210> 485 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 485 

aaaccaggtt aatggctaag aatgggtaac atgactcttg ttggattgtt 



<210> 486 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 486 

ctcttggctg agcttctaca gggctgagag ctgcgctttg gggacttcag 



<210> 487 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 487 

tttcctttgg ggcatgatgt tttaaccttt gctttagaag cacaagctgt 



<210> 488 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 488 

atagaatgag cttggttaag cacctctcct ttgcccttca ccctgactcc 



<210> 489 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 489 

ttgagtagaa ctctgatttt ccctagaggc caaattcttt ttatctgggt 



<210> 490 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 490 

ttctaaacac attcttgatc accaaacaac ttcagaaaga cagtgactgt 



<210> 491 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 491 

tggagttgct tccagctgcc aaggcctgtg acagaattcg ctgttaagag 



<210> 492 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 492 

aatgatgcaa agttttattc ttgaacttgg acactgatgc catcaaacaa 



<210> 493- 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 493 

ggccagtaaa ttccatgttt ttggctatat ctcatccaaa ctgagcagtt 



<210> 494 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 494 

ttcccattgt cctcctactc aactaaaatt catagttggc tttaagccca 



<210> 495 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 495 

gcatgtccta atgcttgctg ctgatttaaa cacattaaag gtactttgca 



<210> 496 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 496 

acaatggcat aaaagtaact ttctctgaag atgtgatgtt caggctgtga 



<210> 497 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 497 

aatggaaggc aggtgaagat ataaaaccct agaatgctta aatgtgctgt 



<210> 498 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 498 

ttaatgccag tcctcatgta acctcaggta tcttcagctt gtggagaata 



<210> 499 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 499 

tggagtatat gcctgaaaag gttttggatt cagaaagaaa aaggatggtt 



<210> 500 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 500 

aaagtaaggc atggttgtgg ttaatctggt ttatttttgt tccacaagtt 



<210> 501 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 501 

ggtgtgtgtg tccagagtga gcaaggatta tgtttttgga ttgtcaaaga 



<210> 502 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 502 

aaccatttgc ctctggctgt gtcacagggt gagccccaaa attggggttc 

<210> 503 



75/1425 



WO 02/057414 



PCT/US01/47856 



<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 503 u 4-*-4-« 

gaaagtggag aggacctaac atatgtctct acctagaaag gatggtttca 



<210> 504 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 504 

accaactata aacccagttc taaagttgtg tatgatggtg aacctttggg 



<210> 505 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 505 

ggacctgaga cactgtggct gtctaatgta atcctttaaa aattctctgc 



<210> 506 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 506 

tttggtgttc agttactgag tttcaaaaat gttttggtgg catgaggaca 



<210> 507 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 507 

cctgtttaag aaagtgaaat gttatggtct cccctcttcc aatgagctta 



<210> 508 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 508 

acggaccagg ccattcatta ttcctcaagt gttaatatac tgacttatgc 



<210> 509 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 509 

acagttttgt caaaaagtgt atcttgaccc caccatcagt actccattcc 



76/1425 



WO 02/057414 



<210> 510 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 510 

tttggttcat ccgtgtgctg ttcttttggg ttctgagagg gttttgccat 



<210> 511 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 511 

ggcagtaatg caagagtcct tttgtgaaga gtgtttctat gtagagatgt 



<210> 512 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 512 

aaatgcagag cagaatggac cagtggatgg acaaggagac aacccaggcc 



<210> 513 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 513 

agtgttcctg ctgccagttc tttcctcttt aggcgtggtt gagaaaaagc 



<210> 514 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 514 

cagtctctgc cacttgtgct agtttttgtg tggtgtttag aaacatgggc 



<210> 515 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 515 

ttccacttag gtttggcatt ttggcagata agctaatctt gtataaagca 



<210> 516 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 516 



77/1425 



WO 02/057414 



gtaaatgccc tacatggtgt gatgctgcat tatatataaa actgtgtgca 



<210> 517 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 517 

agctcctgtg ctgaccttca agttacgttt tggaactgta atactaaagg 



<210> 518 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 518 

acactaggga agaaccttaa ttctaaattt ggttcatgtg tggcaaagtt 



<210> 519 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 519 

taactggaat cactgccctg ctgtaattaa acattctgta ccacatctgt 



<210> 520 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 520 

cccccagtgc tttgtagtct ctcctatgtc ataataaagc tacattttct 



<210> 521 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 521 

gacagacttg gacacaaaac cgatccatag aagggcttcc caaaccttgt 



<210> ' 522 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 522 

ccatatgtaa cttgttttga agagaagtgt ttccgttgtg tgtcttgatg 



<210> 523 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 523 

gtatcatctg ccaagaccag ggcctgcttc accacagcca caataaagtc 



<210> 524 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 524 

aatgaaccat ttacagttcg gttttggact ctgagtcaaa ggattttcct 



<210> 525 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 525 

gccgagtcag cacatgggta gagatgatgt aaaagcagcc aatctggaaa 



<210> 526 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 526 

accttctggg aggagggtcg gattcaatct gaacttagaa ctttcaactc 



<210> 527 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 527 

gcaccatgta gaattttcac tttgtactgg caggctcgtt ttacctcatt 



<210> 528 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 528 

tctccagtcc tgattactgt acacagtagc tttagatggc gtggacgtga 



<210> 529 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 529 

ttcctgttac tggcatgtgc acgactatgt tattagaagc cactttatca 



<210> 530 
<211> 50 



79/1425 
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<212> DNA 

<213> Homo sapiens 

<400> 530 

gccagcttgg aggatggaca tttctggata cacatacaca tacaaaacag 



<210> 531 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 531 

tcagctcctt gatctaagcc tcccagagag acccctagaa tgtttccctc 



<210> 532 

<211> 50 • 

<212> DNA 

<213> Homo sapiens 

<400> 532 

ccggcggcag gaactatcag tagacagctg ctgcttccat gaaacggaaa 



<210> 533 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 533 

tgttgccttg aatataacag tacaatttgt caattactct gcaccaggct 



<210> 534 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 534 

aaaagtaaca ccctcccttt ttcctgacag ttctttcagc tttacagaac 



<210> 535 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 535 

aatgaaatgt agttgggttc ttcctgtaat gcgctattat gtcttgggct 



<210> 536 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 536 

aacctccttg tgtctgtttc tctgttcctc tgtggctgac tcaataaact 



80/1425 



WO 02/057414 



<210> 537 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 537 

gtgggagggt gagatgtgaa gatgtgggat gaacctggaa tgaacgaatt 



<210> 538 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 538 

ggcctaaaga aagctggggt taatcctgaa gctaaaagta aatgtttctt 



<210> 539 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 539 

tcccatcctt tccatcaaga ccttcattag cttatgatat ttgctgccga 



<210> 540 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 540 

ggaggtctct tccagattgc tcttctgccg aattatttgt atctattccg 

<210> 541 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 541 

gcacacctcg tcagaggacc ataaccgtgt ggggacaata accgcagggg 

<210> 542 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 542 

acaatggatt tgtgaagagc agattccatg agtaactctg acaggtattt 



<210> 543 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 543 

tgagagacat tgttaatttt gggggaattg gcattgcgaa agacttgaaa 
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<210> 
<211> 
<212> 
<213> 



544 

50 

DNA 



Homo sapiens 



<400> 544 

tgctagacat ttctatactc tgttgtaaca ctgaggtatc tcatttgccc 



50 



<210> 545 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 545 

gtgggggatg ggggttaaaa agtagagaac ctcctttctg ttcaactaat 50 



<210> 546 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 546 

caggtgagta gttgccgcgt aatatcattg gagtacattc tttatactgt 50 



<210> 547 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 547 

ccccaacctt attctgtgtg tagacattgt attccacaat tttgaatggc 50 



<210> 548 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 548 

cgaatggctt aaactaattt gctatgatcc tctaacaccg aaatttccca 50 • 



<210> 549 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 549 

agagggaatc agaaaaatgc caagcctttt ctctttgaat gtgctatttt 50 



<210> 550 

<211> 50 

<212> DNA 

<213> Homo sapiens 



82/1425 
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<400> 550 

cacccttctc tgttaacctt gtgcctgtct cctgtatgat cacatcacca 



<210> 551 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 551 

tgtgtctctg tcgcgtctgc tgtgaagcac atgatgctct atttattgta 



<210> 552 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 552 

tgagagtaag cacatgacag cgtctgcttg cgttgtgtct gttttatgtt 



<210> 553 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 553 

tcgtgtgaat cagactaagt gggatttcat ttttacaact ctgctctact 



<210> 554 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 554 

tgcaacgaat atggatacca catagtactt tggtgttacc tgcttttgaa 



<210> 555 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 555 

agaactgaat cagtcggagg aacctgaggc aggcgagagt agtactggag 



<210> 556 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 556 

ttgccatgag ataacacagt gtaaacagta gacacccaga aatcgtgact 



<210> 557 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 557 

gctgttaggc taagagggtg cagggctaga cacgaagctt aaactattca 



<210> 558 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 558 

ccagtgtgga ggtagcaaag catctatcta ttctgaatca tgtttggaaa 



<210> 559 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 559 

gccagtatgc cacagaatgt cctaaaccct tgctgcctct tatcaaaacc 



<210> 560 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 560 

tttgtactgt tgaaaccact tcattggaca tgttgcaata gcaaaacccc 



<210> 561 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 561 

agggggaaca ttgtaaagaa acaaaaaggt ccagatgaat gtatgctaga 



<210> 562 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 562 

ggtgctgaat atgtccttgt aggctctgtt ttaagaaaac aatatgtggg 



<210> 563 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 563 

acattggctt gcttttgtta aagtgcaagt gttacatatg gctttgtaca 



<210> 564 
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<211> 
<212> 
<213> 



50 
DNA 

Homo sapiens 



<400> 564 

ttggtagtgt cagcgggcac cttttacacc ttctagtagc tcaagctagt 



50 



<210> 565 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 565 

tcctggaatc gtttaatcta aagcagtttc ccctgttttg gagattttgt 50 

<210> 566 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<40O> 566 

tcctggaatc gtttaatcta aagcagtttc ccctgttttg gagattttgt 50 

<210> 567 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 567 

tgagaaagtc ctgtgcagtc ctgagatgat tactcttatt tggtgtgctg 50 

<210> 568 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 568 

tcgtcttttg cgaatggctt aattctgaca ctacctttct gggaaatgtt 50 



<210> 569 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 569 

tttgattgtg tctgatggga actgagttgt tggcctttgt gaaatgaaat 50 

<210> 570 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 570 

ttgacaaagc ccaacaatga tctcaggaat tacattttcc aacagaccaa 50 



85/1425 
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<210> 571 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 571 

accfcgtcacg cttctagttg cttcaaccat tttataacca tfctttgtaca 



<210> 572 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 572 

tccttaaggt gcacagtaaa tgtacagata gttataggcc actgttttgt 



<210> 573 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 573 

agctcatatg aacactgctc tgaactcctc tgacttagca ttcaacttaa 



<210> 574 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 574 

catgacaaac attactagca tgttcaactg caccatgttc tggcactgta 



<210> 575 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 575 

acctctttcc taccaatttc acattttgca gaaacttgtt cacatttcca 



<210> 576 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 576 

gggttgtgta ttaaatagcc attcattctg gaactcaagg acaggactgt 



<210> 577 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 577 
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gccttgcagg tgaccagcag tgtcattgta tttatataca gagcttatga 50 



<210> 578 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 578 

ctggacgggc gtgggttctg ggtcagcttc ttttacctca attttgtttg 50 



<210> 579 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 579 

aaagtctgag gtgtggaaca gttatttaag cattagtcaa ccctggtcct 50 



<210> 580 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 580 

tgggcaagac atgattaatg aatcagaatc ctgtttcatt ggtgacttgg 50 



<210> 581 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 581 

cctgtgtaaa agaagaaata caagagactc aaacacctac acattcacgg 50 



<210> 582 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 582 

tggcttgttc atcctccaga tgtagctatt gatgtacact tcgcaacgga 50 



<210> 583 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 583 

aactatcagc ttggatggtc acttgaatag aagatggtta tacacagtgt 50 



<210> 584 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 584 

ccacggtgga ccctgtttgt tttaaatatt ctgttcccat gtcaatcagt 



<210> 585 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 585 

ttgtgtagga aacttttgca gtttgacact aagataactt ctgtgtgcat 



<210> 586 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 5B6 

actcaaatca gttagcttca aacaaaaacg aaagttagac caagggaacg 



<210> 587 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 587 

actcaaatca gttagcttca aacaaaaacg aaagttagac caagggaacg 



<210> 588 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 588 

ttgtgtgctg tgcttcaaag ccttaactgt caaatcttgc attatcttgt 



<210> 589 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 589 

acattatcat ggcatgactt aagggaacat tggtttgtga aggaaaaaca 



<210> 590 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 590 

tgtgtgactt tcatgcttct ggggttggag cttaaagatc caaactgaga 



<210> 591 
<211> 50 



88/1425 * 



WO 02/057414 



<212> DNA 

<213> Homo sapiens 

<400> 591 

tgctggtatt ctcactgcca catttttgga aacctgtatt acaccttaaa 



<210> 592 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 592 

ttgagtgtct gcagcagccc tggacttcca gacttctatc acatgagaaa 



<210> 593 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 593 

tggtgctgat gcttagttgt ctcatgccat taaattgtaa aagtgagttg 

<210> 594 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 594 

ggaggtcagt tgatttcccc aggtacattc atggtgtgac agacacatgg 



<210> 595 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 595 

agatcctttc agtccctaga cctccattca ctctgtttct cttctgctgg 



<210> 596 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 596 

gatccgatca tggtgatgta cggggtgaat tctcttgccg tgttgcaaat 

<210> 597 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 597 

atggtttcaa aattcaaggt ccccaaatgg cagcatttta tgttctgacc 



89/1425 
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<210> 598 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 598 

caagtatgta tgcaactttg cacaccaaca actgttaatc tgtagctagt 



<210> 599 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 599 

tggtgattct ccaggccatt taataccctg caatgtaatt gtccctctgt 



<210> 600 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 600 

ttctgcctca atgtttactg tgcctttgtt tttgctagtt tgtgttgttg 



<210> 601 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 601 

actactgtca cgtagctgtg tacaaagaga tgtgaaatac tttcaggcaa 



<210> 602 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 602 

tgttgaacgg ttaaactgtg catttctcat tttgatgtgt catgtatgtt 



<210> 603 

<211> 50 

<212> DNA 

^<213> Homo sapiens 

<400> 603 

aatggtcaag gttcagcata ttctatatga agatcacaag gtggtatcgt 



<210> 604 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 604 

tgtgaacttg tgcgcaaatg tgcagattca atgttcttgt tacagattga 



90/1425 
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<210> 605 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 605 

ccccttgggc tcagcacgaa agggctttca atgaattaag tgaaaacttt 50 



<210> 606 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 606 

aatgagttgt gttgaagcct ccgtctccca tccttgcctg tagcccgtag 50 

<210> 607 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 607 

agcctaaaca tgtatactgt gcattttatg ggtgactttg aaagatctgt 5 0 

<210> 608 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 608 

accaggtttt agcaaaatgc acacttttgg ctctttttgg tatatgttct 50 



<210> 609 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 609 

cctgactcct ccttgcaaac aaaatgatag ttgacacttt atcctgattt 50 



<210> 610 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 610 

ttgtattggc ataatcagtg acttgtacat tcagcaatag catttgagca 50 

<210> 611 

<211> 50 

<212> DNA 

<213> Homo sapiens 



91/1425 
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<400> 611 

ttgttaagtt gcaattactg caatgacaga ccaataaaca attgctgcca 



<210> 612 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 612 

acagcaaact ttggcattta tgtggagcat ttctcattgt tggaatctga 



<210> 613 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 613 

tggtcattct gctgtgttca ttaggtgcca atgtgaagtc tggattttaa 



<210> 614 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 614 

ggcatgaaat gagggacaaa gaaagcatct cgtaggtgtg tctactgggt 



<210> 615 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 615 

aatcttgaca catgcaattg taaataaaag tcaccacttt tgccaagctt 



<210> 616 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 616 

tgatgccttc atctgttcag tcatctccaa aaacagtaaa aataaccact 



<210> 617 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 617 

ggccaagctg aatgccatga atatcagtga gacgcgttat aaggaatcct 



<210> 618 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 618 

cctgccagtg tcagaaaatc ctatttatga atcctgtcgg tattccttgg 50 

<210> 619 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 619 

tcaagaattt gggtgggaga aaagaaagtg ggttatcaag ggtgatttga 50 

<210> 620 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4O0> 620 

caaactggtg cagaaattct ataaactctt tgctgttttt gatacctgct 50 



<210> 621 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 621 

gctacttgtt tacattgtac actgcgacca ccttgccgct tttcatcaca 50 



<210> 622 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 622 

actggatgct acagacttat aacagcatag tgaatggtaa gactagtgca 50 

<210> 623 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 623 

cctcccctat gcctcagccc catctctgct cctgtttgaa ttttgttatt 50 

<210> 624 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 624 

ccagtgtgac tagggatcct gagttttctg ggacaattcc agctttaatc 50 
<210> 625 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 625 

tgacccttct ttaagttatg tgtgtgggga gaaatagaat ggtgctctta 



<210> 626 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 626 

gtgtgagtcc tctgtttgca ctggacatat tccctacctg tcttatttca 



<210> 627 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 627 

aggggaaggg gtgcctggcg ggtacttttc tatcttttat ttccagattt 



<210> 628 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 628 

tcatgcttct gccctgtcaa aggtccctat ttgaaatgtg ttataataca 



<210> 629 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 629 

agctagcaga tcgtagctag tttgtattgt cttgtcaatt gtacagactt 



<210> 630 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 630 

agcccagaat tcccaaaggc attaggtttc ccaactgctt tgtgctgata 



<210> 631 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 631 

gtgtctatac atttctaagc cttgtttgca gaataaacag ggcatttagc 
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<210> 632 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 632 

tagaggtgta cagatgctat attatatccg ctcccggtgt actgcagccc 50 

<210> 633 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 633 

ttttacaagg aaggggtagt aattggccca ctctcttctt actggaggct 50 

<210> 634 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 634 

acacggtgaa ctggctgtgt ccatctttgt cactgagtga aatctctgtt 50 

<210> 635 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 635 

tgaggacttg gggcaggaaa ggaatgctgc tgaacttgaa tttcccttta 50 

<210> 636 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 636 

tcagaccttg gatcagatga actcttagaa atgaaggcag aaaaatgtca 50 



<210> 637 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 637 

ccacgttctt gttccgatac tctgagaagt gcctgatgtt gatgtactta 50 

<210> 638 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 638 
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gcctgggtca gatttttatt gtggggtggg atgagtagga caacatattt 



<210> 639 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 639 

gggtgcccac ctgcatgtga aggggaggca gttctcaatt tatttcaata 



<210> 640 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 640 

cagtcactgg gtctatatta aacagcaacc agagcaacaa atggcaaaca 



<210>- 641 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 641 

tgacatggta gcagaaatag gcccttttat gtgttgcttc tattttacct 



<210> 642 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 642 

agcaaagaac agtttggtgg tcttttctct tccactgatt tttctgtaat 



<210> 643 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 643 

agccctgcta aactatgtac agaggaaact gttcaagtat tggatttgaa 



<210> 644 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 644 

tgtcaacgat gtttccagta gtgtttagat ttggtgtctt caaaggtagt 



<210> 645 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 645 

ggctttttgc ccatcaagaa taaaaagaaa taaaaccaaa gggttaccgg 



<210> 646 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 646 

tgcctgttgc acatcttgta aaattggaca atggctcttt agagagttat 



<210> 647 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 647 

tgcggctagt tcagagagat ttttagagct gtggtggact tcatagatga 



<210> 648 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 648 

aatggaagga ttagtatggc ctatttttaa agctgctttg ttaggttcct 



<210> 649 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 649 

ccatgtgggc tactcatgat gggcttgatt ctttgggaat aataaaatga 



<210> 650 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 650 

aacgaggcca gtggggaacc cttacctaag tatgtgattg acaaatcatg 



<210> 651 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 651 

cctctcagga cgtgccgggt ttatcattgc tttgttattt gtaaggactg 



<210> 652 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 652 

ccactgcctg aaaggtttgt acagatgcat gccacagtag atgtccacat 



<210> 653 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 653 

ttttgggata aattttactg gttgctgttg tggagaaggt ggcgtttcca 



<210> 654 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 654 

tgaagtataa gcctctactg ggtctatatt gtgaatcatc ctgcctttca 



<210> 655 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 655 

ctcgtctatt ggcccctgta gaaagttaac ctttgttgtt ttccttttat 



<210> 656 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 656 

tccccttctg tcccctagta agcccagttg ctgtatctga acagtttgag 



<210> 657 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 657 

aaacctattt cccttgcctc ataggcttct gggatgtcat cacctccagt 



<210> 658 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 658 

gaatttggtg gtgtcaattg cttatttgtt ttcccacggt tgtccagcaa 
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<210> 659 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 659 

ctattttggg tcatttttat gtacctttgg gttcaggcat tatttggggg 



<210> 660 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 660 

taattgttga acaggtgttt ttccacaagt gccgcaaatt gtaccttttt 



<210> 661 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 661 

ccccctcaga agaatcatga atttgcaaca gacctaattt ttggttactt 



<210> 662 

% <211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 662 

ggcctttcca ttccatttat tcacactgag tgtcctacaa taaacttccg 



<210> 663 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 663 

tggtgtctca aaggagtaac tgcagcttgg tttgaaattt gtactgtttc 



<210> 664 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 664 

tgccagtagt gaccaagaac acagtgatta tatacactat actggaggga 



<210> 665 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 665 

aggacacatc tgacatcctg tgtttggtta aaatatacag cacattgtga 
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<210> 666 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 666 

tgggggttgt aaattggcat ggaaatttaa agcaggttct tgttagtgca 



<210> 667 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 667 

tgtgaaagaa acttgcttgc agctttaaca aaatgagaaa cttcccaaat 



<210> 668 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 668 

gtatatatcc tccagcattc agtccagggg gagccacgga aaccatgttc 



<210> 669 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 669 

tgtgatgcta ggaacatgag caaactgaaa attactatgc acttgtcaga 



<210> 670 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 670 

aacccagtat atctgtgtta tctgatggga cggttgacag tggtcaggga 



<210> 671 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 671 

atccagtggc ctaggaatta aagtgttgtt gtttttgctg ttaaattgga 



<210> 672 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 672 

gcattggcag cattgtgtct ttgaccttgt atactagctt gacatagtgc 



<210> 673 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 673 

tttcatggtg tgaaggaagg agcgtggtgc attggacatg ggtctgacac 



<210> 674 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 674 

agactgcaca accaagaagt tactcaaagc tctgtgggag cccctgcctg 



<210> 675 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 675 

cagtgctcac ctaaatccat ctgactactt gttcctgtgc cctcttgttt 



<210> 676 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 676 

gtgacgacga cctgaaggag acgggcttcc accttaccac cacgaaccag 



<210> 677 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 677 

aacaggataa agctcgccgg gaatgggaaa gacagaagag aagggaaatg 

<210> 678 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 678 

cctcaccccc accctcactt tcaatccgtt tgataccatt tggctccttt 



<210> 679 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 679 

atggaaagat gtggtctgag atgggtgctg caaagatcat aataaagtca 



<210> 680 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 680 

ccatgacttc acagacatgg tctagaatct gtacccttac ccacatatga 



<210> 681 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 681 

ctgtgaatgt ttgcagtctc ctaccgtctc aactacagct gcagttgcta 



<210> 682 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 682 

cagcctgaat tgcctctggg aagaggggtg ggaatgactt ttcaatgtac 



<210> 683 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 683 

aatggcctag aatttgtggt agttgccaaa gaggttctcc taggtggtct 



<210> 684 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 684 

cagtgaaaag tttgtgagtg aagaatgctg agaagattgt aatgctttgt 



<210> 685 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 685 

ttgtctcaaa gctaccaagt ttgtgcaata agtggaaggg atgtcatcct 



<210> 686 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 686 

acatcgaagg tgtgcatata tgttgaatga cattttaggg acatggtgtt 50 



<210> 687 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 687 

ggctatctca ggcaatatgg ccagcacctg ggtctttatg catgaagata 50 



<210> 688 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 688 

gctgtcacgg agcgactgtc gagatcgcct agtatgttct gtgaacacaa 50 



<210> 689 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 689 

agctgctgac ttgactgtca tcctgttctt gttagccatt gtgaataaga 50 



<210> 690 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 690 

ctcacaggtg gactgagaaa tcagttacat cttaagtgac ctacagggta 50 

<210> 691 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 691 

gtgcattgta tttagtctgt attgatcatg gatgccctcc ttaatagcca 50 

<210> 692 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 692 

cctgtacaat tgcatcacgg gtggggataa aaagaggaat attctggttt 50 
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<210> 693 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 693 

aaacagagct gtcttcagca acattattag tagacaaaga ggatgtggat 



<210> 694 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 694 

actcaagttt tcagtttgta ccgcctggta tgtctgtgta agaagccaat 



<210> 695 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 695 

tgactcctgc caagaaatcc tttcttagaa ggttgtttga ttagttttgc 



<210> 696 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 696 

ttgtattatc tgctttgctg atgtagacaa gagttaactg agtagcatgc 



<210> 697 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 697 

aaagattgtt ggttaggcca gattgacacc tatttataaa ccatatgcgt 



<210> 698 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 698 

tggtaactgt tccaggattg ctccaggttt gagatggtat tgctaaattt 



<210> 699 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 699 
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tgcaccttgt agtggattct gcatatcatc tttcccacct aaaaatgtct 



<210> 700 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 700 

cactagcact tgtgatgcaa tagaacactt cgcctgtact gaaagggcca 

<210> 701 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 701 

acgcaggctt tcctatttct acaactgatt gtacttatgc attttgtacc 



<210> 702 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 702 

caggagctac tttgagtttg gtgttactag gatcagggtc agtctttggc 



<210> 703 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 703 

tagagagagg cccgtggcct gaggtagtgc agaggaggat agtagagcag 



<210> 704 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 704 

ttttggaaga ttttcagtct agttgccaaa tctggctcct ttacaaaaga 



<210> 705 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 705 

aagttaattg aggcaatgtc atctgctcaa agttgagtgg tttattcaca 



<210> 706 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 706 

ttgcagtgta ttactgtcag cagtatggta gctcaccgtg gacgttcggc 



<210> 707 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 707 

tattctgtgt taatggctaa cctgttacac tgggctgggt tgggtagggt 



<210> 708 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 708 

aaactgaatg agagaaaatt gtataaccat cctgctgttc ctttagtgca 



<210> 709 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 709 

tgacactggt cttgcagtac aactggaagc caaaacaagg tggaagatgt 



<210> 710 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 710 

ggtcaagtat atttggacct attatcctcg gcaagccaag atgcaaacat 



<210> 711 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 711 

agttcacaat atggttcaaa tgtaacagtg cagaattgaa tatggaggca 



<210> 712 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 712 

ttgcatcttt ccaggagagc ctcacattct tcttccaggt tgtatcaccc 



<210> 713 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 713 

gtgagtcagg agcaggagcg tgcggaccaa aaatcctcag cccttacgac 50 



<210> 714 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 714 

tcaccttatg caatgtgaat tatcactaca gaactccatc ttactccaga 50 



<210> 715 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 715 

tttgatgtaa tataacctaa cgttgtgctg gtacctgttt taccatgtgt 50 



<210> 716 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 716 

ctccatccct ggccccctcc ctggatgaca ttaaagaagg gttgagctgg 50 



<210> 717 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 717 

ctccatccct ggccccctcc ctggatgaca ttaaagaagg gttgagctgg 50 



<210> 718 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 718 

ggcttagctg ccagtctccc atttgtgacc tatgccatcc atctataatg 50 



<210> 719 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 719 

ggccccaatg ccaactctta agtcttttgt aattctggct ttctctaata 50 
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<210> 720 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 720 

tgtcaggttt gggtcttggg ttcaagtgta tatattcctg taagtttctt 50 



<210> 721 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 721 

tgcatcgtaa aaccttcaga aggaaaggag aatgttttgt ggaccacttt 50 



<210> 722 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 722 

ttgacattct gcgaaagcaa caagcaaact gaagaccaac tcctatgaga 50 



<210> 723 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 723 

cgcctcttca ggttcttaag ggattctccg ttttggttcc attttgtaca 50 



<210> 724 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 724 

ccttgttgga cagggggaca ggctgcctac tggaatgtaa atatgtgata 5 0 



<210> 725 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 725 

tttetgaatg cctacctggc ggtgtatacc aggcagtgtc ccagtttaaa 50 



<210> 726 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 726 

tgtgcaaggg gagcacatat tggatgtata tgttaccata tgttaggaaa 50 
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<210> 727 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 727 

tcaagtgaac atctcttgcc atcacctagc tgcctgcacc tgcccttcag 



<210> 728 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 728 

ccgaggagaa gcgcgagggc tacgagcgtc tcctgaagat gcaaaaccag 



<210> 729 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 729 

gcagctgttt gaagtttgta tattttccgt actgcagagc ttacacaaaa 



<210> 730 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 730 

gcctgtgaaa tagtactgca cttacataaa gtgagacatt gtgaaaaggc 



<210> 731 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 731 

gctctgattg tacaagaatt acctgtgcta gtcaagttgt tgtttttcct 



<210> 732 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 732 

ctgtcttttg tagctctgga ctggaggggt agatggggag tcaattaccc 



<210> 733 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 733 

ggtacaacct tcaactattt cttccatgcg gaccccctcc tgccaaaaga 



<210> 734 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 734 

gcaattctcc ctgcgtcatg gatttcaagg tcttttaatc accttcggtt 



<210> 735 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 735 

ccttcgcttt aacataggtc taatttattt gccgtgccat tttccataca 



<210> 736 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 736 

tggttggaag tgggtggggt tatgaaattg tagatgtttt tagaaaaact 



<210> 737 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 737 

accttcctcc aggaaaagcc attcaagcct gattattttt ctaagtaact 



<210> 738 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 738 

ctgtatagct ttccccacct cccacaaaat cacccagtta atgtgtgtgt 



<210> 739 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 739 

ggggtacctg tgttgagttg ataaacattt ccatcttcat taaaactgct 



<210> 740 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 740 

tgtccacctt tgcagcctgt ttctgtcatg tagtttcaac aagtgctacc 50 



<210> 741 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 741 

atgctacctc aaagtgctac cgataaacct ttctaattgt aagtgccctt 50 



<210> 742 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 742 

agcacccatt ccgaccatag tataatcata tcaaagggtg agaatcattt 50 

<210> 743 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 743 

tgtggtttaa gctgtactga actaaatctg tggaatgcat tgtgaactgfc 50 

<210> 744 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 744 

attacgaaga tgaaccagta aacgaggaca tggagtgact atcggggcgg 50 

<210> 745 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 745 

tcctccagct gacagaaaaa tccaggatga gatcagaagg atactggtgt 50 

<210> 746 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 746 

tttacacgcc ctgaagcagt cttctttgct agttgaatta tgtggtgtgt 50 
<210> 747 
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<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 747 

gttcacggaa aagccagaac ctgctgtttt cagggtgggt gatgtaaata 



<210> 748 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 748 

agtgctcttg ctttggataa ctgtaaaggg acccatgctg atagactgga 



<210> 749 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 749 

tgccccagtt gtcagtcaga gccgttggtg tttttcattg tttaaaatgt 



<210> 750 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 750 

aaaccaatgg acaaacttct tgcttcaagg aacaaactct taggttggca 



<210> 751 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 751 

aaacatcatg agagtggagg cctgccaccc agaaaggcac atactagtgc 



<210> 752 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 752 

agtggattaa cccctgcttc tcttcttgtt ccctgttatc attcctcccc 



<210> 753 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 753 

• gtctgcttat tcgtgtctct tactaggttc aatttcttgg aggccgtgat 
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<210> 754 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 754 

tggcctgact gacatgcagt tccataaatg cagatgtttg tctcattacc 50 



<210> 755 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 755 

gccagacttg aaagagggct ccagaaaaag tagatgcgta tctgtacaaa 50 



<210> 756 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 756 

cgtcttaatg ttcaccgtcc acagctttgg aataaaccat cctgggaagt 50 



<210> 757 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 757 

ttaatgttca ccgtccacag ctttggaata aaccatcctg ggaagttgct 50 



<210> 758 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 758 

tctagcccag cattgatcta gaagcagagg aatcccagcg ccttttaaaa 5 0 



<210> 759 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 759 

ttgctcagca tgccagcctt taagattgaa ttagattgtg ttgttgtggt 5 0 

<210> 760 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 760 
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aaaaggtata gaaatgctgg ttggaatgct tatttgaaaa agactggcca 



<210> 761 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 761 

ctgcttcacg cctgtgtctc cgcagcactt catcgacctc ttcaagtttt 



<210> 762 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 762 

agagcagctt gtgtatgtaa acgcttcagt gaacttgcta atgatccaat 



<210> 763 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 763 

tcaaacctac taatccagcg acaatttgaa tcggttttgt aggtagagga 



<210> 764 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 764 

tcaacctccg tcatgtttta gaaacctttt atcttttcct tcctcatgct 



<210> 765 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 765 

tttccatctg tgtcccagat tgtgacccta gactttcaat tgacaagtaa 



<210> 766 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 766 

catgtcgtta gatggaacat ggaagccatt gtctaatcaa ctctatcatt 



<210> 767 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 767 

atgtaatcct gtaggttggt acttccccca aactgattat aggtaacagt 50 



<210> 768 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 768 

tgaatgatca gaactgacat ttaattcatg tttgtctcgc catgcttctt 50 

<210> 769 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 769 

tttgcacatt ttacatatgc tatgtggttg cctttgggtt ttctgtacag 50 

<210> 770 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 770 

tggtcatgtt ccaggtgcta gtacatcatt catgatcacc ttaatgctca 50 

<210> 771 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 771 

agcataaaga gttgtggatc agtagccatt ttagttactg ggggtggggg . 50 

<210> 772 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 772 

tcaacacttt gctttatttg acacaaccag actttctcag ttcctgttct 50 

<210> 773 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 773 

atgaagaaaa tcattgagac tgttgcagaa ggagggggag aacttggagt 50 

<210> 774 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 774 

actgaaagac ttttgcttaa agtggcatta ttgactgctg atgtgatgct 



<210> 775 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 775 

ttggttggta actctgtaat tcctaactat cactggtttg gttctggact 



<210> 776 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 776 

ccaccatata tactagctgt taatcctatg gaatggggta ttgggagtgc 



<210> 777 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 777 

agaggaatct gaaagtgcag ggtgttggtt aaagttgtac ctcccaagta 



<210> 778 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 778 

tttttctcca fccctgtttct agcacaaaaa tttgcctgct gtgttacaaa 



<210> 779 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 779 

cagattgatt tgaaaggtgt gcagcctgat ttaaaaccaa accctgaacc 



<210> 780 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 780 

gcaactaata agccaaggaa tcgacatata ttaggtgcgt gtactgtttc 
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<210> 781 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 781 

tgtccagtga taaatgtgat tgatcttgcc ttttgtacat ggaggtcacc 



<210> 782 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 7B2 

tctagcccag cattgatcta gaagcagagg aatcccagcg ccttttaaaa 



<210> 783 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 783 

agggaacagt gtggagatgt ttttgtcttg tccaaataaa agattcacca 



<210> 784 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 784 

acccattggt atacacagaa tattcctgtg cccacactta atgtcaatct 



<210> 785 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 785 

ttgatgatac caccagtaaa aataggatgt ttaccccaaa acaagtgtca 



<210> 786 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 786 

tttcaaccga aagggcagat ccaatagaag acccgctcct taaataaaca 

<210> 787 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 787 

acagaggcaa agttaagctt gatgatggtt aaaatcggtt tgatagcacc 
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<210> 788 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 788 

tggttgattt ccctcattgt gtaaacattg acaggtatgt gacaaatggg 



<210> 789 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 789 

cacaaactag attctggaca ccagtgtgcg gaaatgcttc tgctacattt 



<210> 790 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 790 

ggccctcttt cctgtctgtg taaattgttc cgtgaagccg cgctctgttt 



<210> 791 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 791 

cactgtcctt tctccaggcc ctcagatggc acattagggt gggcgtgctg 



<210> 792 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 792 

aggagctatg attagacttc tgttagactt cctcactcta tcacccacat 



<210> 793 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 793 

acccactttc tccttggtaa agcgtttact taacaaaata atacccgaga 



<210> 794 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 794 

gtcacacatg acacaagatg tacataatat catgctcacg cctggagtgt 



<210> 795 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 795 

atgtgcatgt gaatggccta gagaacctat ttttgtgtct aaagtttaca 



<210> 796 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 796 

agatcctgtc ctcctttagc ctcactaatc aagttgggtc ctatcttccc 



<210> 797 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 797 

agttgttagt tgccctgcta cctagtttgt tagtgcattt gagcacacat 



<210> 798 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 798 

aatcctttaa ctctgcggat agcatttggt aggtagtgat taactgtgaa 



<210> 799 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 799 

99aggaggag cttatttctt ggtgtacttg aatcagaagg tccctgcaag 



<210> 800 . 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 800 

ggaggaggag cttatttctt ggtgtacttg aatcagaagg tccctgcaag 



<210> 801 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 801 

aagtggaagt gggtgaattc tactttttat gttggagtgg accaatgtct 50 



<210> 802 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 802 

tgggattcat tggcccatag gtacattgga aaatgtatat ctctccagct 50 



<210> 803 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 803 

gggaccccca ggaggctgag gatgggagac agagaccaga ctgtgacttg 50 



<210> 804 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 804 

tgtttgtagc acacttgagt ttgtgtattc cattgacatc aaatgtgaca 50 



<210> 805 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 805 

cgatctgtgt ttgctctgac gaatggaatt tatcctcaca aattggtgtt 50 



<210> 806 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 806 

ccaggagcgt ggttttctga ttgtgatctg aggttctgcc ccaactgcac 50 



<210> B07 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 807 

acattaccta atattctcac tagctatgtt ctccaatcca cactgccttt 50 



<210> 808 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 808 

agacagccct gccaaagcca taccaaagac actcaaagac agccaataaa 



<210> 809 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 809 

agagatagca cagatggacc aaaggttatg cacaggtggg agtcttttgt 



<210> 810 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 810 

agagatagca cagatggacc aaaggttatg cacaggtggg agtcttttgt 



<210> 811 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 811 

gcctttcttc ctctcccaac ataacaatcg tggtaacaga atgcgactgc 



<210> 812 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 812 

accgtgtaaa gtggggatgg ggtaaaagtg gttaacgtac tgttggatca 



<210> 813 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 813 

gcccagtgct taaaaacgcc ttcttgcatg aggggattga actatacaat 



<210> 814 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 814 

gcgggaaggc atgtaaccac ctaaaccatc tccgagaaca tcagaggatc 
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<210> 815 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 815 

tgtcaggctg gcttggttag gttttactgg ggcagaggat agggaatctc 



<210> 816 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 816 

ggtggattcc aaatgaaccc ctgcgttagt tacaaaggaa accaatgcca 



<210> 817 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 817 

atttatcgta aacatccacg agtgctgttg cactaccatc tatttgttgt 



<210> 818 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 818 

tgggggttgt aaattggcat ggaaatttaa agcaggttct tgttggtgca 



<210> 819 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 819 

gataggggcg gcccggagcc agccaggcag ttttattgaa atctttttaa 



<210> 820 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 820 

cafcttgtacc ctaggcccac gaacccacga gaatgtcctc tgacttccag 



<210> 821 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 821 
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agtgggattt tatgccagtt gttaaaatga gcattgatgt acccattttt 



50 



<210> 822 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 822 

ctttcctttg ctccctccca tgtttctggt ggactaaatt gtgtatctgg 



50 



<210> 823 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 823 

agttttctag attgtcacat gctttgtgac taatgcaaga aagcaagtcc 



50 



<210> 824 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 824 

gaaacacttt caggaccttc cttcctcttg cagttgttct ttaatctcct 



50 



<210> 825 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 825 

ctcgaggggc caattacagg agcacaggaa ggttctgatt acacacctct 



50 



<210> 826 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 826 

ttgagttaag ttgcatttct ttgggctatg aaggagtcct cttaagtttg 



50 



<210> 827 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 827 

agggattgtt tctggaccag tttgtctaag tcctggctct tattggttca 



50 



<210> 828 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 828 

tgaactgctg ctacatccag acactgtgca aataaattat ttctgctacc 



<210> 829 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 829 

actatgcagt ttttcttgaa ggaactaaaa gcaactagct ccctaatggt 



<210> 830 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 830 

gtctttccag catccactct cccttgtcct cctgggggca- tatctcagtc 



<210> 831 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 831 

gcagtaggta ggctcacttc tctttccctt caaaatgctt ttcataggct 



<210> 832 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 832 

tctgctgttg ggctggtgtg tggacagaag gaatggaaag ccaaattaat 



<210> 833 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 833 

ccacttggaa taggaatatc acccctatct tggaagacca ggtggaggct 



<210> 834 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 834 

gccctatggc gttgttaaac acgagcgtat gctagtaagt atcattcata 



<210> 835 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 835 

gtgggtgcat ggggctgtgg agtgggtgtc agtatggatg tgtctgaatg 



<210> 836 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 836 

cattcgtctg tatgcccagt cccatccgtg tcctgctgta actacataga 



<210> 837 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 837 

tgtctgcfctc ttccattttc tcgtctctct cccctcttcc cccattatcc 



<210> 838 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 838 

tgggcaagac atgattaatg aatcagaatc ctgtttcatt ggtgacttgg 



<210> 839 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 839 

ccagattagg gtggctgtcc atccctggat agctatttgc acgaatcatg 



<210> 840 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 840 

cggagctctg gctctgctgt aggaagcccg gtacgtcctt catgacagca 



<210> 841 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 841 

gcactgaata tcgaacaagc actcaaattg aagtatcagt catgttttgt 
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<210> 842 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 842 

agctcgaggt gtcctgcact tttcttataa ggctactgaa gttacatgtt 



<210> 843 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 843 

tgccattgga atgtttctac acgatcctat taagaataat gtgatgccct 



<210> 844 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 844 

ggataacaag taaatgtctg aaagcatgag gggctttatt tgcctttacc 



<210> 845 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 845 

tgttttcctc actacattgt acatgtggga attacagata aacggaagcc 



<210> 846 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 846 

aaaactcatc tcagaagagg atctgaatgg ggccgcacat caccatcatc 



<210> 847 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 847 

aaaccccttt aaatgagggc cagtattatc tctgctttca gaagtagaca 



<210> 848 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 848 

gacctgactc cactcttaaa cctgggtctt ctccttggcg gtgctgtcag 
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<210> 849 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 849 

cttttatagc agtttatggg gagcacttga aagagcgtgt gtacatgtat 50 



<210> 850 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 850 

agatcctgaa agtagctgcc tgtgacccag tgaagccata tcaaaagtgg 50 



<210> 851 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 851 

tactgctaag tgcttggttg gggtggtgag atgatgatta gatcaggggt 50 



<210> 852 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 852 

ttgtacccag agactatgat ttatattgat tgcacttgcc tgccatgatt 50 



<210> 853 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 853 

tttcagatgc ttctgggaga caccaaaggg tgaagctatt tatctgtagt 50 



<210> 854 

<211> 50 

<212>, DNA 

<213> Homo sapiens 

<400> 854 

ttgtggtaat atgatgtgcc tttccttgcc taaatccctt cctggtgtgt 50 



<210> 855 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 855 

cacaaggtgc gcggttaccg ctacttggag gaggacaact cggacgagag 



<210> 856 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 856 

tagactcacg aacaaatcca cctgagatca gcagagccac cctagatcag 



<210> 857 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 857 

cctcagaggc ttactctaac ccatcccaga ataaatggag acttcatgtg 



<210> 858 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 858 

aggctgttga tgcttattct ctgtaactaa gaattttacc ttttggggga 



<210> 859 

<211> 50 

<212> DNA 

<213> Homo sapiens 



<400> 859 

gtaaacgtat cctctgtatt cagtaaacag gctgcctctc cagggagggc 



<210> 860 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 860 

aactaacccc ctttccctgc tagaaataac aattagatgc cccaaagcga 



<210> 861 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 861 

gcctcgacac atcctcatcc ccagcatggg acacctcaag atgaataata 



<210> 862 
<211> 48 
<212> DNA 
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<213> Homo sapiens 
<400> 862 

gcacagtcac attccctcct taggaatctt ccccttccac cctttaca 48 



<210> 863 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 863 

tttgaggttc tttggttttg ttagtaaaag ccagttctgt ggtgatgacc 50 

<210> 864 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 864 

catctgaagt gtggagcctt acccatttca tcacctacaa cggaagtagt 50 



<210> 865 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 865 

ttttggcagt tgtctgcatt aacctgttca tacacccatt ttgtcccttt 50 



<210> 866 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 866 

tggtgtttat gtactactct atagaactct tggcttgcac ttctacagct 50 

<210> 867 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 867 

acaggcaaag tgacagggga aaaggaatta gtctaagagt aaggggatga 50 

<210> 868 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 868 

tggtctcctt ggaaatccgt ctagttaaca tttcaagggc aataccgtgt 50 
<210> 869 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 869 

gtctaccagg cgaaaaccac agattctcct tctagttagt atagcggact 



<210> 870 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 870 

acttctcttg atgtagaaag agatgacgtt gttaccctga gtgacagtca 



<210> 871 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 871 

tgagctaagt gtcatgcata tttgtgaaga aacacccttg tttggtccct 



<210> 872 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 872 

ctgagcaagg cagatgacct aatcacctca cgacagcaat acagcagtga 



<210> 873 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 873 

tttgtactat tgctagaccc tcttctgtaa tgggtaatgc gtttgattgt 



<210> 874 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 874 

tgctatgcta atgtctagaa aggcatacga tgctactatt atgctctgtt 



<210> 875 

<211> 50 . 

<212> DNA 

<213> Homo sapiens 

<400> 875 

actgctcttt ctcaggccca aggtaaaaag gtttttggtc tcatgttgac 
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<210> 876 . 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 876 

tcaccagctg atgacacfctc caaagagatt agctcacctt tctcctaggc 

<210> 877 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 877 

cagagtaggc atctgggcac caagaccttc cctcaacaga ggacactgag 

<210> 878 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 878 

tgcatgaagc actgttttta aacccaagta aagactgctt gaaacctgtt ' 

<210> 879 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 879 

tgattttgca acttaggatg tttttgagtc ccatggttca ttttgattgt 

<210> 880 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 880 

tttgagcgat ctctcacatg atggggttct ttagtacatg gtaacagcca 



<210> 881 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 881 

cccggcctgg gactcagcat ttctgatatg ccttaagaat tcattctgtt 

<210> 882 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 882 
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agttttgctg aagactggcc ttattaatgg acagctttcc taacaagaga 



<210> 883 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 883 

gggtcaatag tttcccaatt tcaggatatt tcgatgtcag aaataacgca 

<210> 884 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 884 

tgagagctga aatgagacca tttactttgt ttaaaatgct gtactgtgca 

<210> 885 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 885 

ttgagctaag accttaggaa attcactttc tgcatgataa aatgacccaa 



<210> 886 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 886 

tgtcattgta cactttattt ccctcacact gtgttatgct ctgatgtgct 

<210> 887 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 887 

ggtctctttg actaatcacc aaaaagcaac caacttagcc agttttattt 



<210> 888 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 888 

aggttcttcc tgtacatacg tgtatatatg tgaacagtga gatggccgtt 

<210> 889 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 889 

acttggatgc tgccgctact gaatgtttac aaattgcttg cctgctaaag 



<210> 890 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 890 

gggaggcgtg gctgagacca actggtttgc ctataattta ttaactattt 



<210> 891 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 891 

tctcccagaa tgtacttatc ttacctcggc atgtactgta gtcactcagt 



<210> 892 

<211> 50 

•<212> DNA 

<213> Homo sapiens 

<400> 892 

tgtgcactgt tgtaaaccat tcagaatttt cctgctaggc ccttgatgct 



<210> 893 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 893 

catcggccag acagagttga atgcaagcaa tccagaagaa gtgttacagc 



<210> 894 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 894 

tgctctagcc atcaggttct ttcaaatgca tctttacact cttgcacaaa 



<210> 895 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 895 

tgagcatgaa atgggatcct gcatcacttg ttttaactat ttattttgcc 



<210> 896 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 896 

tttgcggcta gttggctatt caagaaacct cgcccctctg aatgtcatac 



<210> 897 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 897 

gtttacgtgg aagaaacgct aagggtttgc tcccaggaaa ggagaggaag 



<210> 89B 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 898 

tgctcaaatc aggacttaaa tcataggcac cacatttttc atgtcagact 



<210> 899 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 899 

tgaaattcta cccatcttga gggaggaccg ttcctcagtt aaggacttgt 



<210> 900 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 900 

atgagtgtgt cggaatcccg tgcttaaaat acgctcttaa attattttct 



<210> 901 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 901 

aaatcagaac tgaggtagct tagagatgta gcgatgtaag tgtcgatgtt 



<210> 902 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 902 

aggctttagc aaagatggat atattggtga ctgagacaga agaactggca 
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<210> 903 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 903 

agtgggccta actcatgtga gcttgataac tgatgaactc attgggagca 50 



<210> 904 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 904 

aacactaacc tctcccctcc tggctcaaga attactccga agtcagtctg 50 



<210> 905 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 905 

tctgtcagga aatgtaactt tggttttatt tttggcttat tccaaggggt 50 



<210> 906 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 906 

aaattgtgcc ggacttacct ttcattgaac atgctgccat aacttagatt 50 



<210> 907 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 907 

tggcagggag ctgggacctg gagagacaac tcctgtaaat aaaacacttt 50 



<210> 908 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 908 

agggagataa tggagtccac tttaatttgg aattctgtgt gagctatgat 50 



<210> 909 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 909 

agatcagtga tactggtgtt agtgttgtaa tcaggttaaa cccacttcca 50 
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<210> 910 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 910 

ccatttgaca gtaaaggctc ttggcttctg ttggaggcat gggaaattgt 



<210> 911 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 911 

tttaacagcc tgtcctcccg gcatcaggag tcattgaaca atcatggatt 



<210> 912 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 912 

aatacttatt gtttggcagg tcatccacac acttctgccc ccactgcatt 



<210> 913 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 913 

ttatcagatg ggatactggg gactataaac aatggaaata aagccactgt 



<210> 914 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 914 

ccctgtgcct ttcctttgag agtgaaggtg ggtggagttg accagagaaa 



<210> 915 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 915 

tgtgtgcgta gaatattacg tatgcatgtt catgtctaaa gaatggctgt 



<210> 916 

<211> 50 

<2X2> DNA 

<213> Homo sapiens 
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<400> 916 

tctacatgtg actggctttc ttgccctcgt ctcttgaatg tttagactct 50 



<210> 917 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 917 

tggtacccaa actcaccatt tggtcctctt taatctttga gggtttcaat 50 



<210> 918 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 918 

ttccatttat tcatgtacat tggccagttc ctggtccttg tctgacttct 50 



<210> 919 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 919 

aaccatctgg agtcagtaca gatcatcaat ccttccacat atacaagttc 50 

<210> 920 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 920 

ggccacctgc tgactatttg tggtttaaaa taaaaggttt acttgtctgc 50 



<210> 921 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 921 

tctttgtaaa gcacgatgat acaaatctgg tgccagtgtt atattttgca 50 



<210> 922 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 922 

catggatatc atgtatcctt cctggtgctc acacacctgt caccttgtaa 50 

<210> 923 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 923 

ataaggtgca taaaaccctt aaattcatct agtagctgtt cccccgaaca 



<210> 924 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 924 

tggaccggag tctgctgagt ttataaggtt ccaaaaatat ggtaaaatct 



<210> 925 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 925 

actcgacctt ggtaaacgga aatgttgggg gtgaagagaa acaatcacta 



<210> 926 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 926 

ttcaaggttc tgcgaaatta attgggcagg ttaattgtgt acctgaaact 



<210> 927 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 927 

tccccaggat ggggcctcat acaacccttc atctgcactc aacatttaat 



<210> 928 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 928 

ttttagacat ggagtgcagg tggacactgt gtgaactgtt tttggtcagt 



<210> 929 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 929 

caagaaactt ggtctgcagt ctggaagctt gtctgctcta tagaaatgaa 



-<210> 930 



138/1425 



WO 02/057414 



<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 930 

caagaaactt ggtctgcagt ctggaagctt gtctgctcta tagaaatgaa 



<210> 931 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 931 

tgttgaacgg ttaaactgtg catttctcat tttgatgtgt catgtatgtt 



<210> 932 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 932 

ccccttcaac tgagggtcat tttaccagag tcaataaagg ccaacccttc 



<210> 933 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 933 

attctgaggg tgactgaggc tacagctgct atcacatgcc gaactttctt 



<210> 934 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 934 

tggtatcagg agttgggatt tctcagcact gctaatgaag atcccctctt 



<210> 935 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 935 

cgcagagagg agaaaaggag acagcaagac gccaataaag aaacacaact 

<210> 936 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 936 

cccgcacggg cagctgaagg ccgctgtttt ctaatatttg tattctaatt 
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<210> 937 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 937 

cccctgggag atgtagcaaa ttgagtgtgg gttttggagt ctgagcctca 



<210> 938 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 938 

gcagagggag ggttgccatg aaggaacttg ggattttcaa tggaataaat 



<210> 939 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 939 

cctttcacgt ctggacgaat taccaaatgc catgaattgc cactgtgtgt 



<210> 940 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 940 

aggaagatgg cgctgttatc agcggggaaa tgtactattt aagatcagct 



<210> 941 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 941 

atccaagtct gaaactctgc gctctagtac tgctgttaag atacacaact 



<210> 942 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 942 

tggatagcca tttctgctca accacacatt ctctaagaaa cagcttgaaa 



<210> 943 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 943 
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tgttgtatgt ggatggggaa gttttgtttc tcctcttagc atttgtttct 



<210> 944 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 944 

tctgaatgat cctactcctt tggagtaaaa ctagtgctta ccagtttcca 



<210> 945 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 945 

tccttttgta gccactttga gtctgcagtt gtcagtaagc ctttttaaag 

<210> 946 

<211> 50 

<:212> DNA 

<213> Homo sapiens 

<400> 946 

gggggaaatt accagtagaa tgccttggtc tgaatatttg atagaaccaa 



<210> 947 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 947 

ctggtacttt acagttttgc accaactctg ccaagccact ggatcttaca 



<210> 948 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 948 

atccagtcac tcatcaagtg taatctgtct cctaaatatc tctggaacct 



<210> 949 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 949 

agcttttggg gtcagatctc tggaacatca tgtgatgaag ctgacatttt 



<210> 950 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 950 

agcagttagg cttgactttg aggagaggct gtgatgttta tgatccctga 



<210> 951 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 951 

gctgtccaca gaaaacgccc ttaagtagcc ctaccttact ccttagagct 



<210> 952 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 952 

catgggtatt aatagtcttt gctgctggta atactgaaag aacctgcttt 



<210> 953 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 953 

aggatttgat ttcttgaaac cctctaggtc tctagaacac tgaggacagt 



<210> 954 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 954 

ggactcagga gctaatactg tctacagtgg agcttggtgc aattagaagc 



<210> 955 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 955 

accaggagga cagagtttgc tttcatattt tccctgtaag taagagggct 



<210> 956 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 956 

ccatgaagaa gcaagacgaa aacacacagg agggaaaatc ctgggattct 



<210> 957 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 957 

ttggaatttg tgttgcatgt aaggcaatct ttcctgttgt aaatcttcct 50 



<210> 958 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 958 

aggaaactga gtagactcct gtgtaaccct gtttggaact ttgccttctt 50 



<210> 959 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 959 

tttacaaggc agaatggggt gtaacagttg aattaaacta gcaatcacgt 50 



<210> 960 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 960 

tagtaggaat gaagtggaag tccaggcttg gattgcctaa ctacactgct 50 



<210> 961 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 961 

agtgtttagt ctcatgttgg gaacacatga atgtgatgaa catagtgaat 50 



<210> 962 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 962 

accctttgag agttccacaa gtggtagtag agtggtttaa cgtctttcct 50 



<210> 963 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 963 

ttgccccttt tctgtaagtc tcttgggatc ctgtgtagaa gctgttctca 50 



143/1425 
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<210> 964 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 964 

actcatcaat tgaaaagtcc tccaaaaaga gaactattgg gaaaccatgg 



<210> 965 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 965 

agatgggtga atcagttggg ttttgtaaat acttgtatgt ggggaagaca 



<210> 966 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 966 

tcagacctgg ttgattttgt actttggaac tgtaccttgg atggttttgt 



<210> 967 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 967 

gtatctcatg gcctcttgat gtggaaagaa gttgacagag ggttgcaggg 



<210> 968 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 968 

agttcagtga gaagaaacca gaacacttgt tcctagtgtt gtgttgtttt 



<210> 969 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 969 

gcagatggct atgtgctaga gggcaaagag ttggagttct atcttaggaa 



<210> 970 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 970 

ttggtgtcaa tgatctggtg acaataggat tacattggag ccaattgaat 
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<210> 971 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 971 

aactagaaga tgtacttcga cagcatccat tttacttcaa ggcagcaaga 50 



<210> 972 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 972 

atacactttt ccaaatttgt cccaacagcc ctgtaagcca gctttcttct 50 



<210> 973 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 973 

gcattttctt cacttgcagg caaacttggc tctcaataaa cttttaccac 50 



<210> 974 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 974 

attagaccag accagtgtat ttctaaagaa aatcctgaca tgcacaccca 50 



<210> 975 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 975 

agccaaatgt gtcatacatc aaatcttcag cagcttttgc ataatccagg 50 



<210> 976 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 976 

tcctcaaagg ggaaaactat gaaggggaag aagacaaacc taagatacca 50 



<210> 977 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 977 

agatggactg gagctttttc tttgtgaata gaaactggat gccacagtga 



<210> 978 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 978 

agttgtcaga agactcctgg gtgtacagag caaatcaagc tgcatcagta 



<210> 979 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 979 

agtggcttca tagctactga caaatgtctg aactattgtc gtgcccttca 



<210> 980 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 980 

gcctgtacaa acattcaagt tagttggcag tctataaatg tgagttgggt 



<210> 981 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 981 

aaggaaggta aagttagggg actagaagac tctaaattgg cttctacaga 



<210> 982 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 982 

agaactaatt gcccatgttt aattatagca gacacgccat tctaacaggt 



<210> 983 

<211> 50 

<212>' DNA 

<213> Homo sapiens 

<400> 983 

aacttggtat tgttgtagtt tatgtagtaa gtgacttggc acccatcaga 



<210> 984 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 984 

agtttaactt ttcctcaccc ctgtatagaa aatgccttgc ctctcaagag 



<210> 985 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 985 

gtcttgggct ggatgggtta tagagctgag cggctgtgat ggttctgttt 



<210> 986 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 986 

gacacatcta gaatgttttt ctttcaccgt acctccaaaa gaggcaattt 



<210> 987 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 987 

accagggatg ctctctaacg taatcaaggg aaggttcagt aagacaaagt 



<210> 988 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 988 

acacagttca gtttttgagg gaactagttt tgtcataata ctacacccct 



<210> 989 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 989 

tgcagtggga attcttgagt gaggtcttac ctcttcttta aacctcttca 



<210> 990 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4O0> 990 

aaggcagaat agaatgctga gattggttaa gtttgcaatg accatcttga 

<210> 991 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 991 

tgccctaatc ttgagttgag gaaatatatg cacaggagtc aaagagatgt 



<210> 992 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 992 

gctagattgt gaagtacatg ggatttcatg agccagagga ggcatttgga 



<210> 993 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 993 

gcctcaaaga aaacccagag tgccctgttc taaaacgtag ttctgaatcc 



<210> 994 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 994 

aatcccaggg cttggttaag tgctgtgtga taacttgttt ggatgagact 



<210> 995 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 995 

aggtttctta cccaacacaa atggacagtg gatttgactt tctaaagact 



<210> 996 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 996 

cctggtgatg ggaagggtct tgtgttttaa tgccaataaa tgtgccagct 



<210> 997 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 997 

aaaatattga gccaggccct ggggaagtgg gaagtgagag ccagagcggc 
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<210> 998 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 998 

agcacacaag gaatcccaga aaatgttggc tgaaggaata aatggatgga 50 

<210> 999 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 999 

cactgcctac cgccattcat gattaaacca tccagaaata ccatccctgt 50 

<210> 1000 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1000 

aaatgagatg gcctctgcgg acacatgaaa gggtacttca gcttaccaaa 50 



<210> 1001 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1001 

tggactagga gagacttgat tttggtgcta aagttcccca gttcatatgt 50 



<210> 1002 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1002 

ctcacagcca gcacgacccc cagaaagagg cgtcccacaa taaacacgtc 50 



<210> 1003 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1003 

acagaacatt gagatgtgcc tagttccgta tttacagttt ggtctggctg 50 



<210> 1004 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1004r 
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tgaatttcag atgggtgatt taagtgagtc acaagtcaca aaactttgct 



<210> 1005 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1005 

tgtacttaag tgctgatgac tgttagccag tttacaactt tttaccatcg 



<210> 1006 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1006 

ttctgaacat tttagtcaag ctacaacagg tttggaaaac ctctgtgggg 



<210> 1007 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1007 

tgtcaagggc attaaaagcc tcctgaagca taatcttatc aaagggatac 



<210> 1008 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1008 

tcagtccatc tcaagacctg tgcctgtcag atttcacaat tatggagatt 



<210> 1009 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1009 

ggtaggagtg aaatctctct ctcaaactct aggaaagccc gagtcatact 



<210> 1010 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1010 

acagcaggtg tcatgggtca agcataaatc atatatagca ttttcaggca 



<210> 1011 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1011 

acagcaggtg tcatgggtca agcataaatc atatatagca ttttcaggca 



<210> 1012 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1012 

tgtgggtccc tatgagtgta gagcccatat ccccatagag tctacctaga 

<210> 1013 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1013 

tgttttcatt tcagaacatt gtgctgtctg tcagcatatg tatatcagct 



<210> 1014 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1014 

tggctactgc aaaaccagtt ttgacaggtc agattttcat atgtataggt 



<210> 1015 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1015 

agaggttctg aaaggtctgt gtcttgtcaa aacaagtaaa cggtggaact 

<210> 1016 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1016 

atgcgtcctg gttttcaatc gctgctgaac aaacctatca aaaatgtagc 



<210> 1017 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1017 

agtatgatcc ctcaaaacct cactaactgg aaggatgatt ttgtctcagt 

<210> 1018 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1018 

gagggttcct cactgaggtt gagaggtgtg ttggatagga ctgatcccac 



<210> 1019 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1019 

aagtgtggtt cctgaaggct gtctttgtaa ctttttgtag ttctttgtgt 



<210> 1020 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1020 

aatcctttaa ctctgcggat agcatttggt aggtagtgat taactgtgaa 



<210> 1021 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1021 

ctggaaaggg ggctaagatc agggccttca ttctggatca ggcgaaattt 



<210> 1022 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1022 

gttcctcttc gggaagcttt tgataaggaa ttctcagacc gatagggtgt 



<210> 1023 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1023 

agttttgtac ttttcacata gcttgttgcc ccgtaaaagg gttaacagca 



<210> 1024 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1024 

ttggatctgg ttctgaggag gacacacctg gcatcggatg acctttataa 
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<210> 1025 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1025 

tagacatgct tgtgtccaca cagcacacca atgtgatact tccactgacc 50 



<210> 1026 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1026 

atgggatgcg gtgggttgcc caataaacgg ctgtggagtg gaaattcctc 50 



<210> 1027 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1027 

tttgtacgta gctgttacat gtagggcaat ctgtctttaa gtagggataa 50 



<210> 1028 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1028 

ggaatttcct atcttgcagc atcctgtaaa taaacattca agtccaccct 50 



<210> 1029 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1029 

gagatgagtt ttgttatttt ggggttttca agcattggaa ccaaaggcca 50 



<210> 1030 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1030 

tcacttagac ccctgtaaca ggttaaatct tcatggtgtt ctgtttccta 50 



<210> 1031 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1031 

gctctccaga ctgttacagt gcatgagtga taataaaaat gagtcagtca 50 
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<210> 1032 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 1032 

ggaggtaaac attggagatg tttgtgaaaa tattactctt gctgtgaggt 



<210> 1033 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1033 

ggcccctttc tttcttctga ggattgcaga ggatatagtt atcaatctct 



<210> 1034 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1034 

tcaacagcac ttaaactgaa gtttgggttg ctcatacaat aaacagattg 



<210> 1035 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1035 

gggccatttt atgatgcatt gcacaccctc tggggaaatt gatctttaaa 



<210> 1036 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1036 

ttttccacag gggacctacc cctattgcgg tcctccagct catctttcac 



<210> 1037 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1037 

gggtgagaac acttgcaaca gtttattaat gaggtgactt tcaccttagg 



<210> 1038 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1038 

aatgtaccat caataaaatt ggctgcttgg gcagttttag ttaccacctt 

<210> 1039 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1039 

ttttcagagg cttcctaatt aatcttgccc tcctccattt cagtccattt 



<210> 1040 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1040 

agctccaacc ttacgatgga gaattaaact tgcttgtatt tccactttgt 



<210> 1041 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1041 

agcttcctct tcctcaggac agcttctact ttagatgatc caataatgat 



<210> 1042 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1042 

cactgacttc tattccatga gctttttcaa ggcgcttatt ttatggcagc 



<210> 1043 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1043 

tgtttcgtaa attaaatagg tctggcccag aagacccact caattgcctt 



<210> 1044 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1044 

ggaagaccca aggaaatccg gaatttcgca ccagaggacc caccacgtcc 



<210> 1045 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1045 

tcttgttact tccaaggaga accaagaatg gctctgtcac actcgaagcc 



<210> 1046 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1046 

tctttctcta aagcttgttt gatgaaactg gttggtcctt tcagtgaaca 



<210> 1047 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1047 

gctgtgtgac ttagtagata aaatactgcc ttctgccttt gggaccatga 



<210> 1048 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1048 

tctgfcaattg gacagctctc tcgaagagat cttacagact gtatcagtct 



<210> 1049 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1049 

ggtcgtggac gtggtcagcc acctcagtaa aattggagag gattcttttg 



<210> 1050 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1050 

aaagtgaaac caagagtaca agagacaggt gaaattaaag agccccttga 



<210> 1051 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1051 

gtccaggatg cagagctaaa ggccctcctc cagagttcta caagtcgaaa 

<210> 1052 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1052 

ccaacttgag atgtatgaag gcttttggtc tccctgggag tgggtggagg 5 0 



<210> 1053 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1053 

ttcctcatcc catttacagt ttttctaact ccagggtagt gtttagtgtt 50 



<210> 1054 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1054 

catgccaaag actcaactgc tttcaaagat aatgtgggtg ctagatgcag 50 

<210> 1055 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1055 

tccccttctc ccctgcactg taaaatgtgg gattatgggt cacaggaaaa 50 

<210> 1056 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1056 

accatgcata gagtcaatca aatccttgtg atgttttgta tggactttga 50 

<210> 1057 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1057 

tgtgctgcct caagactgct ggagtcagga cattttatag agccttttcc 5 0 

<210> 1058 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1058 

gtgcagtctc ttagcagact tcaggcccaa actgtattct tcactcaggc 50 
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<210> 1059 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1059 

gttagtgaaa gctgtttact gtaacgggga aaaccagatt ctttgcatct 



<210> 1060 

<211> -50 

<212> DNA 

<213> Homo sapiens 

<400> 1060 

gcttctgtaa atgccatccc aatgtggttt ggttttgttg aacagaaacc 



<210> 1061 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1061 

ttgcctcgat aagtttccaa gtcactgaaa tctgctgaag gttttactgt 



<210> 1062 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1062 

acttctgaac tgaggaattt gctgttgaca gccaaagtat agtgtacaag 



<210> 1063 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1063 

agagccatct ggtgtgaaga actctatatt tgtatgttga gagggcatgg 



<210> 1064 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1064 

agaacaagtt tgccttgatt ttgtttaaaa tgacttctgc taagcaccca 



<210> 1065 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1065 
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cctgccaaag caagaagaag gcttggtccc cagaaacaaa cagtagtcat 50 



<210> 1066 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1066 

ggagtctcag gccaaggatg tcattgaaga gtatttcaaa tgcaagaaat 50 

<210> 1067 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1067 

ggagtctcag gccaaggatg tcattgaaga gtatttcaaa tgcaagaaat 50 

<210> 1068 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1068 

tttcatctga atccagaggt gcatcaaatt aaatgacagc tccacttggc 50 

<210> 1069 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1069 

ttgacacgtt ccacttcctt tgcaattatt gtatttagtt gtgcactagt 50 

<210> 1070 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1070 

ccaaatcaac tgtgtgaact gtttctgcac . tgcttgctaa tggtttcatc 50 

<210> 1071 

<2li> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1071 

attgagacgg gaaaaactcg ctgtaaaata atgccaacct agataatgct 5 0 

<210> 1072 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1072 

tgttcttgca ttgcatttaa tgatcccttt tctccccacc tccacacact 50 



<210> 1073 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1073 

tgcagattcc tagtagcatg ccttacctac agcactatgt gcatttgctg 50 



<210> 1074 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1074 

gcaagaccgt ttgtccactt cattttgtat aatcacagtt gtgttcctga 50 



<210> 1075 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1075 

aatttaactt ttgggtgcca ggaaatgggt tttctcaaag tccattgccg 50 



<210> 1076 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1076 

tcgtggaagg gagagccatc agcagaaaga gaccctgaga tcttcgcctg 50 



<210> 1077 • 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1077 

aaacacacca gggagacacc ataaaacaga ccaagactaa cttaaaaaca 50 



<210> 1078 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1078 

aaccacaatc aaacatataa ataagcctgg aaaaccaact acaaccagca 50 



<210> 1079 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1079 

tttcctgatt atttgatgct agctggaatt caagaaatgg cattgacctt 50 



<210> 1080 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1080 

tcaccccaag tagcatgact gatctgcaat ttaaaattcc tgtgatctgt 50 

<210> 1081 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1081 

tgagaagtgc ggaataggtt gcttctacca cctgttctta atgtaacagt 50 

<210> 1082 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1082 

tcgaatgagt ggtcaggtag tcttaaagag cctcatgtta aatagacaca 50 

<210> 1083 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1083 

tgaagtgcaa ataaaagcac tgctactata agacattctg gaatggttgt 50 

<210> 1084 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4O0> 1084 

gcagtcccca gatccagaac atgggaagtt agggaaaatg tgtgattttg 50 

<210> 1085 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1085 

aggtatgaca ggaactgtct tcatgtcctt acccaagcaa gtcatccatg 5 0 
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<210> 1086 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1086 

aattttgaat ttctccttgc cacgttaata aagccaaaag cagcgggtgc 



<210> 1087 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1087 

tgactctgtg ctggcaaaaa tgcttgaaac ctctatattt ctttcgttca 



<210> 1088 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1088 

gctctcccac agaaaccttt gtccttgcaa ctttatcctt tgtcccgatt 



<210> 1089 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1089 

ttgccttagc cagtgtacct cctacctcag tctatgtgag aggaagagaa 



<210> 1090 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1090 

actgtattgg gattgtaaag aacatctctg cactcagaca gtttacagaa 



<210> 1091 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1091 

gtgtgtgtgc atgtgtgtgt tagcagaggt attttactca gaaaataggt 



<210> 1092 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1092 

gccagtcaaa aagtaaaatg aagagaggca cgccaaccac tccaaaattt 
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<210> 1093 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1093 

cactttgtgg tcgaaaggct cagcctctct acatgaagtc tgtggacatg 



<210> 1094 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1094 

aggctttctt gtctcagcaa ctttcccatc ttgtctctct tggatgatgt 



<210> 1095 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1095 

tttttctttt tgaagcatgg aaaacaaatc ttttatgcca ctccagccat 



<210> 1096 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1096 

ccatgatata aggaagggcc gtgcctcatg gaaaagcaac aggtggcctc 



<210> 1097 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1097 

taaaggcgag caccgtcagg agcgcagaga tcggccctac tagatgcaga 



<210> 1098 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1098 

tgagcctgac acctgtgttt cagcatttgg agacatcccc atgttattct 



<210> 1099 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1099 

ctgagccaca tccaagcctg gtttgctgca ctctattgcc aaagactgac 



<210> 1100 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1100 

acttgcctca ttctcatcat ccaaactgaa catttgtatc ccaagcagaa 



<210> 1101 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1101 

gtatgaagaa ggaagcccag cagagcagga ggcagcagca acaatgagag 



<210> 1102 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1102 

ctgtgtgtgt ccatgtctgc aagcagttct tcaataaatg gcctgcctcc 



<210> 1103 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1103 

tcaaagcaga gcacagagtt atttggtgfct tgctgaagac agcctttgtg 



<210> 1104 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1104 

acttccatct cagctaatgc acccaccagc tcaaacacac caataaagct 



<210> 1105 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1105 

tgcaatccac aatctgacat tctcaggaag cccccaagtt gatatttcta 



<210> 1106 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1106 

cagaaaccaa tactgctgtg cactgagaat aaaaactcafc gcccccttgt 

<210> 1107 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1107 

caccagtgag gattactgat gtggacagtt gatggggttt gtttctgtat 



<210> 1108 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1108 

aaagtaaggc atggttgtgg ttaatctggt ttatttttgt tccacaagtt 



<210> 1109 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1109 

taaggggtag acaagatacc gaataatctc cacaagttta tttgtggtct 

<210> 1110 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1110 

acatcaacag tggtgctgtg gaatgcccag ccagttaagc acaaaggaaa 



<210> 1111 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1111 

acaaacaatg caaccaacta tccaagtgtt ataccaacta aaacccccaa 

<210> 1112 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1112 

ttcacctaca aaatttcacc tgcaaacctt aaacctgcaa aattttcctt 

<210> 1113 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1113 

gggtacttct ccataaggca tctcagtcaa atccccatca ctgtcataaa 



<210> 1114 

<211> 50. 

<212> DNA 

<213> Komo sapiens 

<400> 1114 

cttgctgttt tccctgtcca catccatgct gtacagacac caccattgaa 



<210> 1115 

<211> 50^ 

<212> DNA 

<213> Homo sapiens 

<400> 1115 

aagtcaattc ctggaatttg aaagagcaaa taaagacctg agaaccttcc 



<210> 1116 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1116 

aagctactgt gtgtgtgaat gaacactctt gctttattcc agaatgctgt 



<210> 1117 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1117 

tgtcatgctc ccagaatttc agcttcagct taactgacag atgttaaagc 



<210> 1118 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1118 

aggtggtact caagccatgc tgcctcctta catccttttt ggaacagagc 



<210> 1119 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1119 

tgcatcgtaa aaccttcaga aggaaaggag aatgttttgt ggaccacttt 
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<210> 1120 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1120 

tgtggttagg aagcaatttc ccaatgtacc tataagaaat gtgcatcaag 50 



<210> 1121 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1121 

gcctgcgttg ccacttgtct taactctgaa tatttcattt caaaggtgct 50 



<210> 1122 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1122 

agctaatatt gctgcaatgg ctggcaggaa acaggtgatc aagagtgtca ■ 50 



<210> 1123 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1123 

tcgaccccag aggtgaatgt attgttatta ttgttttgtt gttgttgtga 50 



<210> 1124 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1124 

tccttggcag ctgtattctg gagtctggat gttgctctct aaagaccttt 50 



<210> 1125 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1125 

tttgccatgt ccagtacaga ataatttgta cttagtattt gcagcagggt 50 



<210> 1126 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1126 
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tagagaacct atagcatctt ctcattccca tgtggaacag gatgcccaca 



<210> 1127 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1127 

aactcatgtg caggtttgat aaacaccaga acagaagaca gtgatgctgt 



<210> 1128 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1128 

tggccctgac agtattcatt atttcagata attccctgtg ataggacaac 5 0 



<210> 1129 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1129 

acctggagag agaaggtatt gaaacatctc ctttatgtgt gactttccca 50 



<210> 1130 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1130 

agaaataccc actaacaaag aacaagcatt agttttggct gtcatcaact 



<210> 1131 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1131 

atgggcaaat tcttaggtaa gacaaaaaca cagccccaag ggcaggtagt 



<210> 1132 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1132 

gctgatgcca ctacccgatt tgtttatttg caatttgagc catttaaaga 



<210> 1133 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1133 

cctgttccct tcagccaacc cgtttctgca gtaaaattaa gcctgtcaaa 



50 



<210> 
<211> 
<212> 
<213> 



1134 
50 

DNA ' 

Homo sapiens 



<400> 1134 

tggcttaaac cagtgttcag tctggtgcca aacttcgaat ggaatacaaa 



50 



<210> 1135 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1135 

tgtgagttgt gaccatgtaa catgagaggt tttgctaggg cctattattt 50 



<210> 1136 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1136 

agctgagtaa ttctaatctc ttctgtgttt tccttgcctt aaccacaaat 50 



<210> 1137 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1137 

aatttgctag aatccagtaa atcattttgg tagctctggc tgtgctatca 50 



<210> 1138 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1138 . 

tggctcgaag tttctctagt gttttctgtg gaaggaataa aaatttgagt 50 



<210> 1139 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1139 

actcttggga gtgctgcagt ctttaatcat gctgtttaaa ctgttgtggc 5 0 



<210> 1140 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1140 

tttacatgat tggaccctca gattctgtta accaaaattg cagaatgggg 



<210> 1141 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1141 

tgaaatcaaa gcacggtgca gaacttgtac caagtacaaa aggtccatgt 



<210> 1142 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1142 

ccttactctg tccttgatgg aggggagaag ggagggcaaa gaagttaaat 



<210> 1143 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1143 

caccgccatg caactccatg cctatttact ggaaacctgt tatgccaaac 



<210> 1144 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1144 

caagagaatg aaggaggcta aggagaagcg ccaggaacaa attgcgaaga 



<210> 1145 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1145 

agtctcgggt atgctgttgt gaaattgaaa ctgtaaaagt agatggttga 



<210> 1146 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1146 

actaaactac ccgaaggact taggtgcttt gtgtacttaa ccccaggacc 
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<210> 1147 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1147 

gccaccactg tctgtttgag actccttcat gagcaaagat tgatgtatgg 



<210> 1148 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1148 

atgaatttga agacatggtg gctgaaaagc ggctcatccc agatggttgt 



<210> 1149 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1149 

agcttcagtc tctactggat tagccctact ctttcctttc ccctccatta 



<210> 1150 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1150 

agatgtggtt atcacaagtc tcgaggggga aactactgca taaaataact 



<210> 1151 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1151 

tcagtaaaaa tgcctgttgt gagatgaacc tcctgtaact tctatctgtt 



<210> 1152 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1152 

agttaactgc ggagccaaga gttggactat aattaaatta ccttccttgt 



<210> 1153 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1153 

ccggtttggg ttgttaatgg ttgaaaactt agaggaacat agtgaggcct 
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<210> 1154 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1154 

ccggtttggg ttgttaatgg ttgaaaactt agaggaacat agtgaggcct 



<210> 1155 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1155 

ccagtgattt gattaactca gggcaaggct gaatatcaga gtgtatcgca 



<210> 1156 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1156 

ttttgaccca gatgatggtt cctttacaga acaataaaat ggctgaacat 



<210> 1157 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1157 

actggacatc gccctacgca acctcctcgc catgactgat aagttccttt 



<210> 1158 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<!400> 1158 

actgctggta gcatttatct gacttggaaa gttggagaag aggcattcct 



<210> 1159 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1159 

cttccgaaga gaagaggctg gggctgtaac tggaaagggg aagcgcacag 



<210> 1160 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1160 

cctgaccttg agctctagtc tcccctttaa atcttacctt ggcagtaaca 50 



<210> 1161 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1161 

ttggtcccac agtttttatg tgtcctactt gaaattatgt ttgctcccgt 50 



<210> 1162 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1162 

tggaggattt ttgttaagtc aagtgtcaat cgaagttaaa aagcaagggt 50 

<210> 1163 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1163 

atggctcttt tcctattaga gcaacttgtg tttccctgat aatgtgtaca 50 

<210> 1164 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1164 

gtcgtgactg acttggtgtg ttgctattgt gtttctatat actccgtcca 50 

<210> 1165 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1165 

tttagtccag tggtttccac agctggctaa gccaggagtc acttggaggc 50 

<210> 1166 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1166 

tggaagacag taaagaacag ccctctgtag tcagtaaagt tfccaccttct ,50 

<210> 1167 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 1167 

tgggtggagt attatgttta actggagttg tcaagtatga gtccctcagg 



<210> 1168 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1168 

aaagtagtaa atcgggctgt cttaatagtg cgcctgttac taatggaatt 



<210> 1169 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1169 

atgtcaagct ttgggtctct ggagtataac tttttgtaac attagccatt 



<210> 1170 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1170 

atctaggaca cctccatcaa acctcctctt gcactttccc tctggcttcc 



<210> 1171 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1171 

tgtgatggga acagtgtctt agggagatgc agcttggact tgaggtaaat 



<210> 1172 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1172 

agaatgggag gccaaccttc tatcagagtt aaacttttga caagggaaca 



<210> 1173 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1173 

aaaaatgtga aactgccctg cctccccttt ttgctgacaa cactgtgtac 



<210> 1174 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1174 

ggccccatta caaaactcct taggaacctc gccctctctc tgctgtaagg 50 



<210> 1175 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1175 

gctgctgtct agatttatgt gtgctctgac aagaaatgtt ttgtgtaaca 50 



<210> 1176 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1176 

ccaggctgcg gtgagaatgc caagaaggca ctacctccca cccacatcac 50 



<210> 1177 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1177 

ccagttgtct tgaacagcct gactccfcgcc agccctatgg aagttccttt 5 0 



<210> 1178 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1178 

ccagttgtct tgaacagcct gactcctgcc agccctatgg aagttccttt 50 



<210> 1179 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1179 

tctttaagaa gaccaccaca tagaataccc cttcctatca gctcgctctg 50 



<210> 1180 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1180 

tttgactttc aggatgtcat actacttctg tacctagcat tttcagtcct 50 
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<210> 1181 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1181 

tgcttagatt tgttcctgtt gtcaaaactg ttacccccaa aattggtgtg 



<210> 1182 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1182 

aacaaggtac atgcattatg tgtcacatta ctgggcaaac tgttcaagta 



<210> 1183 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1183 

agcacaagca gtgtctgtca ctttccatgc ataaagttta gtgagatgtt 



<210> 1184 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1184 

agtgactaaa tactgggaac ctattttctc aatcttcctc catgttgtgt 



<210> 1185 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4C)0> 1185 

cttcaggact gtatgagccg agcagttaca agacacaaag aagttaaaaa 



<210> 1186 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1186 

agggccagat ttcatgttga ccctggggat gctgtgaatt tctcctgcag 



<210> 1187 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1187 
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aaatgcaggt ttattatcca gcactgagag agttaacaag gactggaaaa 50 



<210> 1188 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1188 

aaatgcaggt ttattatcca gcactgagag agttaacaag gactggaaaa 50 



<210> 1189 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1189 

ccctccttaa tcaacttcaa ggagcacctt cattagtaca gcttgcatat 5 0 



<210> 1190 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1190 

aaaccagtga ctcctaatct ttttcaagtt aagacacctt accattgctt 50 



<210> 1191 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1191 

aagggaacac aaaactgtgg tcctgacaat actaattcta cccgttttca 50 



<210> 1192 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1192 

tttttgtacg atcagcctta ctgctaataa aagcacttcc acagggaaaa 50 



<210> 1193 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1193 

aaattctaca aaggagaggt tgggcgttac aaaggcattg tgaatctaat 50 



<210> 1194 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1194 

aaattctaca aaggagaggt tgggcgttac aaaggcattg tgaatctaat 50 



<210> 1195 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1195 

ttcaccgagg acatgaaact ccaccttgcg gggataaaga gagaaaaaca 50 



<210> 1196 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1196 

tgtgctcttc agtagaggat tttctgtgat cctacaatga agggaaagct 50 



<210> 1197 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1197 

tttgtgtaaa accacctttt gaagcagcaa ctatcaagtc tgaaaagcaa 50 



<210> 1198 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1198 

agtgggtgaa tcacagtaat ttccctgtaa aatgtggtac ctgaagtcat 



<210> 1199 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1199 

taggctcata gccttgtatt tcgttttaga ttgtaagctc aatggcaggg 



<210> 1200 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1200 

gctcaagcaa atgtttggta atgcagacat gaatacattt cccaccttca 5 0 



<210> 1201 
<211> 50 



50 



50 
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<212> DNA 

<213> Homo sapiens 

<400> 1201 

aagtcatcat ttgccttgaa agtttcctct gcattgggtt tgaagtagtt 



<210> 1202 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1202 

gagcaggggt gggagtggct gtaacttcac aatcctaata cagtaaatgt 



<210> 1203 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1203 

ttcttaagga gtcttaactc ggtacttggg ttaacgccag aaattacttt 



<210> 1204 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1204 

ttggtgagtt gccaaagaag caatacagca tatctgcttt tgccttctgt 



<210> 1205 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1205 

aggccttgtt tttcagcttc atctgcagtt ctatgtgaag attgataaat 



<210> 1206 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1206 

tgcaacttag aaaccagcta cagtatggcc cacttaataa aacacctgaa 

<210> 1207 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1207 

agtttattgt tagccaggtt gcttgaaagg ttgagagtgg agtggtttgg 



179/1425 
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<210> 1208 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1208 

gcataactgc tctagcttct tgtttaccat agtactgtgg cttcagattt 



<210> 1209 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1209 

tgtatctttt cctgttaaac acacagaccc ctccccaatc tggacattga 



<210> 1210 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1210 

gccttgccag cctgtgtgct tgtgggaaca ccttgtacct gagcttacag 



<210> 1211 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1211 

gcatgaatgg gcaatatttt catctgttta cttgtagtgc catagaggcc 



<210> 1212 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1212 

ggccttctat gtgcttagcc ataacaattc cattaagcaa gaaggtaagc 



<210> 1213 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1213 

aattgaacaa taaccattgg tgactggagc aggtaattat agcctgcaga 



<210> 1214 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1214 

aggggtccca agagcctgtc ctcttttgtt caaaatacat cttgaaacgt 
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<210> 1215 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 1215 

cctgctggga ctccctgact tactttggtt ggttcctagt gctacttgtt 



<210> 1216 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1216 

ggaaagctcg tcagtttagt aggctccgaa atagaatagc agttgtcact 



<210> 1217 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1217 

agaaggtaac tttatagaag taacaccaat atcctagtct gcttgccccg 



<210> 1218 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 1218 

gctgctccct ggttccactc tggagagtaa tctgggacat cttagtgttt 



<210> 1219 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 1219 

ctctcctctt cccacctctg tatcccacac aggcatctgg tgatgttctc 



<210> 1220 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1220 

acacctgttc tttgtaattg ggttgtggtg cattttgcac tacctggagt 



<210> 1221 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1221 

agcctaggtg aaaatctatt tataaatgga ccacaactct ggggtgtcgt 



<210> 1222 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1222 

catgaagctc tcaagtcctg catcctgagg atccagatgg atgacaagga 



<210> 1223 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1223 

ggtggtgttt cctagacctt ccctgatgcg attttacctt tgttgaattt 



<210> 1224 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1224 

acgatgctgt ttgctctgga atgttcatct tttagacagg ttttggctca 



<210> 1225 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1225 

tccgagggat gagattaagg cagaggcaaa agtttcacac aaagtttctg 



<210> 1226 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1226 

gccacaactc ccatagatgc caatgttttg atagcctcag tttctcaacg 



<210> 1227 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1227 

tgacccaccc accaaggaag aaagcagaat aaacattttt gcactgcctg 



<210> 1228 
<211> 50 
<212> DNA ' 



182/1425 
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<213> Homo sapiens 
<400> 1228 

catgctctcc catgacatct ccatgctggt ttctccatag cataaatgaa 50 



<210> 1229 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1229 

ggtgccgtgc atcaccaaat gaaagtttgt atttaacgag gaggtgcttt 50 



<210> 1230 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1230 

aaatcctctc tgctgttcac attatccttt gtttaacgta tgaaccaggt 50 



<210> 1231 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1231 

gtgtagaatt cccggagcgt ccgtggttca gagtaaactt gaagcagatc 50 



<210> 1232 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1232 

tgggtaggtt aagctgccat acgtgttcag tgtgaatagt gtttaagttg 50 



<210> 1233 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1233 

tgatgcaaga gtggacgtaa tgctagttgg cagtatttta ttgtaagaaa . 50 



<210> 1234 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1234 

tcagtaaaaa tgcctgttgt gagatgaacc tcctgtaact tctatctgtt 50 



<210> 1235 



183/1425 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1235 

gggccatttt atgatgcatt gcacaccctc tggggaaatt gatctttaaa 



<210> 1236 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1236 

aaaatgctgc tggcttttct gaagacaggt gcttgaactt gtcagtttgt 



<210> 1237 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1237 

ccgcccaaaa gtctgttctg atggcactga gttttcattg ttctggatgt 



<210> 1238 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1238 

tggttgtgct aaattcatag caggtgcctt attctttgct tttagtcaaa 



<210> 1239 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1239 

tttgccaggg taatcttcag ttggccctga ttcaattaaa tggccttaat 



<210> 1240 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1240 

acactcctta agttccaaat gttttccgct aatagtctgt cctaaagcct 



<210> 1241 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1241 

aggactcttg aacatctgag cagttttgtg ctttgagcca ctttttgaca 



184/1425 
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<210> 1242 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1242 

cgcctatatg aacctggaca tatggactac cacagcgaat aggaatgcaa 50 

<210> 1243 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1243 

cgcctatatg aacctggaca tatggactac cacagcgaat aggaatgcaa 50 

<210> 1244 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1244 

tttcctattt tgctccagac tatgttttca gcataccttg ggtctgaaca 50 

<210> 1245 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1245 

ttgtgctttc tgtatttaaa actttggctg tactaagcaa atgcaaggtt 50 



<210> 1246 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1246 

ggtcatcata gttgaggtat gtgtctgcta tttgcaaaga agttggtcgt . 50 

<210> 1247 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1247 

ttcaggaccc tagaggagag ctttatacaa ttaccgatgt gaatttctct 50 

<210> 1248 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1248 



185/1425 



WO 02/057414 PCT/US01/47856 
tgttttgctt aatgtggaca atttacacac ccaacacata ctgtttccaa 50 



<210> 1249 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1249 

gagatcaacg ggatgaggtg ttacagctgc ctccctcttc atgcaatctg 



<210> 1250 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1250 

aggtagggtt taatccccag taaaattgcc atattgcaca tgtcttaatg 



<210> 1251 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1251 

agggggtgat ttttgctctt gtcctgagaa ataacagtgc tgttttaaaa 50 



<210> 1252 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1252 

acttgagtgg ggttttcctt ttcccccaat tctaagagaa tataatgtgt 



<210> 1253 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1253 

gcgtctgttg ttagcaaaga atagattcac acagtctaag gtttccttcc 



<210> 1254 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1254 

ccctcttagc ctatccatct taagccccaa gctgagtgtg gttctggtaa 



<210> 1255 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1255 

taaggagaat tagactccca agtagacacc agagtcactg tttggttggt 



<210> 1256 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1256 

acgtgttttt gggatatgtt tccaatcttt aaatgacctt gccctgtcca 



<210> 1257 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1257 

aaccatttgt taactgtact gaaggtgtgt cctcaagaag aaagtgttca 



<210> 1258 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1258 

aaacaaactg tgtaactgcc caaagcagca cttataaatc agcctaacat 



<210> 1259 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1259 

aaactgatca cactgactgg atctgtccac gacatggaaa ataaactgga 



<210> 1260 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1260 

ttgcattgat gaattttgta tctgcttcca ttaaaagcat aacagccaca 



<210> 1261 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1261 

atctctcctt cagtctgctc tgtttaattc tgctgtctgc tcttctctaa 



<210> 1262 
<211> 50 



187/1425 
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<212> DNA 

<213> Homo sapiens 

<400> 1262 

ttgaagtttt aagggacgtc agtgtttatg ccatttttcc agttccaaaa 



<210> 1263 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1263 

ggtcggctct tatagagtgg ccatagtgtt ctgtcaaaac acttgcttcc 



<210> 1264 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1264 

ttctccttca cagctaagat gccatgtgca ggtggattcc atgccgcaga 



<210> 1265 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1265 

catgattcca aggatcagcc tggatgccta gaggactaga tcaccttagt 



<210> 1266 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1266 

agtgaagatc tggctgaacc agttccacaa ggttactgta tacatagcct 



<210> 1267 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1267 

aggccatcat tctatacctc atttaagcca ttgttatcaa gggtttaccc 



<210> 1268 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1268 

agagtacatg gaaagttagg tgttcaaatt cacatctaat ttccctggga 



188/1425 



WO 02/057414 PCT7US01 747856 



<210> 1269 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1269 

gttttcagtt ttccccttta cagtcttctc ccctcacctc caggaccctc 50 



<210> 1270 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1270 

atccttcaga atgtgttggt ttaccagtga caccccatat tcatcacaaa 50 



<210> 1271 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1271 

gtctggcctt ggcttgctcg gataaaactt tgtatgtatt tfcgtatggca 50 



<210> 1272 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1272 

tgctgagcat ggggaatgtg gctgctgcag agacgttatg aaacacttct 50 



<210> 1273 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1273 

tctccatcct tgtgaatgtc ctcgtctgtt tcaaatacag tgcagtcagt 50 



<210> 1274 

<211> 51 

<212> DNA 

<213> Homo sapiens 

<400> 1274 

tggttcttct gatgagcaag ggaacaacac tgagaatgag gaggaaggag t 51 



<210> 1275 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1275 

tgaagttaag gattacttgg ctgccatagc ataacaatga agtgactgaa 50 

189/1425 
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<210> 1276 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1276 

ggctttcttg ttttggtgtc ttggagtgct gggtaaggtt cagtggatat 



<210> 1277 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1277 

ctatctacac catcatgcgc tggttccgga gacacaaggt gcgggctcac 



<210> 1278 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1278 

gaagcggctg gcaactgaag gctggaacac ttgctactgg ataatcgtag 



<210> 1279 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1279 

aagcaagaga ttgtaaaccg ggtacagaat ccaagagatg agagaggacc 



<210> 1280 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1280 

agacgaatgc ttgtcagttg tagctttcca ggattctgct ccaatgagga 



<210> 1281 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1281 

caaactgatt gcggggcagg gacttgagta tggggagagg ctgcaaaaga 

<210> 1282 

<211> 50 

<212> DNA 

<213> Homo sapiens 



190/1425 
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<400> 1282 

gaacatcagg agaggagtcc agagcccacg tctactgcgg aaaagtcagg 



<210> 1283 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1283 

agttggagag ttactcgaac ctcaggtgac agttgtaagg cagacatagt 



<210> 1284 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1284 

ctcctccagg cctctcggat gcctctgttg ggacagctaa gttcctcttc 



<210> 1285 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1285 

tcctccatat atccaaacaa caaagcataa tatttcgccc actaagccaa 



<210> 1286 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1286 

tgctgttgca aaagaagaag acatctctgc ctgagtttta attttgtcca 



<210> 1287 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1287 

tttctgctgg agtcccctgt gtcctcagcc atcccaagaa gggtttgctg 

<210> 1288 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1288 

ctggttggat ctgcatctca cgcccactgc acaccgttcc tctccatctg 



<210> 1289 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1289 

acctcgactc cctggtgctc tttgcagagt tgggcagtga aattaccttt 50 



<210> 1290 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1290 

atacacagca cgacgtatcc ttgtaccgac ttctcccggt tcttgtttga 5 0 



<210> 1291 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1291 

gtacttagga agacacagct agatggacaa cagcattggg aggcttagcc 50 



<210> 1292 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1292 

catctctggt tgtgtctgtg ccgactcggt gtfcgaatcaa atcaggtgtg 50 



<210> 1293 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1293 

caacaatagg aggtggaatg ctgcaagggg ctgcaaatga gggcaatgca 50 



<210> 1294 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1294 

atatttcact ttacatccaa acatcacttt ggcttcgaag ccgccgcctg 50 



<210> 1295 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1295 

tggcaaattc tgcgagtgtg ataatttcaa ctgtgataga tccaatggct 50 



<210> 1296 



192/1425 



WO 02/057414 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1296 

tctcacatgt ccatttgaac cacccaaacc aaaaacaaag cataagctgg 50 



<210> 1297 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1297 

tccaggatgt ctacaaaatt ggtggtattg gtactgttcc tgttggccga 50 



<210> 1298 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1298 

tggacatagc agcacatact acttcagagt tcatgatgta gatgtctggt 50 



<210> 1299 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1299 

aacagaagac gaggacacag agcgagaata agcacaactc agacaacaca 50 



<210> 1300 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1300 

tgaccactta tgcactttct gaatttgctt tccatgctca gagttctgct 50 



<210> 1301 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1301 

ctttgacccc accttgtgga aacccagctg tctactggca gacattggtg 50 



<210> 1302 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1302 

aaacaccagt ttgcaggaag aaaggaagag aatggaaatt gcttctggaa 50 



193/1425 
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<210> 1303 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1303 

ccctaccatg agccctacaa acaactaacc tgccactaat agttatgtca 

<210> 1304 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1304 

agtcgtatta gagccttggc gtaatcatgg tcatagctgt ttcctgtgtg 

<210> 1305 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1305 

ttgctgcctg atctgacata catgatccat cgggttttgt tacaaggaac 

<210> 1306 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1306 

catgttcata ggtaatcttt gtactctgtg tgcagcagta tttggtttgc 

<210> 1307 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1307 

aattcgccct atagtgagtc gattaccaat cactgcccgc gtttacaacg 

<210> 1308 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1308 

acaggtaact gaagatcaaa gtaaagcaac agaggaatgt acatctacct 

<210> 1309 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1309 



194/1425 



WO 02/057414 PCT/US01/47856 
aacagttggg caccctgaat ggcaaatggc aaatttggag cgctaataat 50 



<210> 1310 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1310 

gccaatcact ttattgactc ctagccgcag acctcctcat tctaacctga 50 



<210> 1311 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1311 

atgtgggagg ggcatggcag ctatgaagga cctcctacct ctggtttctg 50 



<210> 1312 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1312 

catgggacgg ggagaaaaag caaaccctgg cacttgggaa tacttatacc 50 



<210> 1313 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1313 

ttgtgccctt gactgggtat ttcttgaagc ccttggatct acctttggtc 50 



<210> 1314 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1314 

acataatacg gttgtgcgag cagagaatct acctttccac ttctaagcct 50 



<210> 1315 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1315 

ccagcctttg cctcttcctt caatgtggtt tccatgggaa tttgcttcag 50 

<210> 1316 

<211> 50 

<212> DNA 

<213> Homo sapiens 



195/1425 



WO 02/057414 



<400> 1316 

aaaacctcga gtcatggtga atgagtgtct cggagttgct cgtgtgtgta 



<210> 1317 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4O0> 1317 

gtgagcacgg acatgcggca tcatcgagtg agactggtgt tccaagattc 



<210> 1318 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1318 

caccacagtc tcagtgcagg gctgggaagt gaaagacgat tcaccagacc 



<210> 1319 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1319 

tttgtgggtg ggtgattagt cgttgctgat gagatatttt gagggtgggg 



<210> 1320 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1320 

accttgtaag tgcctaagaa atgagactac aagctccatt tcagcaggac 



<210> 1321 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1321 

gccgagatct gctcagacta catggcttcc actatagggt tctacagtgt 



<210> 1322 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1322 

aaatcagaat tcatttagct caccacatct cttgaatgtg attgacctac 



<210> 1323 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1323 

aggtgtttaa cagtgttatt ttgccactgg taatgtgtaa actgtgagtg 



<210> 1324 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1324 

tggagtttcc aggagaaaaa taatcacctt tgaaggtttt tagagcatgt 



<210> 1325 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1325 

ggtaacaaca tccgtctgaa agggtcggac ctcgtccaaa ggagataggc 



<210> 1326 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1326 

acattttgat ttcttctctc tgtggggtgg caagttgagg gagcattctt 



<210> 1327 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1327 

cgtaaaccaa tgtggtacac tagttggccc gaacttggta taaaccgcct 



<210> 1328 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1328 

tctttaagtc tgtcaaacca gaactctttg aagcactttg aacaatgccc 



<210> 1329 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1329 

agctggcgta atagcgaaga ggcccgcacc gatcgccttt ccaacaagtg 
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<210> 1330 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1330 

agatgcattt taaatgtcta taaatggtgt cataactaga gcacgggcgt 



<210> 1331 

<211> 50 

<212> DNA 

<213> .Homo sapiens 

<400> 1331 

attaaaacgc ttggaagaaa atcccctttt ggcaggtggg ggaaaaagca 



<210> 1332 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1332 

attcaaccaa tagcccttgc cgtaccgcct acccgtaaca ttactggagg 



<210> 1333 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1333 

cgcctatagc actcgaataa ttcttctcac cctaacaggt caacctcgct 



<210> 1334 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1334 

gttgtgcatg attccccacg tgtctctgtt tatccagata agaaaagata 



<210> 1335 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1335 

tcttttagga tttgtctttt agaatctcca gtcctcacag gaaaaccccc 



<210> 1336 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1336 

tgggtggagt attatgttta actggagttg tcaagtatga gtccctcagg 
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<210> 1337 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1337 

acctcattct gacacctgca tatagtgtgg gaaattgctc tgcatttgac 50 

<210> 1338 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1338 

gttctggagg acaggaaggg tgacccacag aggattatac caccggggtg 50 

<210> 1339 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1339 

gccgcagacc tcctcattct aacctgaatc gaaggacaac cagtaagcta 50 

<210> 1340 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4O0> 1340 

tgagtcgtat tacaattcac tggccgtcgt tttacaacgt cgtgactggg 50 

<210> 1341 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1341 

taagattatc aaccttgggg tcgttttgtt gttcgcggat tgagcacgga 50 



<210> 1342 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1342 

ctgggctgaa gcctattcct atggggctct ggaatgtttg tgactgaatg 50 

<210> 1343 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1343 

ttgtccattt ggaacagagt cactataaag aacgggctca actgggcacc 



<210> 1344 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1344 

gcagacatag gcgaagaaaa catggcattg agtgtgctga gtccagacaa 



<210> 1345 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1345 

cttttcccac cccctccccc tccatgtgaa gatttgggtg cttaacatat 



<210> 1346 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1346 

ggcactgcct ccttacctgt gaggaatgca aaataaagca tggattaagt 



<210> 1347 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1347 

aaaccacacc aggaactcct tgcatggcaa aagctgaaca gtacaaatcc 



<210> 1348 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1348 

acacagtcat ccccatgcag aaacctcaga aaacaccaat gtattacaca 



<210> 1349 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1349 

gtctgaacga gactcaattc ctctccgagg ctccccaaac aaattgtagc 



<210> 1350 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1350 

gtgcagtcca tcagatccaa gcctgtctct tgaggaacaa ccgcgcagac 

<210> 1351 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1351 

gacccaggct atggatgagg ctgactatta ctgtcaggcg tgggacagca 



<210> 1352 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1352 

tggtggcaaa tctgattttt ggaaacgagt attggaggac tataaaacaa 



<210> 1353 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1353 

acatttcttg ttggcactac agcaaccaca tacagtacag acaacctcca 



<210> 1354 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1354 

tgggataaag gtgtgtcggt ttagcacctc tggaagacct atctagagct 



<210> 1355 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1355 

cctggcacat gttgtctgga gtctggcaca ctggttatca atagcacatt 



<210> 1356 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1356 

gcatgttctc accgtgaagg agagtgatgc agggagatac tactgtgcag 

<210> 1357 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1357 

aaagtgggtg gaagacttcc tggtgcagga ggctcactcc gatttaaggt 50 



<210> 1358 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1358 

ctgtggtctg ttatatgaga gagatccttt aactagagca aagagggagt 50 



<210> 1359 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1359 

gcttgctgtt ccttagaatt ttgccttgta agttctagct caagttgggg 50 



<210> 1360 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1360 

tttctcagag ctggaggttg ctgggcacct aaatgatgtt tcatgatagc 50 



<210> 1361 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1361 

ctttttgtaa gttacaacat tccactggat ccttatattg cctgtagtgg 50 

<210> 1362 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1362 

ctcatctatg tcttctaaag cttttctgca ttcttccacc tgggattcaa 50 



<210> 1363 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1363 

ctgtctttgg aaggagacac aagaacctga taacattggt tgtcttcggg 50 
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<210> 1364 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1364 

aaacaagaac ccacttaaac acagcatcaa actctaccat gaaatgaaga 50 



<210> 1365 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1365 

ttcttcctgg tcatattcct cttttgattt tctaagaact tccctcagga 50 



<210> 1366 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1366 

acacaagata ctgccacttt ctctacacaa agacccaccc aaacaccagc 50 



<210> 1367 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1367 

ctttctcagg aagtggctct gccaggcagg actatgtggg aaagggtttt 50 



<210> 1368 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1368 

attacatgct aactcaaact tacaaaatca agctctctgt gatcctggtt 50 



<210> 1369 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1369 

gattaaaggc ttccatcgat tgggtagtgt ccttcaagtg ggtggcgaag 50 



<210> 1370 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1370 
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tgtattaaca ggcttattgc tatgcaggga aatagaaggg gcattacaaa 



<210> 1371 

<211> 50 

<212> DNA 

<213> Homo sapiens 

,<4G0> 1371 

tggtggatgg atggaaacac atacctccha attaacctgt tggtggaaac 



<210> 1372 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1372 

gccttggagt gtgacatttc tgcgagaatg cttaaatacc gatttcccgc 



<210> 1373 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1373 

agggagtcgt tttaccaatt cactggcccg tgttttacaa acgtctgact 



<210> 1374 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1374 

tggagagctt gggacaaggt cagaatgaaa acataccagt caatcctgct 



<210> 1375 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1375 

acctgtgctc tttggatacc taatgcgaca tttaagttgt atttgacagt 



<210> 1376 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1376 

aggctgggca caaaggagaa aggaggacat ggaaaatccg acaattcgaa 

<210> 1377 

<211> 51 

<212> DNA 

<213> Homo sapiens 
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<400> 1377 

atctcaaatc cttgagcact cagtctagtg aagatgttgt cattatgtac a 



<210> 1378 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1378 

gggtcatagg ttcatgggtt tgttgagaat tgtggctcct ggtttctggt 



<210> 1379 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1379 

gccttctttc tgctgactgg gggctttcat ttaaaaggag tctttttaat 



<210> 1380 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1380 

tgtaaacagt ggcaggagcg tggacttaaa acaaggcttg cttatttggt 



<210> 1381 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1381 

gccctttggg ttaagccttt acattcatga agacccctcc agggtagaat 



<210> 1382 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1382 

aaaaggaaaa cgaaaaagga aaaggtggcc aatgtggaaa aagtttcaat 



<210> 1383 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1383 

actctcagga gccatgaaag ctgcacagtt actttatata ccacgaggca 



<210> 1384 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1384 

ttatgtcacc agaatgtttg ccaacacccc gaaaaggaac cagaggactt 



<210> 1385 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1385 

aggttatttg agcacagtga aagcagagta ctatggttgt ccaacacagg 



<210> 1386 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1386 

ggcctgccat ccgagggact gtgttgtaga ttgtgatcaa ggttgattgg 



<210> 1387 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1387 

acaggtagtt gaataattgt ttcaagagct caacagatga caagcttctt 



<210> 1388 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1388 

aatacacttt gtgccaaggg aagaacactg catgccctgg gtcttcagtc 



<210> 1389 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1389 

gggaactgga ggtgagaagc attataatag cctctctgcc tttatctaca 



<210> 1390 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1390 

acaagccaaa gtggcatgtt ttgtgcattt gtaaatgctg tgttgggtag 
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<210> 1391 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1391 

aacagactgt cgtagaaaac tgtctttgct tccaaatcag cagaggacca 



<210> 1392 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1392 

gcccctcaga agagccaaac tttgagtttt atgtctgttt gtcattgata 



<210> 1393 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1393 

ccttgtgtcc aacgggaata ggaagaatta gttactgact tcacctgaga 



<210> 1394 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1394 

cccacaattg gactgatagg gggagaaaat ccaaagagac ggagcaactg 



<210> 1395 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1395 

aacggcaact gggagatttg tgagtgaaca ctgtttcatc ttaatatgct 



<210> 1396 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1396 

acatctgaga aaccctgaat cctgcaatca agtagaagtc aacttcatct 



<210> 1397 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1397 

gccataggaa ggtttaccag tagaatcctt gctaggttga tgtgggccat 
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<210> 1398 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1398 

tcatctcaac ttagtattat acccacaccc acccaagaac agggtttgtt 50 



<210> 1399 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1399 

gactgaaaga tttagccata atgtaaactg cctcaaattg gactttgggc 50 



<210> 1400 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1400 

ggcactgtct gtgtccttcc ttgaactgtc taccctgttg cttttcacaa 50 



<210> 1401 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1401 

ggccagccga ggctacaaaa actaaccctg gatcctactc tcttattaaa 50 



<210> 1402 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1402 

actaggttgc aatatgtgaa atcagaggac caaagtacag atggaaacca 50 



<210> 1403 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1403 

ccctgtctga ctacaacatc cagaaagagt ccactctgca cttggtcctg 50 



<210> 1404 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1404 

ggcatcgccc atgctcctca cctgtatttt gtaatcagaa ataaattgct 

<210> 1405 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1405 

aaagcaacga aaggaacgca agaacagaat gaagaaagtc agggggactg 

<210> 1406 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1406 

tcccactttg tctgtacata ctggcctctg tgattacata gatcagccat 



<210> 1407 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1407 

gaagcggctg gcaactgaag gctggaacac ttgctactgg ataatcgtag 

<210> 1408 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1408 

cagtcacgtc agttatgtag atactgcatg gcaggagagc tttacgctaa 

<210> 1409 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1409 

gccacccctc acacagccaa accccagatc atctgaaact actaactttg 

<210> 1410 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1410 

gcaggtgacc attggcacac gctagaagtt tatggcagag ctttacaaat 

<210> 1411 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 1411 

tgccatgctg ctaggaaatt gtcctttttc tttctagctg ttaacctact 50 



<210> 1412 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1412 

aacttattcc agtgttgatc gcaagctgtt gatgcacagg cgtcttgtgg 50 

<210> 1413 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1413 

tgaaaaggat taaagctggt attctagaac atgcccttca ctggttgtgt 50 

<210> 1414 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1414 

ggtaaggttt ctaggaggtc tgttaggtgt acatcctgca gcttattggc 5 0 

<210> 1415 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1415 

tgattctgta aagctgtgga atgaagctgc agatttagag aacattggct 50 

<210> 1416 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1416 

cgattttaca cggctgggta gaatttgtag aaaagatcca cagggcaagc 50 

<210> 1417 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1417 

gctactactt cattgcaacc tttattactg accacatcag acatcatgct 5 0 

<210> 1418 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1418 

gggctgaagt acctaagtgt gaatgtctct cccgttaaac tgagtgtaga 



<210> 1419 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1419 

aggaaaacgg ttcaccagtg tttagtttta tattgaggtg ctcaggttgg 



<210> 1420 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1420 

ccgggccttg catataaata acggagcata cagtgagcac atctagctga 



<210> 1421 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1421 

ataatgaaag ctaagcctcg ggctaatttc cccatagccg tggggtgact 



<210> 1422 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1422 

tgcatcgtaa aaccttcaga aggaaaggag aatgttttgt ggaccacttt 



<210> 1423 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1423 

tgctctgttc tggtttctgt tttcaaatca aatgcctgtt tgggaggaga 



<210> 1424 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1424 

caaaatccca aaaccagggc caaggagtgg acgcttctct tgtgagccag 
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<210> 1425 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1425 

acaaatttct tggctggatt tgaagcttaa actcctgtgg attcacatca 



<210> 1426 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1426 

tccacggttg tgccttattg ttccattaaa attgtatctt cgatccatca 



<210> 1427 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1427 

ggtctgagag tctgtgaaga tggcccagtc ttctatcccc cacctaaaaa 



<210> 1428 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1428 

acacacagga gggaaaatcc tgggattctt tttctaggga tgtaatacat 



<210> 1429 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1429 

ctgtttgaac tgttgagttt ccgttgctgg ctgagtgcgt tttgtccttc 



<210> 1430 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1430 

ggtctgagag tctgtgaaga tggcccagtc ttctatcccc cacctaaaaa 



<210> 1431 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1431 



212/1425 



WO 02/057414 PCT/US01/47856 
ggtacagaga agccagcttg tttacatgct tattccatga ctgcttgccc 50 



<210> 1432 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1432 

ggtacagaga agccagcttg tttacatgct tattccatga ctgcttgccc 50 



<210> 1433 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1433 

gggagaatga atgtgcaacg tggctgaaat ctattttgtg taataaaagg 50 



<210> 1434 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1434 

ccccaccacc ccattaccac agctgccttt gtgtgtttgt gtcaataaaa 50 



<210> 1435 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1435 

ccagcaagat aatgtcctgt cttctaagat gtgcatcaag cctggtacat 50 



<210> 1436 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1436 

ccaacttgag atgtatgaag gcttttggtc tccctgggag tgggtggagg 50 



<210> 1437 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1437 

gctactagag agcaaggggc tttcttacca ccagtgctga ggagaaaagt 50 



<210> 1438 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1438 

accaagaaac cagcccctga aaagaagcct gcagagaaga aacctactac 



<210> 1439 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1439 

tttcctcatc tatgaattgt cattcacaca cctacttttc tgcttcgttt 



<210> 1440 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1440 

tttcctcatc tatgaattgt cattcacaca cctacttttc tgcttcgttt 



<210> 1441 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1441 

aataatgaca aatgccctgc acctacccac atgcactcgt gtgagacaag 



<210> 1442 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1442 

gtgcccctgt gggtcccagg gaggtcttaa acaaggtatt tttcaactta 



<210> 1443 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1443 

cagtgaagac gtcaggggca aggtctcggg ggtccggaag ggtgatcatc 

<210> 1444 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1444 

tgcaagggag acatatccta gatcactttg ctttttcttt aaggagctga 

<210> 1445 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1445 

tgcatcgtaa aaccttcaga aggaaaggag aatgttttgt ggaccacttt 

<210> 1446 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1446 

ttgggggagg ttagggactt atcctgtgct tgtaaataaa taaggtcatg 

<210> 1447 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1447 

acttggctgc catagcataa caatgaagtg actgaaaaat ccagaatttc 

<210> 1448 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1448 

aaaatattaa acacaaacta ccacctacct ccctcaccaa agcccataaa 

<210> 1449 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1449 

agctgtttgg taaccatagt ttcacttgtt caaagctgtg taatcgtggg 

<210> 1450 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1450 

agctgtttgg taaccatagt ttcacttgtt caaagctgtg taatcgtggg 

<210> 1451 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1451 

tgtcgccttt tagaaggaga aacttaagtg tggaatgcat tatatgggca 
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<210> 1452 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1452 

tccttggcag ctgtattctg gagtctggat gttgctctct aaagaccttt 



<210> 1453 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1453 

tttggagtgg aggcattgtt tttaagaaaa acatgtcatg taggttgtct 



<210> 1454 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1454 

tggctgggac gctagaaggg tcatgtgtta actataatca catttatggt 



<210> 1455 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1455 

attctggtta accgctcaca tgcataacaa taatgctaga aattcaggaa 



<210> 1456 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1456 

tgctgatttc tagtgtatac tctgtagtct cagttcgtgt ttgattccat 



<210> 1457 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1457 

aaatgaatct ttcaaaggtt tcccaaacca ctccttatga tccagtgata 



<210> 1458 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1458 

tccttggcag ctgtattctg gagtctggat gttgctctct aaagaccttt 
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<210> 1459 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1459 

tgcgtgtgcc tcagtttcct cctccacaac tgaatattta tagtggctga 



<210> 1460 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1460 

gggatgtgga ggatttttgt taagtgtcaa tcgaagttaa aaagcaaggg 



<210> 1461 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1461 

agctctctgc acccttaccc ctttccacct tttgtattta attttaaagt 



<210> 1462 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1462 

ccctccagcc aataggcagc tttcttaact atcctaacaa gccttggacc 



<210> 1463 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1463 

cgtggttgtg ggaggggaaa gaggaaacag agctagtcag atgtgaattg 



<210> 1464 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1464 

acaatgtgtt agcagaaacc agtgggttat aatgtagaat gatgtgcttt 

<:210> 1465 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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gctagatccfcggtggtttt gtgctcaaaa taaaaagcct cagtgaccca 50 



<210> 1466 

<211> SO 

<212> DNA 

<213> Homo sapiens 



< 



acaaatttct 6 tggctggatt tgaagcttaa actcctgtgg attcacatca 5 0 



<210> 1467 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1467 cn 
gctgtggttg gttgcattac atgacacaga aaactgtcct ctacctcacg 

<210> 1468 

<211> 50 

<212> DNA 

<213> Homo sapiens 

gccctggtag 8 gctcctttag aaggaccatt tctgttccta gagcttaact 50 



<210> 1469 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1469 50 
ggcatcgccc atgctcctca cctgtatttt gtaatcagaa ataaattgct 



<210> 1470 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1470 50 
tttccctctc ctgtccttgt gttgaaggca gtaaactaag ggtgtcaagc 



<210> 1471 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1471 ^ 50 

agactggaaa tggggatgag ggtgtaaatt gtattgaaaa agatcgcgaa 



<210> 1472 
<211> 50 
<2l2> DNA 
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<213> Homo sapiens 
<400> 1472 

ccatgagttg tttggttttc cagaagctgc cagtgggttc ccgtgaattg 50 



<210> 1473 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4O0> 1473 

gatacgatga gatccgccgt cactggggtg gcaatgtcct gggtcctaag 50 



<210> 1474 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1474 

agtctttctg gtttctggag ataacccatc aataaagctg cttcctctgg 50 



<210> 1475 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1475 

cgatgatggt tacccttcat ggacgtctta atcttccaca cacatcccct 50 



<210> 1476 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1476 

ggcccctgga catgtacctg cagaataata aagtcatcaa tacctaaaaa 50 



<210> 1477 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1477 

gcaaacctgc agattcccaa gatgttcacg agcttgtgct ttctaaagaa 50 



<210> 1478 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1478 

tccccattgt gccgccttta tcaattgcct gttttgtttt gtttgttttt 50 

<210> 1479 
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<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 1479 

ctttagctgc tgttgccfccc cttctcaggc tggtgctgga tccttcctag 



<210> 1480 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1480 

ctgcttatgg cacaatttgc ctcaaaatcc attccaagtt gtatatttgt 



<210> 1481 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1481 

ctgcttctgg gtgcatggta gactttgtgg catttgatac aacttggaca 



<210> 1482 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1482 

cttatagtat ttatccaccc aaaccccaga ctgagatact gctcccaggg 



<210> 1483 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1483 

gagagaccag cctttcttcc tttggtagga atggcctgag ttggcgttgt 



<210> 1484 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1484 

cagaggtggg agtaactgct ggtagtgcct tctttggttg tgttgctcag 



<210> 1485 

<211> 50 . 

<212> DNA 

<213> Homo sapiens 

<400> 1485 

ctgtgtgccc cagctgcatc agccagcttc taggtggctc cattgttttc 
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<210> 1486 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1486 

agagcagaat agcaatataa gagcacagac gaacatagac acgacagcga 5 0 

<210> 1487 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1487 

ctattaggac ccagtgatta tgctaccttg gcacggttag ggtactgcgg 5 0 

<210> 1488 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1488 

aaagaagcat gcacacttat cacaaacaac tctctcaggt ggccagtctg 50 

<210> 1489 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1489 

tgctgcctat atgaagtctt tgagaaagcc cctcttggag tctgtgcctt 50 

<210> 1490 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1490 

gatatacgag gacaaaaccc atctaccagg cagctaacaa accgccgcca 50 

<210> 1491 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1491 

gccactttat tagtaatggt cgatagtccg aatcgatggc tagggtgact 50 

<210> 1492 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1492 



221/1425 
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taatctggcg ggttataccc ccgtgttctc cggattatat ttcgggacac 



<210> 1493 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1493 

gctggatttg tgggtatggg ggcggttttt gggcgaaggt tggttgttac 



<210> 1494 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1494 

ccacatcatc gggggcgaaa tagaagccca gagagaggct aggtgtagga 



<210> 1495 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1495 

agggagactc tcagccttca gcttcctaaa ttctgtgtct gtgactttcg 



<210> 1496 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1496 

ttgtcaagct gctgctgtct tcaagatcta cctggtcaga atctcctgct 



<210> 1497 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1497 

ggccagtctc tatgtgtctt aatcccttgt ccttcattaa aagcaaaact 



<210> 1498 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1498 

tctctcacat tctgtctttc ccctcctcct tcaccttccc tccgtccctc 



<210> 1499 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1499 

acacgagact atagagaatg cagcacacag atgagagcag agcaaataga 

<210> 1500 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1500 

gcatccagat ggtggtttac tctgcaacag tctaatgttc ttcacttcca 

<210> 1501 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1501 

ggggttttca ccctacctaa agatgcttta attgctgttt tccaaattgt 



<210> 1502 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1502 

atgcctaaca agcaacatga tcctataaat ccaccccaag ccaatctggt 



<210> 1503 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1503 

ccaccatctg gtacgttttt acttcctcac ccgcgtgtac tccgattacc 



<210> 1504 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1504 

gagtatattc ccccagttat ttgctcttcc ccacacaggg tggtagtacc 



<210> 1505 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1505 

caaaggaagg ggcgtgaagg ggtgagaaaa atatgggacc caaattgtgg 

<210> 1506 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1506 

tttccttaca ggcggtaaca ccggtccaca cagttcttgc caaaacaaag 



<210> 1507 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1507 

aattttctct caccfccatca ctcgggacct ccccagtgat aataacccgg 



<210> 1508 

<211> 50 

<212>, DNA 

<213> Homo sapiens 

<400> 1508 

gcgggtgtaa ggggatatct tgataaactg gagcccagga agattacaaa 



<210> 1509 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1509 

acgccgacaa tcaagaaaat gtgagttata acggacaagg ttgtattatg 



<210> 1510 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1510 

gatattggta gtaaaggggt tacctgtgaa cttccaaaat tccttggggc 



<210> 1511 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1511 

taaagatgtc cgggtacact tcgccaaggg ttagcgtctt tgggcatttc 



<210> 1512 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1512 

tcctaatttc ttctgtgaac cttctcaaat cccccagcat gcgtgtagtg 
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<210> 1513 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1513 

ctgcatgatg tcatcaacct gctgtagtgc ggaaacgacc acaacacaca 

<210> 1514 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1514 

aaagacgaac gagacacgaa agcaacgaac gaacacagag cacgccgcac 

<210> 1515 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1515 

tttcaacacg catcccttat gggcgaactg tcctcaaaca acaacaagtg 



<210> 1516 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1516 

taggacgaga aacgaagaag gacagagcga gaacaagtaa gcagggacac 

<210> 1517 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1517 

ggtggagaat caaaacgacc ccgcaaataa acatggcgat ttggcttggg 



<210> 1518 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1518 

tggcctttta aafcaactggg cttctcacaa ccatagtgaa cagaaacagc 



<210> 1519 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1519 

attgtgacat ggtgatgcct cattgctgat atggtcctgt ggttatgtgc 



225/1425 
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<210> 1520 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1520 

ggaagagata acaccacaac gaaagagcag gcaagagaga ccaaagcaca 



<210> 1521 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1521 

ggtaaaaggc gttactctcc gccctcttca aggaacggcc aagagtataa 



<210> 1522 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1522 

acccaagggt ctcgccagtg gggttaagtc acaatattac tacacaaggg 



<210> 1523 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1523 

acagtacaca atcacctgca agggacatag cacacaaacc gctaaagagg 



<210> 1524 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1524 

tctcacagcg agaggaggag acgggatgac cgagaggtag acgattatac 



<210> 1525 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1525 

cgctggtgtt gtccccaagt gatttattct actggagtgc ctggtgtctt 



<210> 1526 

<211> 50 

<212> DNA 

<213> Homo sapiens - 



226/1425 



WO 02/057414 



<400> 1526 

ttccggcttt taacaaacac acaccacact aacacaacaa cacaaacaaa 



<210> 1527 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1527 

aagacttgcc tctttaaaat tgctttgttt tctgcagtac tatctgtggt 



<210> 1528 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1528 

gaactcgtcc actcttctcg ggccactatt ctggttcagg gaatcttggg 



<210> 1529 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 1529 

agcaataaac cgaagcagct agacagcgaa gaagtacagc aaagagacga 



<210> 1530 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1530 

cgcccatact agagaagttt gccctctatt gtctctcaca ccacaatgag 



<210> 1531 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1531 

cacagacatc cacggacaca aaaggcgggg accaccacca caatgaacac 



<210> 1532 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1532 

gcgtcgattg atatcagaca gcatcgtctc tgcgagcaca aagatctgtt 



<210> 1533 
<2ll> 50 
<212> DNA 
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<213> Homo sapiens 



<400> 1533 

ggaacagggt taatggccag gccctttgcc gcccctttta aagggaatcc 



50 



<210> 
<211> 
<212> 
<213> 



1534 

50 

DNA 

Homo sapiens 



<400> 1534 

acagagtaac atgggatatg ggtatgagtg ggatgtgctg agaaggaact 



50 



<210> 1535 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1535 

gggggcaaag aaagtacatt gggtgaaaat ttaaaaaggt atggagcatt 50 



<210> 1536 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1536 

caaacgaaca gcgaagacaa caactcacga tgctgcacaa cgcgaccaac 50 



<210> 1537 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1537 

acattttata aggcatttgt gttagccact cagtcatctt tgggtgctgc 5 0 



<210> 1538 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1538 

gtcacagcaa cgtgtcgctc cccagatcat ttattagcgt cgattgttgt 50 



<210> 1539 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1539 

attccaaacg ggatctgctg agacctcaca gaggtgggcc gcgattataa 50 

<210> 1540 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1540 

cctagggtga aacacgtgac agaagaataa agactattga atagtcctct 



<210> 1541 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1541 

ccagcctttg cctcttcctt caatgtggtt tccatgggaa tttgcttcag 



<210> 1542 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1542 

ccccttgttt actctgtctg tatgtatgtc aaaagcgtgg caaaacctct 



<210> 1543 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1543 

catgatctca gaggaaactg tcgctgaccc tggacatggg tacgtttgac 



% <210> 1544 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1544 

cctctacctg cacgacaata cataatgacc caccaatcac atgcctatca 



<210> 1545 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1545 

atttggaagc gccaccctag caaatataca aaccattaaa ccttccctct 



<210> 1546 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1546 

tttaccaatg attttcaggt gacctgggct aagtcattta aactgggtct 



229/1425 



WO 02/057414 



<210> 1547 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1547 

agtttacata tcgacagcat atccactgat ttctaaatgg gctggtccca 



<210> 1548 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1548 

atctggagtg ggacccttca aaccatgtct gtgcttatgc gggaaacaat 



<210> 1549 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1549 

gcggagagaa gaagaggtag atatgagaac agtgtgtggt atatgatagt 



<210> 1550 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1550 

gaaatcccac cggcaagtta aggtcacgga gcaagtgaat aaacgcggag 

<210> 1551 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1551 

gtgatcaaac aaattcacag cacagacacc gcgcaacaac gcaacttctc 

<210> 1552 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1552 

ggtatttgtg ttgttgagta ttgtgtctgg gtgtgggtat ttgattcttt 



<210> 1553 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1553 



230/1425 



WO 02/057414 



gggttcgtcc agggctgcgc taaattattc tcaatgattt gtctctttgc 



<210> 1554 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1554 

caatgacgca gtcggaccct cggatccaag tcctgctttg ggtgtggacc 



<210> 1555 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1555 

gggttataat agatggacgg gtctttcacg gtggtgacag caccctttcc 



<210> 1556 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1556 

tccgctgcaa tttgagttta gctttacaga ttgtgccggg tgtttaacct 



<210> 1557 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1557 

ctccttccca aagacttgag tggaacttcc ctttcatgtg cgtatcggtc 



<210> 1558 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1558 

aaattagtcg ccttcgtcga gagtgccctt ctgatgaatg tggtgctggg 



<210> 1559 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1559 

gacagtactc ctaagacccc tgtgtgtgtc ccgatgagat catgactggg 

<210> 1560 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1560 

catgcccatc gtcctagaat taattcccct aaaaatcttt gaaatagggc 

<210> 1561 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1561 

ggcgtatcat caactggfcga gcccgaaggg atattatttc taaggcctct 

<210> 1562 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1562 

ccagaatcgt aagggggctg acggaggatg agagggggca cccagagatc 

<210> 1563 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1563 

cggtgttttc tgatcggttt ttgttttctg cttacatatg atgtacttgt 



<210> 1564 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1564 

acagaatgca gcggtgcaac accggcaagg ttccacacgc cacaaagaaa 

<210> 1565 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1565 

tggaagtgaa gtctatgatg tgaaacactt tgcctcctgt gtactgtgtc 

<210> 1566 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1566 

ccaaaaagct tcatttttct atataggctg cacaagagcc ttgattgaag 

<210> 1567 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1567 

tcacaagaca gtcatcagaa ccagtaaata tccgtctgcc agttcgatca 50 



<210> 1568 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1568 

tcacaagaca gtcatcagaa ccagtaaata tccgtctgcc agttcgatca 50 



<210> 1569 

<211> 50 

<212> • DNA 

<213> Homo sapiens 

<400> 1569 

gctgtcattt gtacatttaa agcagctgtt ttggggtctg tgagagtaca 50 



<210> 1570 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1570 

tatcctgagt cccttaatct tatggggccg gaaggaatgt cagggccagg 50 



<210> 1571 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1571 

ctctgccttc ggagggaaat tgtaaatcct gtgtttcatt acttgaatgt 50 



<210> 1572 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1572 

aaactcctgc ttaaggtgtt ctaattttct gtgagcacac taaaagcgaa 50 



<210> 1573 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1573 

gggtgcacgt tcctcctggt tccttcgctt gtgtttctgt acttaccaaa 50 
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<210> 1574 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1574 

ggggttggga ggaagtgtct actaggaggg tgggtgagat ctgtgttgat 



<210> 1575 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1575 

atctaccctc cgattgttcc tgaaccgatg agaaataaag tttctgttga 



<210> 1576 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1576 

aagtcttatg ccaaattcag tgctactcct cgttacatga catacaactg 



<210> 1577 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1577 

cacacggagg catctgcacc ctcgatgaag cccaataaac ctcttttctc 



<210> 1578 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1578 

acaacgtcgt gactgggaaa accctggcgt tacccaactt aatcgccttg 



<210> 1579 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1579 

ccaagcctcc aagtgggaag aaagactggg atgatgacca aaatgathga 



<210> 1580 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1580 

caactacttg tggcatgcat tggcactcgg aataaagcgc actattgtca 
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<210> 1581 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1581 

gaaggggtag ggtccaccat actggtaatt ggggtactct gtatatgtgt 50 



<210> 1582 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1582 

gctcagttcc atatttcatc cgtgaaaaac ttgcaatacg agcagtttca 50 



<210> 1583 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1583 

aattgtcatt tacctgggta tgaattccct gacacacatt catgtcaaca 50 



<210> 1584 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1584 

gtgacttgac tgtggaagat gatggttgca tgtttctagt ttgtatatgt 50 



<210> 1585 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1585 

cagtgctgta atacagacgg caatgcaata gcctatttaa agaactacgt 50 

<210> 1586 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 15B6 

agctggtgga tggtgacttt tgaagaacaa aaggctttgg caacagaaaa 50 

<210> 1587 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1587 

tctgttgtca ctaaagacta aatgagggtt tgcagttggg aaagaggtca 



<210> 1588 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1588 

gcggagttga ccaaaataat atctgaggat gattgctttt ccctgctgcc 



<210> 1589 

<211> 50 

<212> OTA 

<213> Homo sapiens 

<400> 1589 

catcttgaac ttggcctgag aacattttct gggaagaggt aagggtgaca 



<210> 1590 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1590 

tctgtggaat ctccttcatt ggcattgtta tttaatcata aacggggcag 



<210> 1591 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1591 

tgtactgttc atgctgacac agatatttca gtctgcatgg taaaagttct 



<210> 1592 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1592 

taatggggtt tatatggact ttcttctcat aaatggcctg ccgtctccct 



<210> 1593 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1593 

accaagaaac cagcccctga aaagaagcct gcagagaaga aacctactac 



<210> 1594 
<211> 50 
<212> DNA 



236/1425 



WO 02/057414 



<213> Homo sapiens 
<400> 1594 

agtcctgtgt gcttccctct cttatgactg tgtccctggt tgtcaataaa 

<210> 1595 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1595 

acccaccacc tcttgcactc tcgcttttgg agcaagttgc attaactatt 



<210> 1596 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1596 

tgacagttgc agaattgtgg agtgttttta cattgatctt ttgctaatgc 



<210> 1597 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1597 

atgacagaca cacgtatcta acaaacaaac aaacagtgac cttctccatg 

<210> 1598 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1598 

gcaagggata atacaaatcc tatgatctct atgcccaata tgctgcctca 



<210> 1599 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1599 

agtacttttc acagcgtggc ctttcaccat aattttatat ttctccccct 

<210> 1600 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1600 

tcttaagagc cagagccata taagcatctt gggaaagcaa gtttgaacca 

<210> 1601 
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<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 1601 

aagccggtca tgagattata tgtggtaaag ttaattgact aacaacccca 



<210> 1602 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1602 

agggggctgt gtctgatctt ggtgttcaaa acagaactgt atttttgcct 



<210> 1603 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1603 

gttcatagct tcctgcaact tgacagagcc tgagtttgcc tcttagtggg 



<210> 1604 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1604 

catatgggag aagggggagt aatgacttgt acaaacagta tttctggtgt 



<210> 1605 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1605 

acatgtgatg tttgactgta ccattgactg ttatggaagt tcagcgttgt 



<210> 1606 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1606 

tcttgctttt attccttttt gttgttggcc ttgtgctgcg tttgtttaca 



<210> 1607 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1607 

agtgttgttt tctcctcttt aatattgctg tgaacagtgg tgcccattgt 
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<210> 1608 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<:400> 1608 

aattcttgtg tgctgctttc catttgacac cgcagttctg ttcagccatc 50 



<210> 1609 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1609 

gaggtgtctc catctctgcc tcaacttcat ggtgcactga gctgtaactt 50 



<210> 1610 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1610 

tgaacctcca acagggaagg ctctgtccag aaaggattga atgtgaaacg 50 



<210> 1611 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1611 

tattttcttc cattcttgtc attggtcaat aggggagggt agattagctg 50 



<210> 1612 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1612 

tcccctgctt ccactaaatc cagttgtgac aaaatctaac gtgacatcag 50 



<210> 1613 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1613 

acctggtcaa cttagctttt aagcagacga tgctgtaaaa actaacggct 50 



<210> 1614 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1614 
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acctgggatg cccctgctct ggacctctca tttctcttca ttggtttatt 



<210> 1615 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1615 

atctatcctt gccagccttg ggcatcacat ttaccagttt aatagattgt 



<210> 1616 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1616 

gccctgatct ggagttacct gaggccatag ctgccctatt cacttctaag 



<210> 1617 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1617 

cttgaccaaa cccacagcct gtctcttctc ttgtttagtt acttacggca 



<210> 1618 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1618 

ccttagaaga ggaagcaaag gcagattcag ggaccaaaag gattaatgat 



<210> 1619 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1619 

atgtgtcaac caccatttca gctattaaaa actcctgtta tctccttgtt 



<210> 1620 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1620 

agccaccaga gccttcctct ctttgtacca cagtttcttc tgtaaatcca 



<210> 1621 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1621 

acatgaaata tagttgcata tatggacacc gacttgggag gacaggtcct 50 



<210> 1622 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1622 

ctttccagcc tcctgctggg ctctctcttc ctaccctcct tccacatgta . 50 



<210> 1623 

<211> 50 

<212> DKA 

<213> Homo sapiens 

<400> 1623 

agatagccag cctagaggta tggctgtaac tatctctgtg aagtgtgaga 50 



<210> 1624 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 1624 

tggcatcctc aggggttgtg atccagctcc atatattgtt taccttcaaa 50 



<210> 1625 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1625 

catgaggaga gtgctagttc atgtgttctc cattcttgtg agcatcctaa 50 



<210> 1626 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1626 

cagcaaatcc atctgaactg tggaggagaa gctctcttta ctgagggtgc 50 



<210> 1627 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1627 

tcagcataaa ctggaatgta gtgtcagagg atactgtggc ttgttttgtt 5 0 



<210> 1628 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1628 

tggtgaaaca aaaccagtca ttagaaatgg tctgtgcttt tattttccca 



<210> 1629 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1629 

actatgcttt attggtccca tgttttgtgc aattttaaag agatggcttt 



<210> 1630 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1630 

aaagatgaac tatttggtct cattgaagcc aacacagaac ttgctgctgt 



<210> 1631 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1631 

ggagcccctc tttctcccat gctgcactta ctccttttgc taataaaagt 



<210> 1632 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1632 

ccttccatgt cccaccccac tcccaccaaa aagtacaaaa tcaggatgtt 



<210> 1633 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1633 

tgatggtaac cataatggaa gagattctgg ctagtgtcta tcagaggtga 



<210> 1634 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1634 

gtcctggtgg tatcttcaat agccactaac cctgcctggt acagtatggg 



242/1425 



WO 02/057414 



<210> 1635 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1635 

cccagctctg ctgcccttgt tttgctgcat gttaaataaa accattttca 



<210> 1636 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1636 

cccacactgc tacacttctg atcccctttg gttttactac ccaaatctaa 



<210> 1637 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1637 

ctgtaatacc tcctcctaac caagccggat atggtatggc aagttaccaa 



<210> 1638 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1638 

cccttgtaag ggaattctgg ggcagctatg gtttgagtat gcagtttgca 



<210> 1639 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1639 

acaatctctg tccagcacct cttggttaaa taatgtatgc tgtgagacat 



<210> 1640 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1640 

acagggcctc agcaagggag ccatacattt ttgtaacatt ttgatatgtt 



<210> 1641 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1641 

ttgactgtcg atggattgtg gtgtggtgta tctgaaggct attgaatgca 
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<210> 1642 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1642 

ttctgttcca aacaagtatt ctgtagatcc aaatggatta ccagtgtgct ^ 50 

<210> 1643 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1643 

atcttcagaa tcagttaggt tcctcactgc aagaaataaa atgtcaggca 50 



<210> 1644 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1644 

tgaaccttac tgcaaaaact tgtgatgtaa gaaatttgta tggtgtggca 50 



<210> 1645 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1645 

gctgtctcaa gggtatccgt acctcaatgt cagtfcacatt cagcagaaaa 50 

<:210> 1646 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1646 

ttggtcagat ttagaagcat tcatgctcac aagttttggg aaagtgaaaa 50 



<210> 1647 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1647 

ccctaaaggc aagaagaaaa agtaaaagac cttggctcat agaaagtcac 50 

<210> 1648 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1648 

gtgtgtgcat ggaagatgcc tgggctgtct ttgctatatg taaatagagc 



<210> 1649 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1649 

gccttggctt tatttgcagg ctactaaagc tgcttttact ttgtaactfct 



<210> 1650 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1650 

acagtttggt tacaggactt ctgtgcattg taaacataaa cagcatggaa 



<210> 1651 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1651 

tgtgaaagtg tggaatggaa gaaatgtcga tcctgttgta actgattgtg 



<210> 1652 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1652 

acaaccaacc agtttctttt ctagccaatc atctctgaag agttgctgtt 



<210> 1653 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1653 

gaactccctg attctatacc ctcttccttc tttctgcaag gcagaggaat 



<210> 1654 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1654 

caccctcagc tccaccctca gcagatgata atatcaagac acctgccgag 

<210> 1655 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 1655 

ttggccctca ggtttactgt gtaaatctgc atttttggtg gtaaatccct 



<210> 1656 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1656 

gcatttccat agcactgaag taccagtttc cattcctggg ctgagattgt 



<210> 1657 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1657 

ctccttttaa cgtgttattg acaaacctcc ccaaaagaat atgcaattgt 



<210> 1658 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1658 

aacattcagt tgagaccata tgcattttct gtgctgtttg tacttgaggt 



<210> 1659 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1659 

ttaaccctca gagaactctg cattttaggg tacttgaggc tgacttaact 



<210> 1660 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1660 

agcgacctct tctctagtcc ggtgttacga acagaagttc tgagttgtgc 



<210> 1661 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1661 

taaatgtcgg tccaggccct gtgcacctta ccccagagac agactctttt 



<210> 1662 



246/1425 



WO 02/057414 



PCT/USOJ/47856 



<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1662 

ataaggctgt aaaatgagaa ttctgccccc tcacctctta ccccagtact 50 



<210> 1663 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1663 

aaaagtcggg gatcggggca agagaggctg agtacggatg ggaaactatt 50 



<210> 1664 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1664 

gagcacccag agggattttt cagtgggaag cattacactt tgctaaatca 50 



<210> 1665 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1665 

tgattaggtg acgagttgac attgagattg tccttttccc ctgatcaaaa 50 



<210> 1666 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1666 

tgtatgtatg ggagtgagga gtttcagggc cattgcaaac atagctgtgc 50 



<210> 1667 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1667 

acagagttat ccactfctaca acggagacac agttctggaa cattgaaact 50 

<210> 1668 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1668 

atacgggaca ataaaatctg ccttttgctc tggagggaga tactacctct 50 



247/1425 



WO 02/057414 



<210> 1669 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1669 

gggcaaacaa ctttaggaat actagttact cacttaacat ggagggcggg 



<210> 1670 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1670 

aaaggccgcg cagattgttt aattctggaa agtcaatccc cggatttagc 



<:210> 1671 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1671 

gggactccat gggaatattt gcccagtaat ggtaaggaaa tctttcgggt 



<210> 1672 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1672 

ccagaaaggt gatgaatgaa taggactgag agtcacagtg aatgtggcat 



<210> 1673 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1673 

tcccaaggtt gttagtgact gataagcttc caaactacag tacagttttt 



<210> 1674 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1674 

gttttcttgt agttgcgggt ccctcgcgaa agttcattca tggccccact 



<210> 1675 

<211>. 50 

<212> DNA 

<213> Homo sapiens 

<400> 1675 



248/1425 



WO 02/057414 



catggggctc tcttgtgtac ttattgttta aggtttcctc aaactgtgat 



<210> 1676 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1676 

acaaattgaa atgtctgtac tgatcctcaa ccaataaaat ctcagccgaa 

<210> 1677 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1677 

tgcaggagac attggtattc tgggcagctt cctaatatgc tttacaatct 



<210> 1678 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1678 

tcatcccgag aacattggct tccacatcac agtatctacc cttacatggt 



<210> 1679 

<211> 50 

<212> OTA 

<213> Homo sapiens 

<400> 1679 

ggcattgtta gtttagtgtg tgtgcagagt ccatttccca catctttcct 



<210> 1680 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1680 

gactgcaatg ctggtgggga aagacttaaa agtggattaa agacctgcgt 



<210> 1681 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1681 

gctttccttc tccaggaata ctgaacatgg gagctcttga aatatgtagt 



<210> 1682 

<211> 50 

<212> DNA 

<213> Homo sapiens 



249/1425 



WO 02/057414 



<400> 1682 

tgggaatcaa gatttaatcc tagagatttg gtgtacaatt caggctttgg 



<210> 1683 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1683 

gcagtagtgt ggactagaac aacccaaata gcatctagaa agccatgagt 



<210> 1684 

<211> 50' 

<212> DNA 

<213> Homo sapiens 

<400> 1684 

tgtgtaatgt acctgtcagt gcctccttta ttaaggggtt ctttgagaat 



<210> 1685 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1685 

ccactgtcac tgtttctctg ctgttgcaaa tacatggata acacatttga 



<210> 1686 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1686 

agtttgccct ggatgtcata ttggcagttg gaggacacag tttctattgt 



<210> 1687 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1687 

ccaagttcca cattccttct agcgtgcctt acatcaggta ctttgtcagc 



<210> 1688' 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1688 

agctgtctcc tgttttgtaa gctttcagtg caacatttct tggttccaat 



<210> 1689 
<211> 50 



250/1425 



WO 02/057414 



<212> DNA 

<213> Homo sapiens 

<400> 1689 

tgcatgttgg ggtttccttt accttttcta taagttgtac caaaacatcc 



<210> 1690 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1690 

gggtttgtgc tatacactgg gatgtctaat tgcagcaata aagcctttct 



<210> 1691 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4O0> 1691 

gccacactta ttcttttcag taacctgcta gtgcacaggc tgtactttag 



<210> 1692 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4O0> 1692 

cagtcgaagg ctttaacttt gcacacttgg gatcacagtt gcgtcattgt 



<210> 1693 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1693 

ttccctttcc ccagcatcac tccccaagga agagccaatg ttttccaccc 



<210> 1694 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1694 

agccataatg taaactgcct caaattggac tttgggcata aaagaacttt 



<210> 1695 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1695 

ttgcttttac tagtcttagc tctacgattt aaatccatgt gtccaagggg 



251/1425 



WO 02/057414 



<210> 1696 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1696 

cacacctgca cactcacggc tgaaatctcc ctaacccagg gggaccttag 



<210> 1697 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1697 

agctgtaacg ttcgcgttag gaaagatggt gtttattcca gtttgcattt 



<210> 1698 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1698 

aggggttcca ctagtgtctg ctttccttta ttattgcact gtgtgaggtt 



<210> 1699 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1699 

catcctcagg tggtcaggcg tagatcacca gaataaaccc agcttccctc 



<210> 1700 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1700 

acacacaacg tgaaaaatag gaacaggaac aaaaagaaga ccaatgactc 



<210> 1701 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1701 

tttagagtct tccattttgt tggaattaga tcctcccctt caaatgctgt 



<210> 1702 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1702 

ctaatttcag tgcttgtgct tggttgttca gggccatttc aggtttgggt 



252/1425 



WO 02/057414 



<210> 1703 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1703 

ccagattttc cccaaacttg cttctgttga gatttttccc tcaccttgcc 



<210> 1704 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1704 

tgggggttgt aaattggcat ggaaatttaa agcaggttct tgttggtgca 



<210> 1705 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1705 

aggtggtgtt cagtgtcaga cctcttaatg gccagtgaat aacactcact 



<210> 1706 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1706 

99999tagtt tgtggcagga caagagaagg cattgagctt tttctttcat 



<210> 1707 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1707 

tcgttaagag agcaacattt tacccacaca cagataaagt tttcccttga 



<210> 1708 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1708 

ccctatcccg caaaatgggc ttcctgcctg ggtttttctc ttctcacatt 



<210> 1709 

<211> 50 

<212> DNA 

<213> Homo sapiens 



253/1425 
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<400> 1709 

aaacaaggta ggaatgaggc tagaccttta acttccctaa ggcatacttt 



<210> 1710 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1710 

ttccccatat ccaagtacca atgctgttgt aaacaacgtg tatagtgcct 



<210> 1711 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1711 

tgagcctttc acacctgtgc tggcgctgga aaattatttg tgctcagctg 



<210> 1712 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1712 

tgggattgta ctataccagt aagtgccact tctgtgtctt tctaatggaa 



<210> 1713 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1713 

tttttcctca caggagcgga agaactaggg ggagcaggag ctgcaatgcg 



<210> 1714 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1714 

tctacccatt tcctgaggcc tgtggaaata aacctttatg tacttaaagt 



<210> 1715 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1715 

gtgtccgtta tgagtgccaa aaatctgtct tgaaggcagc tacactttga 



<210> 1716 
<211> 50 
<212> DNA 



254/1425 
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<213> Homo sapiens 
<400> 1716 

ctgtgcaatg ctacatgtac gtggacttat atcagaccag tgtggatctt 

<210> 1717 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1717 

agtcccctgt cctggtcatc tatcaagata acaagcggcc cfccagggatc 



<210> 1718 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1718 

gggtctatgt gaaaatgccc ccaacagagc cagaatgtga aaagcaattt 

<210> 1719 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1719 

cttgccttaa gctaccagat tgcttttgcc accattggcc atactgtgtg 



<210> 1720 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1720 

cccctgccag agggagttct tcttttgtga gagacactgt aaacgacaca 

<210> 1721 

,<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1721 

tgcagccact attgttagtc tcttgattca taatgactta agcacacttg 

<210> 1722 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1722 

tgactattac tgtcaggcgt gggacaccaa cactgcggta ttcggcggag 
<210> 1723 



255/1425 



WO 02/057414 



<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1723 

tttgagacgc aataccaata cttaggattt tggtcttggt gtttgtatga 



<210> 1724 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1724 

tccttccagg gcttctttgt gtctgtg.ttc tactgtttcc tcaatagtga 



<210> 1725 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1725 

ccatgtccat ccccacctcc ccaacccgtg tcagctttca cagcatcaag 



<210> 1726 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1726 

tgccctcaag taaaagaaaa gccgaaaggg ttaatcatat ttgaaaacca 



<210> 1727 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1727 

atgctacttg ggagaaaact ctcactaact gtctcaccgg gtttcaaagc 



<210> 1728 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1728 

ggactttgcg aatatcagag acctcagact cttcacaggg tcaggactca 

<210> 1729 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1729 

agctccctgc aagtcacatt tcccagtgaa acactgaact tatcagaaaa 



256/1425 



WO 02/057414 



<210> 1730 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1730 

ttccttcagg atgatctaga gcagcatgga gctgttggta gaatattagt 



<210> 1731 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1731 

ggggaggaag gaaggacatt aaattctttc cctggtaatg aaaagagccc 



<210> 1732 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1732 

gccttgtaca taatactatt ccatccacac agtttccacc ctcacctgcc 



<210> 1733 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1733 

agcaagatag ccaaatgtga catcaagctc cattgtttcg gaaatccagg 



<210> 1734 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1734 

gccgagtgag gtaaccaggt ggcatctacc ccatgtttta taaggaattt 

<210> 1735 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1735 

ttctttccat ttgctatcat gtcagtgaac gccaggagtg ctttctttgc 



<210> 1736 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1736 



257/1425 



WO 02/057414 



tgaatttact tcctcccaag agtttggact gcccgtcaga ttgtttctgc 



<210> 1737 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1737 

accctcattt ccagggggag cctcaggccc cgagataaat gtgctccatg 



<210> 1738 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1738 

ttctctgagg gctgggggtt gggggagtca gcatgattat attttaatgt 



<210> 1739 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1739 

acttggctgt aatcagfctat gccgtatagg atgtcagaca ataccactgg 



<210> 1740 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1740 

tggagctcag taacataact gcttcttgga gctttggaat attttatcct 



<210> 1741 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1741 

aaatttcaca agcaatactt tggaccactg gggttcaggc cccaagaaat 



<210> 1742 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1742 

acacacaaaa cagcaaactt caggtaacta ttttggattg caaacaggat 



<210> 1743 

<211> 50 

<212> DNA 

<213> Homo sapiens 



258/1425 



WO 02/057414 



<400> 1743 

tcttgcctta attaacattc cctgtgacct agttggtgca gtggcttgaa 



<210> 1744 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1744 

acttgcagtt gtgtggaaaa ctgttttgta atgaaagatc ttcattgggg 



<210> 1745 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1745 

tgtgatctct actactgttg attttgccct cggagcaaac tgaataaagc 



<210> 1746 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1746 

taggaaatgt ttgacatctg aagctctctt cacactcccg tggcactcct 



<210> 1747 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1747 . 

cgtcccctct ccccttggtt ctgcactgtt gccaataaaa agctcttaaa 



<210> 1748 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1748 

99gagtgttg tgactgaaat gcttgaaacc aaagcttcag ataaacttgc 



<210> 1749 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1749 

aggggacaga aatcaggtat tggcagtttt tccattttca tttgtgtgtg 



<210> 1750 
<211> 50 



259/1425 



WO 02/057414 



<212> DNA 

<213> Homo sapiens 

<400> 1750 

agccgcccag ctacctaatt cctcagtaac atcgatcfcaa aatctccatg 



<210> 1751 

<2ll> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1751 . 

acatgcaagt acatgttttt aatgttgtct gtcttctgtg ctgttcctgt 



<210> 1752 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1752 

cctgtgtggg actgagatgc aggatttctt cacacctctc ctttgtgact 



<210> 1753 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1753 

ggcatctgaa tgtgtctgcg ttcctgttag cataatgtga ggaggtggag 



<210> 1754 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1754 

ctgagagccc aaactgctgt cccaaacatg cacttccttg cttaaggtat 



<210> 1755 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1755 

aagctccctg gagccctgtt ggcagctcta gcttttgcag tcgtgtaatg 



<210> 1756 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1756 

agccctcttt ctctccaccc aatgctgctt tctcctgttc atcctgatgg 



260/1425 
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<210> 1757 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1757 

tccacagggg tggtgtcaaa tgctattgaa attgtgttga attgtatgct 



<210> 1758 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1758 

gctagatccc cggtggtttt gtgctcaaaa taaaaagcct cagtgaccca 



<210> 1759 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1759 

gacttccaca gcagcagaac aagtgcctcc tggactgttc acggcagacc 



<210> 1760 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1760 

tatccccagc tcaggtggtg agtcctcctg tccagcctgc atcaataaaa 



<210> 1761 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1761 

ctgggttttg tggtcatcta ttctagcagg gaacactaaa ggtggaaata 



<210> 1762 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1762 

agctatggaa tcaattcaat ttggactggt gtgctctctt taaatcaagt 



<210> 1763 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1763 

tggctcaagt agaaaagcag tcccattcat attaagacag tgtacaaaac 



261/1425 
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<210> 1764 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1764 

agctcttgaa agcagctttg agttagaagt atgtgtgtta caccctcaca 



<210> 1765 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1765 

aaccggatat atacatagca tgacatttct ttgtgctttg gcttacttgt 



<210> 1766 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1766 

agcctatctg cttaagagac tctggagttt cttatgtgcc ctggtggaca 



<210> 1767 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1767 

aaagttgata ctgtgggatt tttgtgaaca gcctgatgtt tgggaccttt 



<210> 1768 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1768 

cttccttagc tcctgttctt ggcctgaagc ctcacagctt tgatggcagt 



<210> 1769 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1769 

tttgtgcttc cctttaccta aactgtcctg cctcccatgc atctgtaccc 



<210> 1770 

<211> 50 

<212> DNA 

<213;> Homo sapiens 



262/1425 



WO 02/057414 



<400> 1770 

tttgtgcttc cctttaccta aactgtcctg cctcccatgc atctgtaccc 



<210> 1771 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1771 

cttgtggctt cctcagctcc tgcccttggc ctgaagtccc agcattgatg 



<210> 1772 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1772 

atttgtttgc atccctcccc cacaccctgg tgttttaaaa tgaagaaaaa 



<210> 1773 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1773 

catccgacat aatcctacag gtgctgtgtt attcatgggg cagataaaca 



<210> 1774 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1774 

agtggggtgg ggagcatgtt catttgtacc tcgagtttta aactggttcc 



<210> 1775 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1775 

cctaaaccgt atggcctccc gtgcatctgt attcaccctg tatgacaaac 



<210> 1776 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1776 

tttcatctca ggcctccctc aaccccacca cttcttttat aactagtcct 



<210> 1777 
<211> 50 
<212> DNA 



263/1425 
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<213> Homo sapiens 
<400> 1777 

gcatggctta acctggfcgat aaaagcagtt attaaaagtc tacgttttcc 



<210> 1778 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1778 

agcttccgcc gtctcaaccc ctcacaggag cttactggca aacatgaaaa 



<210> 1779 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1779 

tctcctccac ctcaactccg tgcttaacca aagaagctgt actccggggg 



<210> 1780 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1780 

acccaaggga cctggatttg gtgtacaagc aggcctttaa tttatattga 

<210> 1781 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1781 

agctcctctt cctggcttct tactgaaagg ttaccctgta acatgcaatt 



<210> 1782 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1782 

gtctacatca actattacga catgaacgcg gccaatgtgg gctggaacaa 

<210> 1783 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1783 

ccaccccaac cttctggtgg ggagaaataa acggtttaga gacagctctg 

<210> 1784 



264/1425 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1784 

gccaagggcc aagagaatat ccgaacttta atttcaggaa ttgaatgggt 



<210> 1785 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1785 

gaaattgctt ttcctcttga accacagttc tacccctggg atgttttgag 



<210> 1786 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1786 

ccggttgtta aaactggttt agcacaattt atattttccc tctcttgcct 



<210> 1787 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1787 

attaaagcac caaattcatg tacagcatgc atcacggatc aatagactgt 



<210> 1788 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1788 

tagccgtact ttgctaactg tgctcctcac ttcctcttct tcattgcagt 



<210> 1789 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1789 

aggctaagct gccggttctt aaatccatcc tgctaagtta atgttgggta 



<210> 1790 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1790 

aatatatgca tccctggtga aggatcttgc ctgcatgaaa catgttctca 
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<210> 1791 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1791 

acctgggcat tcttgtttca ttcaattcca cctgcaatca agtcctacaa 50 



<210> 1792 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1792 

ctccctcaca gcacagagaa gacaaaatta gcaaaacccc actacacagt 50 



<210> 1793 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1793 

gttcagtggc actcaacatg agtcaagagc atcctgcttc taccatgtgg 50 



<210> 1794 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1794 

cttgagctag aagtctccaa ggaggtcggg atggggcttg tagcagaagg 50 



<210> 1795 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1795 

ctcccaactc ctccctatcc taaaggccca ctggcattaa agtgctgtat 50 



<210> 1796 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1796 

tcggtcctct ttccagtgga tcataagaca atggaccctt tttgttatga 50 



<210> 1797 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1797 
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aacacacagt gtttatgttg gaatcttttg gaactccttt gatctcactg 50 



<210> 1798 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1798 

ggggctcttt ccctcatgta tacttcaagt aagatcaaga atcttttgtg 50 

<210> 1799 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1799 

tcatcctctg tgtggctcat gtttttgctt ttcaacacac aaagcacaaa 50 

<210> 1800 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1800 

tggatgattg ggactttaaa acgaccctct ttcaggtgga ttcagagacc 50 

<210> 1801 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1801 

tgtagcttct gaaaggtgct ttctccattt atttaaaaac tacccatgca 50 

<210> 1802 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1802 

tgtagcaaca tgagaaacgc ttatgttaca ggttacatga gagcaatcat 50 

<210> 1803 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1803 

ctgatggctg tgaccctgct tcctgcactg acccagagcc tctgcctgtg 50 

<210> 1804 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1804 

tgtgtgttga tcccaagaca atgaaagttt gcactgtatg ctggacggca 



<210> 1805 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1805 

ctctcctcag actgctcaag agaagcacat gaaaaccatt acctgacttt 



<210> 1806 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1806 

gccagfcaaga tcaatgtgac ggcagggaaa tgtatgtgtg tctattttgt 



<210> 1807 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1807 

gcaacaatga agttaatgga taccctctgc ctttggctca gaaatgttat 



<210> 1808 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1808 

tgtctttcgg ttatcaagtg tttctgcatg gtaatgtcat gtaaatgctg 

<210> 1809 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1809 

tatcatgggg agtaatagga ccagagcggt atctctggca ccacactagc 



<210> 1810 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1810 

tgatcttggc tgtatttaat ggcataggct gacttttgca gatggaggaa 



<210> 1811 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1811 

agtactgaga aaaatccctt cagctctaag aacactgaaa aatccaccga 

<210> 1812 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1812 

actttgcaca catttgcatc cacatattag ggaaggaata agtagctgca 

<210> 1813 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1813 

atgcagtgtt tccctctgtg ttagagcaga gaggtttcga tatttattga 

<210> 1814 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1814 

tgctgaagtt tcccttagac attttatgtc ttgcttgtag ggcataatgc 

<210> 1815 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1815 

cactggacca ttgtcacaac cctctgtttc tctttgacta agtgccctgg 



<210> 1816 

<211> 50 

<212> DNA 

<2 13 > Homo sapiens 

<400> 1816 

aagtgttact gtggcttcaa agaagctatt gattctgaag tagtgggttt 

<210> 1817 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1817 

gctgcttata tatttaataa taaaagaagt gcacaagctg ccgttgacgt 
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<210> 1818 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1818 

aacaaacatt tggttttgtt cagaccttat ttccactctg gtggataagt 



<210> 1819 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1819 

gagagagggc acgagaaccc aaaggaatag agattctcca ggaatttcct 



<210> 1820 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1820 

ttcccagcat cagccttaga acaagaacct taccttcaag gagcaagtga 



<210> 1821 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1821 

ctgtccagct ccctctcccc aagaaacaac atgaatgagc aacttcagag 



<210> 1822 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1822 

ctgtaacgac gagagcggcg aggatgtcga ggttccctat gtccgataca 



<210> 1823 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1823 

acctagtcat caggacactg agccagggct gcaaccactc catgagtttg 



<210> 1824 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1824 

ccccaaccct ctgggctctt ggatttcaga gtgaaaactt gatggcattg 
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<210> 1825 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1825 

tcaattcctc tgggaatgtt acattgtttg tctgtcttca tagcagattt 



<210> 1826 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1826 

accagtttct ttcccttcta gatcaccctg ttctgaagcc agcctctctc 



<210> 1827 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1827 

ctacctgaac ccctcttgcc actgccttct accttgtttg aaacctgaat 



<210> 1828 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1828 

aactcgagac cttttcaact tggcttcctt tcttggttca taaatgaatt 



<210> 1829 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1829 

agctgctgct ggatcacagc tgctttctgt tgtcattgct gttgtccctc 



<210> 1830 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1830 

ggctgtgtcc taaggcccat ttgagaagct gaggctagtt ccaaaaacct 

<210> 1831 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1831 

atccagcccc acccaatggc cttttgtgct tgtttcctat aacttcagta 



<210> 1832 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1832 

ccttctttgt atataggctt ctcaccgcga ccaataaaca gctcccagtt 



<210> 1833 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1833 

aaaacgatga aggtatgctg tcatggtcct ttctggaagt ttctggtgcc 



<210> 1834 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1834 

aatgcgaaat tattggttgg tgtgaagaaa gccagacaac ttctgtttct 



<210> 1835 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1835 

ctgtggctcg tttgagggat tggggtggac ctggggttta ttttcagtaa 



<210> 1836 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1836 

gcttccccac cccagttttt gttgcttgaa aatattgttg tcccggattt 



<210> 1837 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1837 

tggacfcgttt tgttgggcag tgcctgataa gcttcaaagc tgctttattc 



<210> 1838 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1838 

cctgccgtgc ccacctaact gtccagatga ggtttatcag cttatgagaa 

<210> 1839 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1839 

cgagctgaga agcggtcatg agcacctggg gattttagta agtgtgtctt 

<210> 1840 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1840 

accatccaat cggacaagct ttcagaacct tattgaagga tttgaagcac 



<210> 1841 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1841 

tgctgatgaa cctgcagaaa aggctgatga accaatggaa cattaagtga 

<210> 1842 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1842 

tcttatgcac acggtgattt catgttatat atgcaaagta ggcaactgtt 



<210> 1843 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1843 

aacataggag tggattcctg ccccaaccaa accgcattcg tgtggatttt 

<210> 1844 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1844 

aataaatttg caaaaccaag atcacagtac accatatgca ctctggtacc 

<210> 1845 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1845 

aaatgacctc atgttgtggt ttaaacagca actgcaccca ctagcacagc 



<210> 1846 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1846 

tgtgcagtag aaacaaaagt aggctacagt ctgtgccatg ttgatgtaca 



<210> 1847 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1847 

ctgtttattc tgggaaatgt tttaatgcca gggcctgctg agttgcttct 



<210> 1848 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1848 

ccttaagacc agttcatagt taatacaggt ttacagttca tgcctgtggt 



<210> 1849 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1849 

tcatcacttt ggacaggagt taattaagag aatgaccaag ctcagttcaa 



<210> 1850 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1850 

agtctgccta aataggtagc ttaaacttat gtcaaaatgt ctgcagcagt 



<210> 1851 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1851 

ctggcctcca gtgccttccc ccgtggaata aacggtgtgt cctgagaaac 
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<210> 1852 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1852 

agctaattaa gctgcagaac gtgggaaata aagttcgaaa caaaggttaa 



<210> 1853 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1853 

ggacaggtgt gccgacagaa ggaaccagcg tgtatatgag ggtatcaaat 



<210> 1854 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1854 

cccttcgtgg ggctacacat tctcttcctc atattttcat gcacacaagt 



<210> 1855 

<211> 50 

<212> DNA 

<212> Homo sapiens 

<400> 1855 

ttctgcacag gtctctgttt agtaaataca tcactgtata ccgatcagga 



<210> 1856 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1856 

caccctccac cccttccttt tgcgcggacc ccattacaat aaattttaaa 



<210> 1857 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1857 

catgcagcta tttcaaagtg tgttggatta attaggatca tccctttggt 



<210> 1858 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1858 
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tggagaattg tggaaggatt gtaacatgga ccatccaaat ttatggccgt 



<210> 1859 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1859 

ttcacgggat gcaccaaagt gtgtaccccg taagcatgaa accagtgttt 



<210> 1860 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1860 

tctgtccatc agtgcatgac gtttaaggcc acgtatagtc ctagctgacg 



<210> 1861 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1861 

tcctataatt atttctgtag cactccacac tgatctttgg aaacttgccc 



<210> 1862 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1862 

gggacactgg aggctggagc tacagttgaa agcactgcat gttaagaggg 



<210> 1863 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1863 

tgctaccaca actatattat catgcaaatg ctgtattctt ctttggtgga 



<210> 1864 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1864 

gcaacttacg cttggcatct tcagaatgct tttctagcat taagagatgt 



<210> 1865 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1865 

tfctacaagaa ttgtccatgt gcttccctag gctgagctgg cattggtctg 50 



<210> 1866 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1866 

aaaacttccc accctacfctt tccaagagtg ccagttggat tctgaatctg 50 



<210> 1867 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1867 

tagaccaatt ctctgatctc gagttgtttt tgtttggata cagccctttt 50 



<210> 1868 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1868 

aacattctac atagcacagg agcttaagag tggcattatc ttctcgcctt 50 



<210> 1869 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1869 

agatacgcag acattgtggc atctgggtag aagaatactg tattgtgtgt 50 



<210> 1870 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1870 

tttgaccaga agcccttagt aagtacgtgc ctgaaactga aaccatgtgc 50 



<210> 1871 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1871 

acacctggct tggagtcaga tttagttaac aataatgagc ctggagcagt 50 



<210> 1872 
<211> 50 
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WO 02/057414 



<212> DNA 

<213> Homo sapiens 

<400> 1872 

tctaatagcg ggttactttc acatacagcc ctcccccagc agttgaatga 



<210> 1873 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1873 

ctgaaaagtg ctttgctgga gtcctgttct ctgagctcca cagaagacac 



<210> 1874 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1874 

aagcctaaag tgattcaata gcccaggagc acctgattcc tttctgcctg 



<210> 1875 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1875 

tgggcatggt tgaatctgaa accctccttc tgtggcaact tgtactgaaa 



<210> 1876 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1876 

ggggtggggt ggggtgagag tgtgtggagt aaggacattc agaataaata 



<210> 1877 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1877 

agaagttgtg cgcgtgcttt ctcagcagca tttttccttc aaaatcatct 



<210> 1878 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1878 

cttgccagcc aggagtgcgg acaccatgtt cccagctcag tgccaaagag 



278/1425 



WO 02/057414 PCT/USO 1/47856 



<210> 1879 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1879 

atttggggag agaaaacctt tttaagcatg gtggggcact cagataggag 50 



<210> 1880 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1880 

accctctttc ttgtttgtca gcatctgacc atctgtgact ataaagctgt 50 



<210> 1881 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1881 

tggtcatcca aactcaaact tgagaaaata tcttgctttc aaattgacac 50 



<210> 1882 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1882 

accgaatttg gcaagaatga aatggtgtca taaagatggg aggggagggt 50 



<210> 1B83 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1883 

agcctgtgac attaagcatt ctcacaatta gaaataagaa taaaacccat 50 



<210> 1884 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1884 

aaaaataaaa acaaatactg tgtttcagaa gcgccaccta ttggggaaaa 50 



<210> 1885 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1885 

ttatcacaag ctctgttacc tttatatacg ctgcctcttc aatttggaaa 50 
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<210> 1886 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1886 

gcagaaaata tcctggcagg gaatctggct taaacatgaa atgctgtaat 



<210> 1887 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1887 

tgtgtgcata atagctacag tgcatagttg tagacaaagt acattctggg 



<210> 1888 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1888 

tctcagtggg tggtagcaga gggatcaagc agttatttga tttgtgctct 



<210> 1889 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1889 

gtctatttac ggaactcaaa tacgtgggca ttcaaatgta ttacagtggg 



<210> 1890 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1890 

tgcactttta gaaatgcata tttgccacaa aacctgtatt actgaataat 



<210> 1891 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1891 

gggaggggat taaccaaagg ccaccctgac tttgtttttg tggacacaca 



<210> 1892 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1892 

gcctgcccct gtgtattcac caccaataaa tcagaccatg aaacctgaaa 

<210> 1893 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1893 

aggtgtattt atgttaccgt tctgaataaa cagaatggac cattgaacca 



<210> 1894 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1894 

tgtaatgaat ttgtcgcaaa gacgtaataa aattaactgg tggcacggtc 



<210> 1895 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1895 

tgtcaatgga agttggctgc acttgatgtt tgtttgcatg atgtctacct 



<210> 1896 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1896 

tcgagcacct gtaaacaatt ttctcaacct atttgatgtt caaataaaga 



<210> 1897 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1897 

aactttacta agtaatctca cagcatttgc caagtctccc aatatccaat 

<210> 1898 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1898 

taagatcttt aaactgcttt atacactgtc acgtggcttc atcagctgtg 



<210> 1899 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1899 

aaaaccacta ccctcagaga gagccaaaaa tacagaagag gcggagagcg 

<210> 1900 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1900 

cgagcaagcc tgggaactca ggaaaattca caggacttgg gagattctaa 



<210> 1901 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1901 

ggcttagcta cagtgaagtt ttgcattgct tttgaagaca agaaaagtgc 



<210> 1902 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1902 

acttcaaaat taccttttca tatccatgat cttgagtcca tttgggggat 



<210> 1903 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1903 

caaacacttt tgggccagga tttgagtctc tgcatgacat atacttgatt 



<210> 1904 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1904 

cagactccac caagcctggt cagcccaaac caccagaagc ccagaataaa 



<210> 1905 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1905 

agtgcagaat ctcataggtt gccaataata cactaattcc tttctatcct 



<210> 1906 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1906 

agactgacta cattggaagc tttgagttga cttctgacca aaggtggtaa 50 



<210> 1907 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1907 

ctgggttttg tggtcatcta ttctagcagg gaacactaaa ggtggaaata 50 



<210> 1908 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1908 

gtggtgaggg cagttctgca cccagccaaa cacataacaa taaaaaccaa 50 

<210> 1909 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 1909 

tctgtgtcct aaagatgtgt tctctataaa atacaaacca acgtgcctaa 50 



<210> 1910 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 1910 

ctagtcatag aaatacctca ttcgcctgtg ggaagagaag ggaagcctct 50 



<210> 1911 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1911 

agcagcggct ggatgtgata tgtctagttt aaccagtccc cttgatcttt 50 



<210> 1912 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1912 

tattggagga ctccctccca gctttggaag ggtcatccgc gtgtgtgtgt 50 
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<210> 1913 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1913 

atacaaagca aacaaactca agttatgtca tacctttgga tacgaagacc 



<210> 1914 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1914 

atctaccctc cgattgttcc tgaaccgatg agaaataaag tttctgttga 



<210> 1915 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1915 

catggagact tgaggagggc ttgaggttgg tgaggttagg tgcgtgtttc 



<210> 1916 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1916 

gcccaaagaa gcaaggaacc aaatttaaga ctctcgcatc ttcccaaccc 



<210> 1917 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1917 

ccggagtctg ggattcatcc cgtcatttct ttcaataaat aattattgga 



<210> 1918 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1918 

gcaatggcag ccttggcaaa cgctaaatga aaatcgtgac aacacttgtg 

<210> 1919 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1919 
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agtgttggta gcacttaaga cttatacttg ccttctgata gtattccttt 50 



<210> 1920 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1920 

aactgaggac tgtttgcaat tgacataggc aataataagt gatgtgctga 50 

<210> 1921 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1921 

gggctcagtt ctgccttatc taaatcacca gagaccaaac aaggactaat 50 

<210> 1922 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1922 

ggcatgaaat gagggacaaa gaaagcatct cgtaggtgtg tctactgggt 50 

<210> 1923 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1923 

tcttggaaac ttccattaag tgtgtagatt gagcaggtag taattgcatg 50 

<210> 1924 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1924 

actactcagc atggaaacaa gatgaaattc catttgtagg fcagtgagaca 50 

<210>* 1925 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1925 - 

cactaatgat cctgctaccc tcttgaagac cagcccggta cctctctccc 50 

<210> 1926 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1926 

gtgacctcac ttctggcact gtgactacta tggctgttta gaactactga 



<210> 1927 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1927 

aagccttatt cttcaactaa aagatgagga ttaagagcaa gaagttgggg 



<210> 1928 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1928 

gcactgaatc gtttcatgta agaatccaaa gtggacacca ttaacaggtc 



<210> 1929 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1929 

ggtgctcaca ttccttaaat taaggagaaa tgctggcata gagcagcact 



<210> 1930 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1930 

cttttgttct ctccgtgaaa cttacctttc cctttttctt tctctttttt 



<210> 1931 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1931 

tggtatgtag agcttagatt tccctattgt gacagagcca tggtgtgttt 



<210> 1932 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1932 

tggagataat ctagaacaca ggcaaaatcc ttgcttatga catcacttgt 



<210> 1933 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1933 

gtgcctctgt gctgtgtatg tgaaccaccc atgtgaggga afcaaacctag 



<210> 1934 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1934 

tgcaaacggt tttgtaagtt aacactacac tactcacaat ggtaggggaa 

<210> 1935 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1935 

cctgtgccca gcaggaagga agtcaaataa accacactga ctacctgtgc 

<210> 1936 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1936 

cccaacaatc ccaaggccct ttttatacaa aaattctcag ttctcttcac 

<210> 1937 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1937 

tgtctgtttt aatcatgtat ctggaatagg gtcgggaagg gtttgtgcta 

<210> 1938 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1938 

cacgatggtg gaaacagtgg ggaactactg ctggaaaaag ccctaatagc 

<210> 1939 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1939 

ccctggaggc actgaagtgc ttagtgtact tggagtattg gggtctgacc 
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<210> 1940 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1940 

acaagtttac atgataaaaa gaaatgtgat ttgtcttccc ttctttgcac 



<210> 1941 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1941 

ttgtatgtga ataattctag cgggggacct gggagataat tctacgggga 



<210> 1942 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1942 

atctattcta acgcaaaacc actaactgaa gttcagatat aatggatggt 



<210> 1943 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1943 

gtaacggaac atatccagta ctcctggttc ctaggtgagc aggtgatgcc 



<210> 1944 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1944 

actaatttga tgtttacagg tggacacaca aggtgcaaat caatgcgtac 



<210> 1945 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1945 

tgtgtgtttt agtttcatca cctgttatct gtgtttgctg aggagagtgg 

<210> 1946 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1946 

ttggagctgt tccattgggt cctcttggtg tcgtttccct cccaacagag 
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<210> 1947 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1947 

atttgttgct ctcagactgt gtaaaacaaa atttattcat gttttctgca 50 



<210> 1948 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1948 

ctgaaccatt actgtaattg gctcttaagg cttgaagtaa ccttataggt 50 



<210> 1949 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1949 

gctaagctgc cggttcttaa atccatcctg ctaagttaat gttgggtaga 50 



<210> 1950 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1950 

tgtaaccaat aaatctgtag tgaccttacc tgtattccct gtgctatcct 50 



<210> 1951 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1951 

acattccctt ggatgtagtc tgaggcccct taactcatct gttatcctgc 50 



<210> 1952 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1952 

atttctccct tatctactgt gatgacttca gaagatacaa tggtcccagg 50 



<210> 1953 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1953 

tgtctggagg gggtttgtgc ctgataacgt aataacacca gtggagactt 



<210> 1954 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1954 

acactgcctt ctcaactcca aactgactct taagaagact gcattatatt 



<210> 1955 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1955 

agatgttcca aatttagaaa gcttaaggcg gcctacagaa aaaggaaaaa 



<210> 1956 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1956 

aagtccaact actaaactgg gggatattat gaagggcctt gagcatctgg 



<210> 1957 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1957 

atccacctcc ctcccctaga gctattctcc tttgggtttc ttgctgctgc 



<210> 1958 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1958 

aaaaggccac agcaatctgt actacaatca actttatttt gaaatcatgt 



<210> 1959 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1959 

gattagttac cattgaaatt ggttctgtca taaaacagca tgagtctggt 



<210> 1960 
'<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 1960 

aaaaatacac atcacaccca tttaaaagtg atcttgagaa ccttttcaaa 



<210> 1961 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1961 

acagcaacag ctattaaatc agcaagtttt ggagcaaaga caacagcagt 



<210> 1962 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1962 

tgaccagggc agtgaaaatg aaaccgcatt ttgggtgcca ttaaataggg 



<210> 1963 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1963 

caatttcttt attagagggc cttattgatg tgttctaagt ctttccagaa 



<210> 1964 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1964 

agagctgaaa tgtcaggaac aaaaagaaga acagctgcag gaaggggtgc 



<210> 1965 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1965 

ggtaataaga gcagtagcag cagcatctct gaacatttct ctggatttgc 



<210> 1966 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1966 

agagtttgga aaaagcctgt gaaaggtgtc ttctttgact taatgtcttt 

<210> 1967 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1967 

gtatggtaga ttcaaatgaa ccactgaaaa ggcatttagt ttcttgtccc 



<210> 1968 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1968 

agctatggaa tcaattcaat ttggactggt gtgctctctt taaatcaagt 



<210> 1969 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1969 

gctcttaagt tgtggagagt gcaacagtag cataggaccc taccctctgg 



<210> 1970 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1970 

gaatttggtg gtgtcaattg cttatttgtt ttcccacggt tgtccagcaa 



<210> 1971 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1971 

aaaacagcca aaactccaca gtcaatatta gtaatttctt gctggttgaa 



<210> 1972 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1972 

tagcatttgt ttaagggtga tagtcaaatt atgtattggt ggggctgggt 



<210> 1973 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1973 

gcagatgaga cagcaaccat tgtagaattt ctgaacagat ggattacctt 
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<210> 1974 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1974 

tctaatttct gaaatgtgca gctcccattt ggccttgtgc ggttgtgttc 



<210> 1975 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1975 

accagagtac gttggaaaac ttcttggaaa ggctaaagac gatcatgaga 



<210> 1976 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1976 

tgaggacttt tcgaccaatt caaccctttg ccccaccttt attaaaatct 



<210> 1977 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1977 

gctggcccat aaacaccctg taggttcttg atatttataa taaaattggt 



<210> 1978 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1978 

cccagggagt tgtgtctgta atcggcctac tattcagtgg cgagaaataa 



<210> 1979 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1979 

tgatcttggc tgtatttaat ggcataggct gacttttgca gatggaggaa 

<210> 1980 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1980 
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ttgttgacaa ctgtgactgt acccaaatgg aaagtaactc atttgttaaa 



<210> 1981 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1981 

gtcaagattg tgttttgagg tttccttcag acagattcca ggcgatgtgc 



<210> 1982 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1982 

tcaccagtcc ctccccaaat gctttccatg agttgcagtt ttttcctagt 



<210> 1983 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1983 

tactttgggg acttgtaggg atgcctttct agtcctattc tattgcagtt 



<210> 1984 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1984 

ccatcggtga aactaacaga taagcaagag agatgttttg gggactcatt 



<210> 1985 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1985 

agctcctctt cctggcttct tactgaaagg ttaccctgta acatgcaatt 



<210> 1986 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1986 

caccaggaac ctgctttagt gggggatagt gaagaagaca ataaaagata 



<210> 1987 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 1987 

ggctacagaa agaagatgcc agatgacact taagacctac ttgtgatatt 



<210> 1988 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1988 

gcatttccac accaagcagc aacagcaaat cacgaccact gatagatgtc 

<210> 1989 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1989 

tccccaaacc ataaaaccct atacaagttg ttctagtaac aatacatgag 

<210> 1990 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1990 

gcttccggtc cttagccttc ccaggtggga ctttaggcat gattaaaata 



<210> 1991 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1991 

tgctattgcc ttcctatttt gcataataaa tgcttcagtg aaaatgcagc 



<210> 1992 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1992 

ggaagaagag ggagagatgg agcaaagtga gggccgagtg agagcgtgct 

<210> 1993 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1993 

atccagcccc acccaatggc cttttgtgct tgtttcctat aacttcagta 

<210> 1994 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 1994 

ctcagctaaa aggccacccc tttatcgcat tgctgtcctt gggtagaata 



<210> 1995 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1995 

accttatgaa ctacagtgga gctacactca ttgaaatgta atttcagttc 



<210> 1996 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1996 • 

tccagggcaa tcaatgttca cgcaacttga aattatatct gtggtcttca 



<210> 1997 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1997 

gccagatttg gggcatttgg aaagaagttc attgaagata aagcaaaagt 



<210> 1998 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1998 

ctgcaccctt cccccagcac catttatgag tcfccaagttt tattattgca 



<210> 1999 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 1999 

ttttgaagaa gggaaattca cactgtgcgt tttgagtatg caagaagaat 



<210> 2000 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2000 

tgttgtgact ttttagccag tgactttttc tgagcttttc atggaagtgg 
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<210> 2001 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2001 

acttcacaca gacaagtggc taagtgtcca ttatttacct tgaacaatca 50 

<210> 2002 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2002 

acagccaact ggaaagatat aaaagtttgg gtctgtctcc tctccttcag 50 



<210> 2003 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2003 

attaaagcac caaattcatg tacagcatgc atcacggatc aatagactgt 50 



<210> 2004 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2004 

atggaaattg tatttgcctt ctccactttg ggaggctccc acttcttggg 50 

<210> 2005 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2005 

tcagagggaa agtaaatatt tcaggcatac tgacactttg ccagaaagca 50 

<210> 2006 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2006 

gtgtaacaca gtgccttcaa taaatggtat agcaaatgtt ttgacatgaa 50 

<210> 2007 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2007 

tgggactatt acatccacat gatacctctg atcaagtatt tttgacattt 50 
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<210> 2008 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2008 

cattcgtatg agaagcggct tttctgaaaa gggatccagc acacctcctc 



<210> 2009 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2009 

cttcagactg aacatgtaca ctggtttgag cttagtgaaa tgacttccgg 



<210> 2010 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2010 

tttaaatgtt tgtgttaata cacattaaaa catcgcacaa aaacgatgca 



<210> 2011 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2011 

gcaaccttgc atccatctgg gctaccccac ccaagtatac aataaagtct 



<210> 2012 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2012 

tgctggtggg gaaagactta aaagtggatt aaagacctgc gtattgatga 



<210> 2013 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2013 

aggggcgctc gcttccgcat cctagtctct atcattaaag ttctagtgac 



<210> 2014 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2014 

agctgatcct cgggaagaac aaagctaaag ctgccttttg tctgttattt 



<210> 2015 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2015 

cacaggccca tggactcact tttgtaacaa actcctacca acactgacca 



<210> 2016 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2016 

aggaggagtt tctattaaaa tctgtcactt gagtgatgtc atttaagtcc 



<210> 2017 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2017 

cctgtgcaat agacacatac atgtcacatt tagctgtgct cagaagggct 



<210> 2018 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2018 

cctgtgcaat agacacatac atgtcacatt tagctgtgct cagaagggct 



<210> 2019 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2019 

tgcacctgtt actgttgggc tttccactga gatctactgg ataaagaata 



<210> 2020 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2020 

aagaaggagc ttaatgccag gaacagattt tgcagttggt ggggtctcaa 



<210> 2021 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2021 

agggctacct gcgatctgtg tttgctctga cgaatggaat ttatcctcac 50 



<210> 2022 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2022 

ccatgattat tttfcctaagc tggttggtta ataaacagta cctgctctca 5 0 



<210> 2023 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2023 

aaaggctaaa gaacttgcca ctaaactggg ttaaatgtac actgttgagt 50 



<210> 2024 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2024 

ggaaccaaga ctgtgcagga gaaagagaac tagtgctgag ggcctcaata 50 

<210> 2025 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2025 

tggttccagc agaagtatga tgggatcatc cttcctggca aataaattcc 5 0 

<210> 2026 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2026 

ttggttgttt ggttagtgac tgatgtaaaa cggttttctt gtggggaggt 50 

<210> 2027 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2027 

atgctggcag cattgcatga ttctccagta tatttgtaaa aaataaaaaa 50 ■ 

<210> 2028 



300/1425 



WO 02/057414 



PCT/US01/47856 



<211> 
<212> 
<213> 



50 
DNA 

Homo sapiens 



<400> 2028 

cgggccagcc gaggctacaa aaactaaccc tggatcctac tctcttatta 



50 



<210> 2029 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2029 

acctcccact ttgtctgtac atactggcct ctgtgattac atagatcagc 50 



<210> 2030 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2030 

ttcaactaaa gcgccacctg ctccacccag agaagcacac tttgtgagaa 50 



<210> 2031 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2031 

ttggaaatca tagtcaaagg gcttccttgg ttcgccactc atttatttgt 50 



<210> 2032 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2032 

ttggaaatca tagtcaaagg gcttccttgg ttcgccactc atttatttgt 50 

<210> 2033 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2033 

cctgatggag agaagaaggc atatgttcga ctggctcctg attacgatgc 5 0 

<210> 2034 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2034 

cagaagaaac tgaagaaaca aaaacttatg gcacgggagt aaattcagca 50 
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<210> 2035 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2035 

gtttcagctc cccgagttgg tggaaaacgc taaactggca gattagattt 



<210> 2036 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2036 

ctcctgttgg gtaagggtgt tgagtgtgac ttgtgctgaa aacctggttc 

<210> 2037 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2037 

gaacaagtgg ttcttccaga aactgcggtt ttagatgctt tgttttgatc 



<210> 2038 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2038 

ggcttgaagc cacatggagg gagtttcatt aaatgctaac tacttttaaa 

<210> 2039 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2039 

atctacagac agtcaatgtg gatgagaact aatcgctgat caaataacgt 

<210> 2040 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2040 

gcgcagtgaa gaaaatgagt aggcagctca tgtgcacgtt ttctgtttaa 

<210> 2041 

<211> -50 

<212> DNA 

<213> Homo sapiens 

<400> 2041 
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caatcttcct gctaaggcca ttggacacag aatccgagtg atgctgtacc 



<210> 2042 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2042 

ggcagctgtt gcagcatcca gttcatctta agaatgtcaa cgattagtca 

<210> 2043 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2043 

agacgctcct ctactctttg gagacatcac tggcctataa taaatgggtt 

<210> 2044 

<211> 50 

<212> DNA 

<:213> Homo sapiens 

<400> 2044 

tctgttatga acacgttggt tggctggatt cagtaataaa tatgtaaggc 

<210> 2045 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2045 

tgagaagaag gaggagtctg aagagtcaga tgatgacatg ggatttggcc 

<210> 2046 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2046 

gctaaagttg aacgagctga tggatatgaa ccaccagtcc aagaatctgt 

<210> 2047 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2047 

gctggccacc aaacagagca gtggctaaat tgcagtagca gcatatcttt 

<210> 2048 

<211> 50 

<212> DNA 

<213> Homo sapiens 



303/1425 



WO 02/057414 



<400> 2048 

gccaagtcca accgctgatt ttcccagctg ctgcccaata aacctgtctg 



<210> 2049 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2049 

tggfcgtctat aagaagctca cgggcaagga tgttaatttt gaattcccag 



<210> 2050 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2050 

aggctggaca tcggcccgct ccccacaatg aaataaagtt attttctcat 



<210> 2051 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2051 

catctacagc ctctgccctg gtcgcataaa tttgtctgtg tactcaagca 



<210> 2052 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2052 

ctaccagaaa tcctaccgat aagcccatcg tgactcaaaa ctcacttgta 

<210> 2053 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2053 

ctcggggacc tgtttgaatt ttttctgtag tgctgtatta ttttcaataa 



<210> 2054 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2054 

gctgccaaca agaagcatta gaacaaacca tgctgggtta ataaattgcc 

<210> 2055 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2055 

gatggcatcg tctcaaagaa cttttgactg gagagaatca cagatgtgga 5 0 

<210> 2056 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2056 

gatggcatcg tctcaaagaa cttttgactg gagagaatca cagatgtgga 50 

<210> 2057 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2057 

ccaatgtttc tcttttggcc ctatacaaag gcaagaagga aagaccaaga 5 0 

<210> 2058 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2058 

ctggcaaaaa gccgaaggag taaaggtgct gcaatgatgt tagctgtggc 50 

<210> 2059 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2059 

tggtgaagat gcatgaatag gtccaaccag ctgtacattt ggaaaaataa 50 

<210> 2060 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2060 

gccagtgttt ccgtcagtac gcgaaggata tcggtttcat taagttggac 50 

<210> 2061 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2061 

gagtgataac tcatgagaag tactgatagg acctttatct ggatatggtc 50 
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<210> 2062 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2062 

ggtgattctt ctctgttgaa ctgaagtttg tgagagtagt tttcctttgc 



<210> 2063 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2063 

tgtgtgttga tcccaagaca atgaaagttt gcactgtatg ctggacggca 



<210> 2064 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2064 

ggggaaggtg tttttagtac aagacatcaa agtgaagtaa agcccaagtg 



<210> 2065 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2065 

aggaaaacat ccaaaacaac aagcaagaaa ccgaagaaga catcttttga 

<210> 2066 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4.00> 2066 

agctgccacc tcagtctctt ctctgtatta tcatagtctg gtttaaataa 



<210> 2067 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2067 

ggaggcagcc agggcttacc tgtacactga cttgagacca gttgaataaa 

<210> 2068 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2068 

agcaaagatt tcagtagaat tttagtcctg aacgctacgg ggaaaatgca 
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<210> 2069 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2069 

tggtggtatt cagtggtcca ggattctgta atgctttaca caggcagttt 50 



<210> 2070 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2070 

tgcttttatg tgtcccttga taacagtgac ttaacaatat acattcctca 50 



<210> 2071 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2071 

ttgtttcaaa atgctgtttc atttttataa agtaccagtg tttagctgct 50 



<210> 2072 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2072 

agagatggac aagagcagcc aggagaccca gcgatctgag cataaaactc 50 



<210> 2073 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2073 

tgaaagagaa agactgatta cctcctgtgt ggaagaagga aacaccgagt 50 



<210> 2074 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2074 

ggaatacctc agaagagatg cttcattgag tgttcattaa accacacatg 50 



<210> 2075 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2075 

accatgatac tttaattaga agcttagcct tgaaattgtg aactcttgga 50 



<210> 2076 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2076 

accatgatac tttaattaga agcttagcct tgaaattgtg aactcttgga 50 



<210> 2077 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2077 

gcctctgccc tggtttggct atgtcagatc caataaacat cctgaacctc 50 



<210> 2078 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2078 

tgccttttct accccatccc tcacagcctc ttgctgctaa aatagatgtt 50 



<210> 2079 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2079 

ggccaggccc aagtaagtgt accttgtact ttataaataa acctcaagca 50 



<210> 2080 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2080 

gccgaattgt ctttggtgct tttcacttgt gttttaaaat aaggattttt 50 



<210> 2081 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2081 

cccctgccag agggagttct tcttttgtga gagacactgt aaacgacaca 50 



<210> 2082 
<211> 50 
<212> DNA 
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< 2 1 3 > Homo sapiens 
<400> 2082 

agaagtcccc catgtggata tttcttatac taattgtatc ataaagccgt 50 



<210> 2083 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2083 

gggcaggagc atggggtgct tggttgtttc cttcctaata aaataaacgc 50 



<210> 2084 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2084 

atgcatttgg tatgaatctg tggttgtatc tgttcaattc taaagtacaa 50 



<210> 2085 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2085 

ttctctaggt tactgttggg agcttaatgg tagaaacttc cttggtttca 50 



<210> 2086 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2086 

cctcccagca acccactacc tctggtacct gtaaaggtca aacaagaaac 50 



<210> 2087 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2087 

ccgtgtctgt ttgtaggcgg agaaaccgtt gggtaacttg ttcaagatat 50 

<210> 2088 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2088 

tgagggtgag ggcaggctga ggcaacgagt gggaggttca aacaagagtg 50 

<210> 2089 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2089 

cccaaacaat ctgtggatgg aaaagcacca cttgctactg gagaggatga 50 

<210> 2090 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2090 

aatcaacttc aaggagcacc ttcattagta cagcttgcat atttaacatt 50 

<210> 2091 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2091 

aggcgatgat attctcacca tcctgactga agtgaactat gaagtaagca 50 

<210> 2092 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2092 

tgacgacctg gtagaatctc tctaaccatt tgaagttgat ttctcaatgc 50 



<210> 2093 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2093 

gctgcgaaag acccacatgc tacaagacgg gcaaaataaa gtgacagatg 50 

<210> 2094 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2094 

cgcccatgat gggagggatt gacatgtttc aacaaaataa tgcacttcct 50 



<210> 2095 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2095 

tctttcagat agcaggcagg gaagcaatgt agtgtggtgg gcagagcccc 5 0 
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<210> 2096 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2096 

caggaggatg gcaaagagag tcgcatctca gtgcaggaga gacagtgagg 50 



<210> 2097 

<2U> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2097 

gggggtagtg gtggcaggac aagagaaggc attgagcttt ttctttcatt 50 



<210> 2098 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2098 

gccatgaagg agcaagtttt gtatttgtga cctcagcttt gggaataaag 50 



<210> 2099 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2099 

gctacttgtt tacattgtac actgcgacca ccttgccgct tttcatcaca 50 



<210> 2100 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2100 

accaagtttc aggggacatg agttttccag cttttataca cacgtatctc 50 



<210> 2101 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2101 

ggcaaatgag gaacagggca atagtatgat gaatcttgat tggagttggt 50 



<210> 2102 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2102 
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\V0 02/057414 



tgttcttcat ctaagccttc tggttttatg ggtcagagtt ccgactgcca 



<210> 2103 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2103 

tataccatga gatgagatga ccaccaatca tttccttggg gggagggggt 

<210> 2104 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2104 

cctaggaaat cacaggcttc tgagcacagc tgcattaaaa caaaggaagt 

<210> 2105 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2105 

aaatgtaacc ttttgctttc caaattaaag aactccatgc cactcctcaa 

<210> 2106 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2106 

acacacatac acacacccca aaacacatac attgaaagtg cctcatctga 

<210> 2107 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2107 

gaccctatcc tcccaccgcc tccgttaaca cgatcctgaa taaatcttga 

<210> 2108 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2108 

acagcaaagc ccattggcca gaaaggaaag acaataattt tgttttttca 

<210> 2109 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2109 

aaggagtaaa gatttgcctt taaataactt ggtattttcc tggctttcgt 



<210> 2110 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2110 

ggcctcgttt acttttaaaa aatgaaattg ttcattgctg ggagaagaat 



<210> 2111 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2111 

tcaactaatg atttagtgat caaattgtgc agtactttgt gcattctgga 



<210> 2112 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2112 

taggtttctg acttttgtgg atcattttgc acatagcttt atcaactttt 



<210> 2113 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2113 

aaatcagtac tttttaatgg aaacaacttg acccccaaat ttgtcacaga 

<210> 2114 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2114 

agatcttcaa gtgaacatct cttgccatca cctagctgcc tgcacctgcc 

<210> 2115 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2115 

caggaggggg gagggaaggg agccaaggga tggacatctt gtcatttttt 

<210> 2116 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2116 

gcaagtatgc tgctctctct gttgatggtg aagatgaaaa tgagggagaa 



<210> 2117 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2117 

ttgtgggtgt gaaacaaatg gtgagaattt gaattggtcc ctcctattat 



<210> 2118 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2118 

aaagggaaaa agacctcgtg gagaattttt actggggatt cttgaacttg 



<210> 2119 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2119 

aaatgtattt actatgcgtg tttccagcag ttggcattaa agtgcctttt 



<210> 2120 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2120 

atttgcatta ctctggtgga ttgttctagt actgtattgg gcttcttcgt 



<210> 2121 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2121 

gaggaggtct cttctatgcc accggcctct gccagctttg caccagcgtg 



<210> 2122 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2122 

gctagatccc cggtggtttt gtgctcaaaa taaaaagcct cagtgaccca 
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<210> 2123 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2123 

tttgaagagc cattttggta aacggttttt attaaagatg ctatggaaca 

<210> 2124 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2124 

gtcaggattg cgagagatgt gtgttgatac tgttgcacgt gtgtttttct 

<210> 2125 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2125 

catgcagcta tttcaaagtg tgttggatta attaggatca tccctttggt 



<210> 2126 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2126 

taatggcccc ttaccctggg tgaagcactt acccttggaa cagaactcta 

<210> 2127 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2127 

aaggcctcat cctggggagg atacgtaggc acacagaggg gagtcaccag 

<210> 2128 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2128 

tggggtaagt ggagttggga aatacaagaa gagaaagacc agtggggatt 

<210> 2129 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2129 

acctagcgga caatgatgga gagatctatg atgatattgc tgatggctgc 
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<210> 2130 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2130 

gtgatggtgt agccctccca ctttgctgtt ccttacttta ctgcctgaat 



<210> 2131 

<2il> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2131 

gcctctactt ctgtctcaaa atggctccaa atgatttctg tactgcaaaa 



<210> 2132 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2132 

tctccttcca cagtttattt cctcgcttcc tttgcatcta aacctttctt 



<210> 2133 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2133 

acactgttgc cctggctgta ttcataagat tccagctcct tcaggtgttt 



<210> 2134 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2134 

gtcaatattc tgcaatttca gccccatttg tactacgtgc gagacagcct 



<210> 2135 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2135 

ggcgggactg ggcggggcgg ggcatcagaa ctcaggtgtt ttttatttac 



<210> 2136 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2136 

ttccttttgc tctttgtggt tggatctaac actaactgta ttgttttgtt 



<210> 2137 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2137 

acgtcttcca aataaattat gtgttggtgc catcgcacat gctcaataaa 



<210> 2138 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2138 

aggtggtgtt cagtgtcaga cctcttaatg gccagtgaat aacactcact 



<210> 2139 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2139 

ctgagactgg ctgctgactt tgagaactct gtgagacaag gtccttaggc 



<210> 2140 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2140 

gcagggaagc tttgcatgtt gctctaaggt acatttttaa agagttgttt 



<210> 2141 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2141 

cgaaccaaag ctagaagcaa atgtcgagat aagagagcag atgttggaga 



<210> 2142 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2142 

ggaaggaaaa gagtgctgag aaatggctct gtataatcta tggctatccg 



<210> 2143 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2143 

accaaggcta gaaccacctg cctatatttt ttgttaaatg atttcattca 



<210> 2144 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2144 

cctctgccaa agtactctta ggtgccagtc tggtaactga actccctctg 



<210> 2145 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2145 

aaaataatgc accactttta acagaacaga cagatgagga cagagctggt 



<210> 2146 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2146 

gaattggggg atagatctat aatgttcact gttcaaaacg aagactagct 



<210> 2147 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2147 

ccgtttgctt tcagaaaatg ttttagggta aatgcataag actatgcaat 



<210> 2148 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2148 

cccaaattct ttcagtggct acctacatac aattccaaac acatacagga 



<210> 2149 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2149 

aaattaataa gtcacaagaa aaacaaaagt gccagaagat gtccagccac 



<210> 2150 
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PCT/US01/47856 



<211> 
<212> 
<213> 



50 
DNA 

Homo sapiens 



<400> 2150 

agaggctcct aactgggcaa ctcaagattc tggcttctac tgaagaacca 



50 



<210> 2151 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2151 

ggttttctac tgttatgtga gaacattagg ccccagcaac acgtcattgt 50 

<210> 2152 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2152 

cagcttctgc cacttcccag gtaagcagga ggaggtgcca acagtgttag 50 

<210> 2153 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2153 

accatttttg ttactctctt ccacatgtta ctggataaat tgtttagtgg 50 



<210> 2154 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2154 

gtgccactaa cggttgagtt ttgactgctt ggaactggaa tcctttcagc 50 

<210> 2155 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2155 

tctccaccac catctcccct ctacttctca tttcctaact ctctgctgaa 50 



<210> 2156 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2156 

ggtgttggac ttaaatcagt tgaaatgtat ttctgtacca caatttacgc 50 
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<210> 2157 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2157 

cccttccgct gttcctgaaa taacctttca taaagtgctt tgggtgccat 



<210> 2158 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2158 

ttctcatgta taaaactagg aatcctccaa ccaggctcct gtgatagagt 



<210> 2159 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2159 

agacacgtct atcagcttat tccttctcta ctggaatatt ggtatagtca 



<210> 2160 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2160 

tgtctggtaa caagatgtga ctttttggta gcactgttgt ggttcattct 



<210> 2161 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2161 

tcctctttcc agtggatcat aagacaatgg accctttttg ttatgatggt 



<210> 2162 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2162 

actgttttgt atacttgttt tcagttttca tttcgacaaa caagcactgt 



<210> 2163 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2163 
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acatagtttt tatttttgtg tctgtgaaag tgccaagaac ccctccccac 50 



<210> 2164 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2164 

tcacctggac ttaagcgtct ggctctaatt cacagtgctc tttctcctca 50 



<210> 2165 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2165 

agatgcctgg cagggctggg tggcgattca taaagacctc gtgttgattc 50 



<210> 2166 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2166 

ggatagtcag gagcgtcaat gtgcttgtac atagagtgct gtagctgtgt 50 



<210> 2167 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2167 

ttgtgaaata tcttgttact gcttttattt agcagactgt ggactgtaat 50 



<210> 2168 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2168 

ctggaggacc tgttgatgct agttcagagt atcaccaaga gctggagagg 50 



<210> 2169 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2169 

gctgcacaag agccttgatt gaagatatat tctttctgaa cagtatttaa 50 



<210> 2170 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2170 

ttgcctttat aaaaacttgc tgcctgacta aagattaaca ggttatagtt 



<210> 2171 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2171 

tggttctgct ttttgacctc tctctacctt ttcagggtaa tctttgtggc 



<210> 2172 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2172 

cctgtccttg tgtttgtgtg tgctaacaga aataagttgc agtatggtcg 



<210> 2173 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2173 

aaaagtgttg gttttctgcc atcagtgaaa attcttaaac ttggagcaac 



<210> 2174 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2174 

agggtttggc tgtgtctaaa ctgcattacc gcgttgtaaa aaatagctgt 



<210> 2175 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2175 

cctaggctgc gctccagcac tgcggggcfct ttctgcaata aagtcacgag 



<210> 2176 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2176 

ggcagcacag agacccccgg aacaagccta aaaattgttt caaaataaaa 



<210> 2177 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2177 

aagtcttttc cacaaaccac catctatttt gtgaactttg ttagtcatct 



<210> 2178 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2178 

tggcaagttg gaaaatatgt aactggaatc tcaaaagttc tttgggacaa 



<210> 2179 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2179 

tctgcttatg gcacaatttg cctcaaatcc attccaagtt gtatatttgt 



<210> 2180 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2180 

ccattgttgt caaatgccca gtgtccatca gatgtgttcc tccattttct 



<210> 2181 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2181 

gctgcctctg taaattcatg tattcaaagg aaaagacacc ttgcctataa 



<210> 2182 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2182 

tcaagtcagc aacagagcaa aataaaggtt agataagtcc ttgtgtagca 



<210> 2183 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2183 

cttgccttaa gctaccagat tgcttttgcc accattggcc atactgtgtg 
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<210> 2184 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2184 

tggttttgaa tgcaattagg ttatgctatt tggacaataa actcaccttg 



<210> 2185 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2185 

tgcaaggttt aggctggtgg cccaggacca tcatcctact gtaataaaga 



<210> 2186 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2186 

gtgtggtcgg ggtgagaacc caagcgttgg aactgtagac ccgtcctgtc 



<210> 2187 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2187 

agcagcagtg acataaaatt ccatgttaga taagcatatg ttacttacct 



<210> 2188 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2188 

ctccacaata aggtcaatgc cagagacgga agcctttttc cccaaagtct 



<210> 2189 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2189 

tggaggtatt caatatcctt tgcctcaagg acttcggcag atactgtctc 

<210> 2190 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2190 

ggtgcccacc attcttggcc tgttacttac ctgagatgag ctcttttaac 
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<210> 2191 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2191 

ttaagaagaa atacccacta acaaagaaca agcattagtt ttggctgtca 



<210> 2192 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2192 

gcaagacata gaatagtgtt ggaaaatgtg caatatgtga tgtggcaaat 

<210> 2193 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2193 

gggcggcccg gagccagcca ggcagtttta ttgaaatctt tttaaataat 



<210> 2194 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2194 

ctgattgtag cagcctcgtt agtgtcaccc cctcctccct gatctgtcag 



<210> 2195 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2195 

agagaacact ggacaacatt ttactactga gggaaatagc caaaaaggca 



<210> 2196 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<4O0> 2196 

catgggggca acagccaaaa taggggggta atgatgtagg ggccaagcag 

<210> 2197 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2197 

ttctggaaga tggtcagcta tgaagtaata gagtttgctt aatcatttgt 



<210> 2198 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2198 

gggtggctct gatatagtag ctctggtgta gtttctgcat ttcaagaaga 



<210> 2199 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2199 

ttccagtcag tttttctctt aagtgcctgt ttgagtttac tgaaacagtt 



<210> 2200 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2200 

aaggaccaag gagatgaagc aaacacatta agccttccac actcacctct 



<210> 2201 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2201 

aggtgcagcc tctggaagtg gatcaaacta gaactcatat gccatactag 



<210> 2202 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2202 

acttaaaagt ttagggtttt ctctfcggttg tagagtggcc cagaattgca 



<210> 2203 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2203 

gtcttgtgac tagtgctgaa gcttattaat gctaagggca ggcccaaatt 



<210> 2204 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2204 

ccagagctgc tattagaagc tgcttcctgt gaagatcaat cttcctgagt 50 



<210> 2205 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2205 

tcctctttct cccagcttca aatgcacaat tcatcattgg gctcacttct 50 



<210> 2206 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2206 

cagcttcacc ctgtcaagtt aacaaggaat gcctgtgcca ataaaaggtt 50 



<210> 2207 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2207 

ctcgaatcat tgaagatccg agtgtgattt gaattctgtg atattttcac 50 



<210> 2208 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2208 

cttcatctgg aagaagaggc aagggggcag gagaccaggc tctagctctg 50 



<210> 2209 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2209 

agactttgcc attgttgcca ttgttttctt ttgtacctga agcattttga 50 



<210> 2210 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2210 

aaaagtaggg gaggggctgg gtctgcaaat taataaatag aagagggggt 50 

<210> 2211 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2211 

gtcgcaaagg ggataatctg ggaaagacac caaatcatgg gctcacttta 



<210> 2212 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2212 

tcagtaaaca aattctttca caaggtacaa aatcttgcat aagctgaact 



<210> 2213 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2213 

gttttactta ggacaagttg taccttgccc tctctccagc tctgctccca 



<210> 2214 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2214 

actggcttcc atcagtggta actgctttgg tctcttcttt catctgggga 



<210> 2215 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2215 

tggatgtggc tgctttcaac aagatctaaa atccatcctg gatcatggca 



<210> 2216 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2216 

fc 9"fcggtgtat atccttccaa aaaattaaaa cgaaaataaa gtagctgcga 



<210> 2217 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2217 

gtcttccatg tgaacagcat aagtttggag cactagtttg attattatgt 



328/1425 



WO 02/057414 



PCT/US01/47856 



<210> 2218 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2218 

gcccacaccc acactctcca gcatctggca caataaacat tctctgtttt 50 

<210> 2219 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2219 

agctgtttcc tgggtaaatc tagagtgggg ttttggttct ttattttccc 50- 



<210> 2220 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2220 

gcaggagaca ttggtattct gggcagcttc ctaatatgct ttacaatctg 5 0 

<210> 2221 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2221 

tggttttcat atcaaaagat catgttggga ttaacttgcc tttttcccca 50 



<210> 2222 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2222 

atctacaagc ggagaaagtg acctagagat tgcaagggcg gggagaggag 50 



<210> 2223 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2223 

tgtttaaatg gcttggtgtc tttcttttct aattatgcag aataagctct 50 



<210> 2224 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2224 
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aaaactgtac tttgattcac atgttttcaa atggagttgg agttcattca 



<210> 2225 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2225 

tccatcagag ctggtctgca cactcacatt atcttgctat cactgtaacc 



<210> 2226 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2226 

gacactttcg agctcccagc tccagcttcg tctcaccttg agttaggctg 



<210> 2227 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2227 

tgttggggtt tcctttacct tttctataag ttgtaccaaa acatccactt 



<210> 2228 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2228 

aggagtcttt tacccggtgt gctttgccgc agtcatccaa aataaattca 



<210> 2229 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2229 

tagggagccg caccttgtca tgtaccatca ataaagtacc ctgtgctcaa 



<210> 2230 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2230 

gctgtatata aacgtgtccc gagcttagat tctgtatgcg gtgacggcgg 



<210> 2231 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2231 

tgtcttatgt gtcaaaagtc ctaggaaagt ggttgatgtt tcttatagca 



<210> 2232 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2232 

gctgaatgac atattttatc ttgttcttta aaatcacaac acagagctgc 

<210> 2233 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2233 

tgtctctctc tctttttctt ttctatggag caaaacaaag ctgatttccc 



<210> 2234 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2234 

cagtgtactg caaggaagct ggatgcaaga tagatactat attaaactgt 

<210> 2235 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2235 

tgtattgtat gcaaatctgt gattgttggc agtgtcatct ctgagaaaca 

<210> 2236 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2236 

9999tgtttg tgtgtgtgcg cgtgtgcgtt tcaataaagt ttgtacactt 



<210> 2237 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2237 

tttagtattt ttcccccagg ccagatcatt cgtgagtgtg cgagtgtgtg 

<210> 2238 . 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2238 

tgctttgttt aaaggactgc agaccaagga gtcgagcttt ctctcagagc 



<210> 2239 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2239 

accttatttc cactctggtg gataagttca ataaaggtca tatcccaaac 



<210> 2240 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2240 

aatgttgtct gtcttctgtg ctgttcctgt aagtttgcta ttaaaataca 



<210> 2241 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2241 

accttcctca tttcacagat aaggaatctt tggggattaa ccaacctcct 



<210> 2242 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2242 

agatacctcc ccaccaccaa ttgccaaagg tccaataaaa tgcctcaacc 



<210> 2243 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2243 

gcaatccaca atcfcgacatt ctcaggaagc ccccaagttg atatttctat 



<210> 2244 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2244 

tctcaggctg cgtgcagcaa cagtgcccag ggctctgatg agtctctcat 
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<210> 2245 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2245 

gcctccaacc atgttccctt cttcttagca ccacaaataa tcaaaaccca 50 

<210> 2246 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2246 

ctcatcttca acttttgtgc tcccctttgc ctaaacccta tggcctcctg 50 



<210> 2247 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2247 

tgggggttgt aaattggcat ggaaatttaa agcaggttct tgttggtgca 50 

<210> 2248 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2248 

tgtgtgtatg gtagcacagc aaacttgtag gaattagtat caatagtaaa 50 

<210> 2249 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2249 

cctgcctggc tctctcttcc taccctcctt ccacatgtac ataaactgtc 50 



<210> 2250 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2250 

agatgggaat gaagcttgtg tatccattat catgtgtaat caataaacga 5 0 

<210> 2251 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2251 

ttaagatttt tctcaaagtt ttgaaaagct attagccagg atcatggtgt • 50 
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<210> 2252 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2252 

tgcggctagt tcagagagat ttttagagct gtggtggact tcatagatga 50 



<210> 2253 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2253 

ccattttgcc tttctgacat ttccttggga atctgcaaga acctcccctt 50 



<210> 2254 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2254 

ttccgtttgg tagactcctt ccaatgaaat ctcaggaata attaaactct 50 



<210> 2255 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2255 

ggcagagaag gaggagtatg agcatcagaa gagggagctg gagcaaatct 5 0 



<210> 2256 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2256 

agcagccttt ctgtggagag tgagaataat tgtgtacaaa gtagagaagt 50 



<210> 2257 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2257 

aatgataact aatgacatcc agtgtctcca aaattgtttc cttgtactga 50 



<210> 2258 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2258 

tccctctggg actggacaat tgcttcaagc attcttcaac cagcagatgc 



<210> 2259 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2259 

cggctacatg cctcagtgaa ggactagtag ttcctgctac aacttcagca 



<210> 2260 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2260 

catgagtcaa gagcatcctg cttctaccat gtggatttgg tcacaaggtt 



<210> 2261 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2261 

gtcagaggtc ctgtctggat ggaggctgga ggctcccccc tcaacccctc 



<210> 2262 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2262 

cctgatacac aattatgacc agaaaatatg gctccatgaa ggtgctactt 



<210> 2263 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2263 

attcaattcc agagtagttt caagtttcac atcgtaacca ttttcgcccg 

<210> 2264 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2264 

tggaaatgtc atctaaccat taagtcatgt gtgaacacat aaggacgtgt 

<210> 2265 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 2265 

aattcccaga tttgaagaca aaaatactct aattctaacc agagcaagct 

<210> 2266 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2266 

tggcagctac ccccttcttg agagtccaag aacctggagc agaaataatt 



<210> 2267 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2267 

ttccttcagg atgatctaga gcagcatgga gctgttggta gaatattagt 



<210> 2268 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2268 

tgccaagcac agtgcctgca tgtatttatc caataaatgt gaaattctgt 

<210> 2269 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2269 

accactgtat gtttacttct caccatttga gttgcccatc ttgtttcaca 



<210> 2270 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2270 

ggctgagggt tctgctgtcc tgtgccaccc cattaaagtg cagttcctcc 

<210> 2271 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2271 

accatccaat cggacaagct ttcagaacct tattgaagga tttgaagcac 

<210> 2272 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2272 

agtctctaaa gagtttattt taagacgtgt ttgtgtttgt gtgtgtttgt 5 0 



<210> 2273 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2273 

tggaagacta aagaggtgca atgtgatctg agcctccatc attgtcctcc 50 

<210> 2274 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2274 

gcagccagca gatctcagca gcccagtcca aataaacgtc ctgtctagca 50 

<210> 2275 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2275 

ggtaggagca accactgact ggtcttaagc tgttcttgca taggctctta 5 0 

<210> 2276 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2276 

tcagctacac tttgttttta agtttgtttt tgacatgttt atttggcaaa 50 

<210> 2277 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2277 

tcccccctcc gcctcccagg aagaaagaat gttactgcct taataaaaaa 50 

<210> 2278 

<211> 50 

<:212> DNA 

<213> Homo sapiens 

<400> 2278 

gtgaatttgg gctcacagaa tcaaagccta tgcttggtag ctcttgaaca 50 
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<210> 2279 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2279 

tccttccttt ccactgaaaa gcacatggcc ttgggtgaca aattcctctt 

<210> 2280 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2280 

agaaatgttc agtaatgaaa aaatatatcc aatcagagcc atcccgaaaa 

<210> 2281 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2281 

ttttaacttt taaggttgaa aagacaatag cccaaagcca agaaagaaaa 



<210> 2282 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2282 

gcactccttt gtcatatact ctgcatcact gtcatactca caacttcgtg 



<210> 2283 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2283 

tggcagtggg aaaaatgtag gagactgttt ggaaattgat tttgaacctg 



<210> 2284 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2284 

catgcaaata aaaagaatgg gacctaaact cgtgccgctc gtgccgaatt 

<210> 2285 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2285 
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ggattgccca tccatctgct tacaattccc tgctgtcgtc ttagcaagaa 50 



<210> 2286 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2286 

gagcactgga ttgctttccc attatgagcg tccttcatct gggcagaccc 5 0 



<210> 2287 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2287 

aaccggatat atacatagca tgacatttct ttgtgctttg gcttacttgt 50 

<210> 2288 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2288 

atttgtttgc atccctcccc cacaccctgg tgttttaaaa tgaagaaaaa 50 

<210> 2289 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2289 

aaactcctgc ttaaggtgtt ctaattttct gtgagcacac taaaagcgaa 50 

<210> 2290 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2290 

gacatgcggg ctgggcagct gttagagtcc aacgtggggc agcacagaga 5 0 

<210> 2291 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2291 

accaaaattc agtgaaggca ttctacaagt tttgagttag cattacattt 5 0 

<210> 2292 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2292 

taacactgca tcggatgcgg ggcgtggagg caccgctgta ttaaaggaag 



<210> 2293 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2293 

tccatcgagc acgtctgaaa cccctggtag ccccgacttc tttttaatta 



<210> 2294 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2294 

cagtcactgg tgtcaccctg gataggcaag ggataactct tctaacacaa 



<210> 2295 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2295 

gggaagcact cgtgtgcaac agacaagtga ctgtatctgt gtagactatt 



<210> 2296 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2296 

tctatgagct ttgtcagtgc gcgtagatgt caataaatgt tacatacaca 

<210> 2297 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2297 

atatggtgct gttttctacc cttggaaaga aatgtagatg atatgtttcg 



<210> 2298 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2298 

ttgctaggcg agataggggg aagacagata tgggtgtttt taataaatct 



<210> 2299 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2299 

aagttgcttc ctaacatcct tggacfcgaga aattatactt acttctggca 50 



<210> 2300 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2300 

ctcaggcaaa gaaaatgaaa tgcatatttg caaagtgtat taggaagtgt 50 

<210> 2301 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2301 

tggaagagag gaataaataa ttcacctata tgtgtttgag gttgtgacag 50 

<210> 2302 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2302 

gcctgagcaa agggcctgcc cagacaagat tttttaattg tttaaaaacc 50 

<210> 2303 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2303 

aaatgacaca tctgtgcaat agaatgatgt ctgctctagg gaaaccttca 50 



<210> 2304 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2304 

atatttttat ttgtttcagt tcagataatt ggcaactggg tgaatctggc 50 

<210> 2305 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2305 

ttcccaggac cgaacaagtt ccagaaaaga ctgaagaata atcacaattc 50 



341/1425 



WO 02/057414 



PCT/US01/47856 



<210> 2306 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2306 

ttccttatct ccctcagacg cagagttttt agtttctcta gaaattttgt 50 



<210> 2307 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2307 

ttttggaggg gtttatgctc aatccatgtt ctatttcagt gccaataaaa 50 



<210> 2308 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2308 

cattgagtgg cgcagagccg ggtttcatct ggaattaact ggatggaagg 



<210> 2309 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2309 

tggaaattcc cgtgttgctt caaactgaga cagatgggac ttaacaggca 50 



<210> 2310 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2310 

tggaaattcc cgtgttgctt caaactgaga cagatgggac ttaacaggca 50 



<210> 2311 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2311 

cgtcctgcgg agccctgtct cctctctctg taataaactc atttctagcc 50 



<210> 2312 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2312 

tttccctgat tatgatgagc ttccattgtt ctgttaagtc ttgaagagga 50 
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<210> 2313 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2313 

caaatgcaac ctcacaacct tggctgagtc ttgagactga aagatttagc 

<210> 2314 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2314 

gggacactgg aggctggagc tacagttgaa agcactgcat gttaagaggg 

<210> 2315 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2315 

tctgtcatgc ccacaatccc tttctaagga agactgccct actatagcag 



<210> 2316 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2316 

ggagaaatag gaatttgtga acccctaaaa ttgtagcaac tttgaaaggt 

<210> 2317 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2317 

acaagagtat ccacaaaata ggttggcact gactatatct ctgcttgact 

<210> 2318 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2318 

gccctcctga aacttacaca caaaacgtta agtgatgaac attaaatagc 

<210> 2319 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2319 

aaaccatcta ctatatgtta gacatgacat tctttttctc tccttcctga 



<210> 2320 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2320 

gtgtatctcg tggaatcagt ggttagcatt gccgctatta tatttactca 



<210> 2321 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2321 

ttgtgatgtt aagaaatttg tatggtgtgg cagtggtcta ttcctaagga 



<210> 2322 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2322 

cggatgactg accaagaggc tattcaagat ctctggcagt ggaggaagtc 



<210> 2323 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2323 

cctaaatctg tgtgtgtatt gtgaagtggt ataagaaatg actttgaacc 



<210> 2324 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2324 

caggctgagg tggaccaaga aggcaaccaa gtccccagag gagacccgcg 

<210> 2325 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2325 

gaatgtaggg aagaggtgcc aagccaaccg tggggttagc tctaattatt 



<210> 2326 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2326 

acggggatgt cagggaggca agtgtgttgt gttactgtgt caataaactg 



<210> 2327 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2327 

ggcagaatgg gccaaaagct tagtgttgtg acctgttttt aaaataaagt 



<210> 2328 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2328 

caagatgggg tgggggatat tgagggagac agcgctaagg atggttttat 

<210> 2329 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2329 

taggcttcta tttcctttcc acccactctt cacaggctat tctactttaa 



<210> 2330 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2330 

ggtaaccagg tccaatcagt aaaaataagc tgcttataac tggaaatggc 



<210>. 2331 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<40O> 2331 

tctgttttaa gtaacagaat tgataactga gcaaggaaac gtaatttgga 

<210> 2332 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2332 

tgcctttaat tgttctcata atgaagaata agtaggtacc ctccatgccc 

<210> 2333 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2333 

tgccattaag caggaatgtc atgttccagt tcattacaaa agaaaacaat 50 



<210> 2334 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2334 

acctgttttg tatacctgag agcctgctat gttcttcttt tgttgatcca 50 



<210> 2335 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2335 

ctgcttcctt cagtttgtaa agtcggtgat tatatttttg ggggctttcc 50 



<210> 2336 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2336 

agcatacttc ttttttccag tttcaatcta actgtgaaag aaacttctga 50 



<210> 2337 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2337 

gaactctaac acttctctcc tccactctga gccccctgac cttccaaacc 50 



<210> 2338 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2338 

ccagtgcgtg ctgtctgtgg agtgtgtctc atgctttcag atgtgcatat 50 



<210> 2339 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2339 

ccctgccaca tgggtccagt gttcatctga gcataactgt actaaatcct 50 
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<210> 2340 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2340 

tgcttaaggc aagagtttca gatttactgt tgaaataaac ccaactgttc 50 



<210> 2341 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2341 

cctgacccct cccatccttc ccatttcctt tgatgttatt ttgttacagc 50 



<210> 2342 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2342 

taagtccctg ctgcccttcc ccttcccaca ctgtccattc ttcctcccat 50 



<210> 2343 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2343 

tgatgtgatt gtagcttttt aaactatgaa acccctgaga gattgtacct 50 



<210> 2344 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2344 

cccaaaggtt cctaagcctg gctgcaaaga agaatcaaca gggacacttt 50 



<2I0> 2345 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2345 

tagaagtttg ctttttccct gcctgtcttg gtcactacca cctcttccct 50 



<210> 2346 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2346 
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tgaccagcac tgtctcagtt tcactttcac atagatgtcc ctttcttggc 50 



<210> 2347 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2347 

ctgcccatct cagcctcacc atcaccctgc taatgactgc cagactgtgg 50 



<210> 2348 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2348 

ttcctgaagc tgttcccact cccagatggt tttatcaata gcctagaggt 50 



<210> 2349 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2349 

ggattacctt tccttgtaaa gaggatgctg ccttaagaat tgcatgttgt 50 



<210> 2350 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2350 

gggtctttgg tgtttttaaa tgattgtttc ttcttcatgc ttttgcttgc 5 0 



<210> 2351 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2351 

catggggcgg gggcgggacc agggagaatt aataaagttc tggacttttg 50. 



<210> 2352 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2352 

atttaaagca cagtttgttt ttctgtcacc tatagagtgc aagaatgcac 50 



<210> 2353 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2353 

cagcactgtc tccagatagg aacatgcaca aagcagttaa ttaggcagcc 



<210> 2354 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2354 

ctcccctccc attcctctgg tccctgcctt ggtcccttgc ctgggaagag 

<210> 2355 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2355 

aaggttggtt aaaagatggc agaaagaaga tgaaaataaa taagcctggt 



<210> 2356 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2356 

ctcatcaccg gttctgtgcc tgtgctctgt tgtgttggag ggaaggactg 



<210> 2357 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2357 

tttgcttggc aacacgactt gaaataaata aaactttgtt tcttaggaga 



<210> 2358 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2358 

aaaagaaatc tgtttcaaca gatgaccgtg tacaataccg tgtggtgaaa 



<210> 2359 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2359 

gacgccacac accattttca gatgccgttg caattaaatc ttgccacact 

<210> 2360 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2360 

atgttttagt aacagttggc tgtaatcact cctcgccgtg tctggcactg 



<210> 2361 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2361 

agttctgcgt ttggcatctt cactctttcc aaaatgtatc tgtacatcag 



<210> 2362 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2362 

tgtgtttgca gagctagtgg atgtgtttgt ctacaagtat gattgctgtt 



<210> 2363 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2363 

aaatctgggg aagaggtttt atttacattt tagggtgggt aagaaagcca 



<210> 2364 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2364 

cagagcggag gctgggatct agcgagagag atgcagaaga tgtgaagaaa 



<210> 2365 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2365 

cgtttggagg ggcggtttct ggtagttgtg gcttttatgc tttcaaagaa 



<210> 2366 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2366 

ggggtgggag ggatggggag tcggttagtc attgatagaa ctactttgaa 
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<210> 2367 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2367 

tgcagaaaca gaaaggtttt cttctttttg cttcaaaaac attcttacat 50 



<210> 2368 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2368 

agattaactg ctggacctcc tacctgcatt atctcattct ggcttccttg 50 



<210> 2369 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2369 

ctttgtggtt ttaaagacaa ctgtgaaata aaattgtttc accgcctggt 50 



<210> 2370 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2370 

gaactcagct gggttggtga attaactaat ggaagacatg aaattgttcc 50 



<210> 2371 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2371 

acgatgatgg ttacccttca tggacgtctt aatcttccac acacatcccc 50 



<210> 2372 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2372 

ttcagttcta ataatgtcct taaattttat ttccagctcc tgttccttgg 50 

<210> 2373 

<211> 50 ' 

<212> DNA 

<213> Homo sapiens 

<400> 2373 

gcctttccat tccatttatt cacactgagt gtcctacaat aaacttccgt 50 
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<210> 2374 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2374 

tgcattatcc agaactgaag ttgccctact tttaactttg aacttggcta 



<210> 2375 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2375 

gcccagtaag acactcatgt ggctagtgtt tgccgaatga aactcaactc 



<210> 2376 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2376 

taagtcttat gccaaattca gtgctactcc tcgttacatg acatacaact 



<210> 2377 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2377 

aagtgagtgg acagcctttg tgtgtatctc tccaataaag ctctgtgggc 



<210> 2378 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2378 

tctccaagtc tttggttgaa gagaagatat atgactgttg agtgtgctct 



<210> 2379 

<21i> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2379 

ggggaattgt cgcctcctgc tcttttgtta ctgagtgaga taaggttgtt 



<210> 2380 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2380 

tggcatcctc aggggttgtg atccagctcc atatattgtt taccttcaaa 5 0 



<2i0> 2381 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2381 

cgggcactgg gtggggcagg gcacgagtta tttaaaacag ttacactgca 50 



<210> 2382 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2382 

cggacatctt ttccgttgcg gtttgagaat gttcctataa taaacccctc 50 



<210> 2383 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2383 

tttggcctgt tttgatgtat gtgtgaaaca atgttgtcca acaataaaca 5 0 



<210> 2384 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2384 

agcgagctgc tctgctatgt ccttaagcca atatttactc atcaggtcat 50 



<210> 2385 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2385 

tgtagttggg gtagattatg atttaggaag caaaagtaag aagcagcatt 50 



<210> 2386 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2386 

gcgatggaca gactcacaac ctgaacctag gagtgcccca ttcttttgta 50 



<210> 2387 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2387 

gctcaggagg gtacaagctc cagaacagta accaagtggg aaaataaaga 



<210> 2388 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2388 

ctggattcat gcagccagct ttgcaggtta tcagagatca aagattgtaa 



<210> 2389 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2389 

tatcatgggg agtaatagga ccagagcggt atctctggca ccacactagc 



<210> 2390 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2390 

ctgtggaaaa atatttaaga tagttttgcc agaacagttt gtacagacgt 



<210> 2391 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2391 

actctcaaat aattaaaaag gactgtattg ttgaacagag ggacaattgt 



<210> 2392 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2392 

aactcatggg aataattgtg agtcagcgta acatttcaag agtctaaagg 



<210> 2393 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2393 

tgctcctgtt ctgtcacttg tcatggtctt tcttggtatt aaaggccacc 



<210> 2394 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2394 

ggggttgtaa atatcaacta ttcaacagtt taggatgcaa ttacgagtgt 50 



<210> 2395 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2395 

aatcttatgt ttccaagaga actaaagctg gagagacctg acccttctct 50 



<210> 2396 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2396 

tgcaccaggt gttggaaaaa cacaattatg gtaaaataaa gtgttctcct 5 0 



<210> 2397 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2397 

aatgggcaca cagggaacag gaaatgggaa tgagagcaag ggttgggttg 50 ■ 

<210> 2398 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2398 

tcttcttcat ctctgttttg ctcttaaaaa tataaaaagg caattccccg 50 

<210> 2399 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2399 

agatgtaacc caccttgacc ataaattggc ttttcatagt gctcagatgt 50 

<210> 2400 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2400 

ctaggctctg ggcacatttc ctgttcttga attctgctcc tgaagagggt 50 
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<210> 2401 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2401 

taccctgccc ctctttttcg gtttgttttt attctttcat ttttacaagg 



<210> 2402 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2402 

gctgcctaac ttatccatct ttgaacttct gactacttgt tgtatctgct 



<210> 2403 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2403 

cctttaaaac aataaggcgc tttcattttg cactctaact taagagtttt 



<210> 2404 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2404 

tcctgcctcc tgcggctgtt ggatttggga atgaccttgg tgagagtctc 



<210> 2405 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2405 

atactctgag ctgtggactg aactggcaga cacaacctgt acagattgaa 



<210> 2406 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2406 

aaggaattat gtggtcagtg cattgttttt taaactggaa atcattttgt 



<210> 2407 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2407 
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tgctcttaaa accagggagt cagatatatt tgtaaggtta aatcattggt 50 



<210> 2408 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2408 

gccaaaaatc tgtcttgaag gcagctacac tttgaagtgg tctttgaata 50 



<210> 2409 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2409 

cctctcagga cgtgccgggt ttatcattgc tttgttattt gtaaggactg 50 • 

<210> 2410 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2410 

tgactatctg taatggatca attttggata tgactttggg tgggggtaaa 50 

<210> 2411 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2411 

cgagctgaga agcggtcatg agcacctggg gattttagta agtgtgtctt 5 0 

<210> 2412 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2412 

ggtagtgcct ccaggggcag aggaaaagaa gaagtgttac tgcattttgt 50 

<210> 2413 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2413 

atggtcagat tagatgcaag aataaagcag ttgtccgagt ctaagtttct 50 

<210> 2414 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2414 

tggtattctg ttctgaagtc taggatattt ttcagcctat aaagccccct 50 



<210> 2415 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2415 

acttacccag atgttgcttt tgaaaagttg aaatgtgtaa ttgttttgga 50 



<210> 2416 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2416 

agcggactca ggctccagct gtggctacaa catagggttt ttatacaaga 50 



<210> 2417 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2417 

ttattgtggc aaatgttgtc tgacttactg tttcaacaaa ccagaagaca 50 



<210> 2418 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2418 

tggacagtag cattagaatt gtggaaaagg aacacgcaaa gggagaagtg 50 



<210> 2419 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2419 

ctggtaaatt ttgtgcttat cttcaaggct ggcttaagta taaaattgtt 50 



<210> 2420 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2420 

ccctggctcc ttcagacacg tgcttgatgc tgagcaagtt caataaagat 50 



<210> 2421 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2421 

gttaacttcc aggagttcct cattctggtg ataaagatgg gctggcagcc 



<210> 2422 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2422 

cctgtctcgt ggcaacaagg ctatgttctg ttaggagtta ccttaaactg 



<210> 2423 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2423 

agtcagatct ttctccttga atatctttcg ataaacaaca aggtggtgtg 



<210> 2424 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2424 

tcctataatt atttctgtag cactccacac tgatctttgg aaacttgccc 



<210> 2425 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2425 

ccacgggtga tgcttccagg ggttctggcg ggagtctcag ccgaagagag 



<210> 2426 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2426 

gaaattgctt ttcctcttga accacagttc tacccctggg atgttttgag 



<210> 2427 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2427 

accagactga caaatgtgta tcggatgctt ttgttcaggg ctgtgatcgg 
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<210> 2428 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2428 

ccactgtcac tgtttctctg ctgttgcaaa tacatggata acacatttga 50 



<210> 2429 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2429 

cgaagaagag ccacagtgag ggagatccca tccccttgtc tgaactggag 50 



<210> 2430 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2430 

gacctgatac ggctccccag tacaccccac ctcttccttg taaatatgat 50 ■ 



<210> 2431 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2431 

ctcaagcgtc ctgggatctc cttctccctc ctgtcctgtc cttgcccctc 50 



<210> 2432 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2432 

cctcaaggga ggagtgatct tcaccaccaa gaagggccag cagttctgtg 50 



<210> 2433 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2433 

tcctgtgtgt catgttggtt tttggtactt gtattgtcat ttggagaaac 50 



<210> 2434 

<211> 50 

<212> DNA . 

<213> Homo sapiens 

<400> 2434 

tcctgtgatg gaaatacaac tggtatcttc acttttttag gaattgggaa 50 
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<210> 2435 

<211> 50 

<212> DNA 

<213:> Homo sapiens 

<400> 2435 

aatttgcagt aaacttttaa ttaaatgctc atctggtaac tcaacacccc 50 

<210> 2436 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2436 

gctgcttttg aggagaaaat atatagcttt ggacacgagg aagatctaga 50 

<210> 2437 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2437 

aaacgcttgg agtgcttctg aatatacaga agttccattt aagggcaagt 50 

<210> 2438 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2438 

tgcatcgtgt ttctaccttt agtaccttgc cactctttta aaacgctgct 5 0 

<210> 2439 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2439 

gaccttcctg ccaccagtca ctgtccctca aatgacccaa agaccaatat 50 

<210> 2440 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2440 

agacctttct ttgggactgt gtggaccaag gagcttccat ctagtgacaa 50 

<210> 2441 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2441 

gctcagtaac ataactgctt cttggagctt tggaatattt tatcctgtat 50 



<210> 2442 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2442 

ttctgcacag gtctctgttt agtaaataca tcactgtata ccgatcagga 50 



<210> 2443 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2443 

cgggccttgc atataaataa cggagcatac agtgagcaca tctagctgat 50 



<210> 2444 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2444 

agagatgcct ttgtttgatg agattcaaac ttgatgctat gctttaaaat 50 



<210> 2445 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2445 

agtcccattc ttccttttca atacctaccc ccaaatcttc tcctaaccct 50 



<210> 2446 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2446 

tgtcacactg gctatcaaag aataagaaaa ttattgagta tgagtgtgtt 5 0 



<210> 2447 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2447 

gcaaaaccca gaagctaaaa agtcaataaa cagaaagaat gattttgaga 50 



<210> 2448 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2448 

ttgtgaccaa atgggcctca aagattcaga ttgaaacaaa caaaaagctt 50 



<210> 2449 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2449 

aaggttctat taaccacttc taagggtaca cctccctcca aactactgca 5 0 



<210> 2450 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2450 

gttgtatcac ccccgagtta gcatatccca ggctcgcaga ctcaacacag 50 



<210> 2451 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2451 

ccacttgagt ttgtcctcca agggtaggtg tctcatttgt tctggcccct 50 



<210> 2452 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2452 

tcctgtctct ctcctcctta ctcttggata aataaacagc ctgtgagcac 50 



<210> 2453 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2453 

cctgaccctc tttgaattaa gtggactgtg gcatgacatt ctgcaatact 50 



<210> 2454 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2454 

tctaaacttt attttcaaaa gcttaaggcc caaatacaaa cttctctgga 50 



<210> 2455 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2455 

catggtgata gcctgaaaga gctttcctca ctagaaacca aatggtgtaa 5 0 



<210> 2456 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2456 

ggagaaggat tagaaagtta tgtggcagat aaagaattcc atgcacctct 50 



<210> 2457 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2457 

acagtttttc ttttgaatfct agtatttgag atgagttgtt gggacatgca 50 



<210> 2458 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2458 

gatctagtct gttacaccat ttagaacttt cctcagccat tatcagtcat 50 



<210> 2459 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2459 

agcatggtaa gttcccttag ctatatgaat tttggcatgt ttcagagaga 50 



<210> 2460 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2460 

acatttttat tctttctact gagggcattg tctgttttct ttgtaaatgc 50 



<210> 2461 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2461 

aaaaggaaaa ccgaattagg tccacttcaa tgtccacctg tgagaaagga 50 
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<210> 2462 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2462 

cctatccccg gatgtgtgag aataatgtgt tcataaagca tggatctcgt 5 0 

<210> 2463 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2463 

ccagtgtcta ttctgggtta gagaagtgct tactaagggg ttttctaata 50 

<210> 2464 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2464 

gggtgatctg cttttatcta aatgcaaata aggatgtgtt ctctgagacc 50 . 

<210> 2465 

<211> 50 

<212> DNA 

<213> Homo sapiens 4 

<400> 2465 

ggg^gtgttg tgactgaaat gcttgaaacc aaagcttcag ataaacttgc 50 

<210> 2466 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2466 

gagccaatcc actccttcct ttctatcatt cccctgccca cctccttcca 50 

<210> 2467 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2467 

cttcctgtac ctcctcccca cagcttgctt ttgttgtacc gtctttcaat 5 0 

<210> 2468 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2468 



365/1425 



WO 02/057414 PCT/US01/47856 
gctgctgcca ccgcttcctg cctgtcattt gaataaacag tgtttctatt 50 



<210> 2469 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2469 

tgggactcat ccaaaaggga cgagaagaaa gaagaaggaa cctgattcgg 50 



<210> 2470 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2470 

tcaagactgc ctttatgctg gatcatgtgc tactggtata aagttctggc 5 0 



<210> 2471 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2471 

gtacacccct caaccctatg cagcctggag tgggcatcaa taaaatgaac 50 



<210> 2472 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2472 

ccatgagact gatccctggc cactgaaaag ctttcctgac aataaaaatg 50 



<210> 2473 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2473 

ttgggaagtg accatttcta ggcttataca taatagcaat aataaaggct 50 



<210> 2474 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2474 

atgtggtaaa acccagaaag catccatcat gaatgcaaga tactttcaat 50 



<210> 2475 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2475 

ttcacattgt attcagagtt gatggttgta catataagtg attgctggtt 



<210> 2476 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2476 

gccactggtt tctcagaatc caaagatcac atattctagt gtaacactgc 

<210> 2477 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2477 

ctgtgctttt tgcttgggat aatggagttt ttctttagaa acagtgccaa 

<210> 2478 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2478 

tatcagacta gtgacaagct cctggtcttg agatgtcttc tcgttaagga 



<210> 2479 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2479 

agggcttgag gtgaatttca ttaaatggaa taatatgatg ccactttgca 

<210> 2480 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2480 

ttgacctccc atttttacta tttgccaata cctttttcta ggaatgtgct 

<210> 2481 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2481 

agcgggaagg attttgggta aatctgagag ctgcgataaa gtcctaggtt 

<210> 2482 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2482 

tgatgtttga tggacctatg aatctattta gggagacaca gatggctggg 5 0 



<210> 2483 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2483 

agccctgagg atgaacaacc tcagagaaga ggtggtttag agcaaggaaa 50 



<210> 2484 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2484 

aataaatttg caaaaccaag atcacagtac accatatgca ctctggtacc 50 



<210> 2485 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2485 

tttggagtgg aggcattgtt tttaagaaaa acatgtcatg taggttgtct 50 



<210> 2486 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2486 

gcgggggtgg acagggaggc agcttgtgaa tttttgtttt actgtttaac 50 



<210> 2487 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2487 

aacttcagat acttgtgaac atgccttata tttgtccaac aactgtcaga 50 



<210> 2488 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2488 

gaagggttgg cctgcctggc tggggaggtc agtaaacttt gaatagtaag 50 



368/1425 



WO 02/057414 



PCTYUS01/47856 



<210> 2489 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2489 

aagatgtacc cttcaggtga acctggtatc agacccacag tacttgctgt 50 

<210> 2490 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2490 

agcaagatag ccaaatgtga catcaagctc cattgtttcg gaaatccagg 50 

<210> 2491 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2491 

agtggaatgt tctatcccca caagaaggat tatatcttat agacttgtct 50 



<210> 2492 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2492 

cccgtggccc tggagcctca ataaagtgtc cctttcattg actggagcag 5 0 

<210> 2493 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2493 

ttatgcattt atcacttcca aatctaactt tgcacaagta acccatgtaa 5 0 



<210> 2494 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2494 

tccgcactat ataattcgca cacattaatt agggtttatg taccatacaa 50 

<210> 2495 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2495 

gcttgtgacc attttgtatg gcttgtctgg aaacttctgt aaatcttatg 50 
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<210> 2496 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2496 

tgctgattta tgcaaagggc tggcattctg atgcttttca ggtttaatcc 



<210> 2497 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2497 

tgcattctgg cagttctttt aggattatag gttgcaaatt atccaaatat 



<210> 2498 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2498 

ccgacagccc agcctagccc acttgtcatc cataaagcaa gctcaacctt 



<210> 2499 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2499 

tttgctgtta gtcgggttag agttggctct acgcgaggtt tgttaataaa 



<210> 2500 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2500 

cagactgcta gtgttctgtc taaaaaccag acaaggaaat acccttcttt 



<210> 2501 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2501 

ttttccagtg aggtaaaata aggcataaat gcaggtaatt attcccagct 



<210> 2502 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2502 

ccggcacttc tagtggtctc acctggaggc aagagggagg gtacagagcc 50 

<210> 2503 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2503 

tttagagtct tccattttgt tggaattaga tcctcccctt caaatgctgt 50 



<210> 2504 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2504 

ttctccttca cagctaagat gccatgtgca ggtggattcc atgccgcaga 50 

<210> 2505 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2505 

tttccagcaa gtatccaacc aacttggttc tgcttcaata aatctttgga 50 



<210> 2506 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2506 

atgacttgca tcccagcttt ccaccaacca aattcaaaca ttcactgctt 50 

<210> 2507 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2507 

tgtatgagac tttttgttgc aaaggacaca tttatcatat tcattcacac 50 



<210> 2508 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2508 

tgatctgtcc agtgtcactc tgtaccctca acatatatcc cttgtgcgat 50 

<210> 2509 

<211> 50 

<212> DNA 
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<213> Homo sapiens 
<400> 2509 

aattcacccc tcccacctct ttcttcaatt aatggaaaag cgttaaggga 



<210> 2510 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2510 

ctcagtactt tgcagaaaac accaaacaaa aatgccattt taaaaaaggt 



<210> 2511 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2511 

agccttcagt cagagctcaa accttagtca acaccagaga attcacatga 



<210> 2512 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2512 

aaccctctaa gaatacctgt ttaagtcttg agtgttgaaa ggaattgttt 



<210> 2513 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2513 

ccactgcctg aaaggtttgt acagatgcat gccacagtag atgtccacat 



<210> 2514 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2514 

tcaggagtgg gttgatttca gcacctacag tgtacagtct tgtattaagt 



<210> 2515 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2515 

ccttcagtta tactttcaat gaccttttgt gcatctgtta aggcaaaaca 



<210> 2516 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2516 

aagtgaacaa aataagcaac taaatgagac ctaataattg gccttcgatt 50 



<210> 2517 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2517 

cacaaccaaa tttgatgcga tctgctcagt aatataattt gccattttta 50 



<210> 2518 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2518 

acattgtaat agaaacagat ttcccaaatt ccagcctggc atgaggtaat 50 



<210> 2519 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2519 

cagactgaat agatcttaac tgtctcctac atgtgtgttt tcaaatgtgt 50 



<210> 2520 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2520 

gatatcccag cggtggtact tcggagacac ctgtctgcat ctgactgagc 50 



<210> 2521 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2521 

acactttcct ctgccttttt ctcttatatg tgggttcatg gttcagttcg 50 



<210> 2522 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2522 

agataatgtc accagtcctc ttccttcact tcttgttgta attgcagcca 50 
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<210> 2523 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2523 

ccggcacaca gggactaggt ctagtgagaa catcaggagc agccagggat 



<210> 2524 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2524 

catcgggttt tgggtgtgtg ttttcatagc gtggttactt tctataatgc 



<210> 2525 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2525 

atgtatttct ttctgactag acttgtgata tgcgtgtgtt tatgtacaga 



<210> 2526 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2526 

gttctgtatc agttgaattt ttgtgctctt ttccctgtgt acgtggtggt 



<210> 2527 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2527 

catttatgag ttccatgata tgtggtctaa gaaagaccaa acagatttct 



<210> 2528 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2528 

aaatcggttg ggtaccatgc tttttctccc cttcacgttt gcagttgatg 

<210> 2529 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2529 
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gttcatgttg gaaagaatga aaacaacttc aagttcatag gcagccagcc 50 



<210> 2530 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2530 

tgtcatttaa agacatcagg ttcatctgtt tactgagcta gaaacatagt 50 

<210> 2531 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2531 

atctggtgcc aaatgaagat ttttaggagt gattactaat tatcaagggc 50 

<210> 2532 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2532 

ttctgcactg ggaggtgtaa tacatcacaa agacaaagaa aacgcatact 50 

<210> 2533 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2533 

agttgaagga aaatgttcat gttcatatgt acttgtttgc tatgactaca 50 

<210> 2534 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2534 

cactggggaa gtcaagaatg gggcctgggg ctctcaggga gaactgcttc 50 

<210> 2535 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2535 

ccctagatac agcagtttat acccacacac ctgtctacag tgtcattcaa 50 

<210> 2536 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2536 

gaaagtgctt agctctctcc ctcctgacct ctgggcagcc agtcatcaaa 



<210> 2537 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2537 

atcatgtatg caatactttc cccctttttg ctttgctaac caaagagcat 



<210> 2538 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2538 

ctgctgtctc ttcagtctgc tccatccatc acccatttac ccatctctca 



<210> 2539 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2539 

tatagaaaat gtacagttgt gtgaatgtga aataaatgtc ctcaactccc 



<210> 2540 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2540 

ggccgtgttc aaagagcaat attccagtaa atgcagactg ctgcaaagct 



<210> 2541 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2541 

agctgctgac ttgactgtca tcctgttctt gttagccatt gtgaataaga 



<210> 2542 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2542 

gaactgactt caaaggcagc ttctggacag gtggtgggag gggacccttc 

<210> 2543 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2543 

ggagaggctc tgtttccagc cagttagttt tctctgggag acttctctgt 5 0 

<210> 2544 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2544 

tttctattcc atacttctgc ccacgttgtt ttctctcaaa atccattcct 50 

<210> 2545 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2545 

cctgtacaca gccgagcagc atttccgttg aaggacttgc atccccattg 50 

<210> 2546 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2546 

ttgatgctta gtggaatgtg tgtctaactt gctctctgac atttagcaga 50 

<210> 2547 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2547 

aagaagttaa catgaactct tgaagtcaca ccagggcaac tcttggaaga 50 

<210> 2548 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2548 

ggtggatctc caaccaggcc agagaagatt ctcacagaag gttttgaact 50 

<210> 2549 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2549 

ggctgggaaa ctgttggtgg ccagtgggta ataaagacct ttcagtatcc 50 
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<210> 2550 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2550 

ggttcgctct actatggaga tcaacagtta ctgtgactga gtcggcccat 50 



<210> 2551 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2551 

gctcacactc agcgtgggac cccgaatgtt aagcaatgat aataaagtat 50 



<210> 2552 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2552 

ctgctcgccc ctatcgctcc agccaaggcg aagaagcacg aacgaatgtc 50 



<210> 2553 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2553 

acctgccacc atgttttgta atttgaggtc ttgatttcac cattgtcggt 50 



<210> 2554 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2554 

aacgaaagga agttctgttg gaagcatctg aagaaactgg aaagagggtt 50 



<210> 2555 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2555 

acatttacct gaatgttgtc tgaggactga actgtggact ttactattca 50 



<210> 2556 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2556 

aaatccagct gcagaaacag acaccccaat gctatttaca tacagctcta 50 
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<210> 2557 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2557 

ccccgttcct cacttttccc ttttcattcc caccccctag actttgattt 50 

<210> 2558 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2558 

ttcaggcact aagaggggct ggacctggcg gcaggaagcc aaagagacfcg 50 

<210> 2559 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2559 

cgcaacaatc catctctcaa gtagtgtatc acagtagtag cctccaggtt 50 

<210> 2560 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2560 

cccaggctag ggggctatag aaacatctag aaatagactg aaagaaaatc 50 

<210> 2561 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2561 

acctacaaaa aagttactgt ggtatctatg agttatcatc ttagctgtgt 50 

<210> 2562 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2562 

tggtgtttag tggataccac atcggaagtg attttctaaa ttggatttga 50 

<210> 2563 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2563 

tcactatctt tctgataaca gaattgccaa ggcagcggga tctcgtatct 50 



<210> 2564 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2564 

gaaaagatgg agaaaatgaa caggacatgg ggctcctgga aagaaagggc 50 



<210> 2565 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2565 

gtggttttag gatgtcattc tttgcagttc ttcatcatga gacaagtctt 50 



<210> 2566 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2566 

aagggtgagg atgagaagtg gtcacgggat ttattcagcc ttggtcagag 50 



<210> 2567 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2567 

gagaagattc aggacctctt ggtggactct ggaaagttca tctacttaga 50 



<210> 2568 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2568 

agtacaactg gaagccaaaa caaggtggaa gatgtcctga attaagacgt 50 



<210> 2569 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2569 

gttgctggcc taatgagcaa tgttctcaat tttcgttttc attttgctgt 50 



<210> 2570 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2570 

acagacctcc agaggggact tatggaaaag ctgacaccta agtttaccaa 50 

<210> 2571 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2571 

tgaatttact tcctcccaag agtttggact gcccgtcaga ttgtttctgc 50 

<210> 2572 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2572 

tggctttatg tccattttac cactgttttt atccaataaa ctaagfccggt . 50 



<210> 2573 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2573 

gctgtcacgg agcgactgtc gagatcgcct agtatgttct gtgaacacaa 50 

<210> 2574 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2574 

cctttaaggt tggaactttg aagttggaga aggtggaata aagttacacc 50 

<210> 2575 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2575 

tgccttcggg ttgtgcttta gtctgtaaaa ttctaaagga gagctgctaa 50 

<210> 2576 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2576 

gcaaaaacct gggaccagcc cccttctccc acaaataaag cccaataaag 50 
<210> 2577 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2577 

gtcatcggct ttcagaggga gaccacggga atgttcaggg aaacaatgtc 50 



<210> 2578 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2578 

tgaattgcct gttcagggtt ccttatgcag agaaataaag cagattcagg 50 



<210> 2579 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2579 

accaaccacc tttccagcca tagagatttt aattagccca actagaagcc 50 



<210> 2580 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2580 

ctactttgta tgatgaccct gtcctccctc acccaggctg cagtgccatg 5 0 



<210> 2581 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2581 

aaagaggagt ggtttgtgac aagcggaatc caaatggcat tcgagtggct 50 



<210> 2582 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2582 

gaagagccat ctcaacagaa tcgcaccaaa ctatactttc aggatgaatt 50 



<210> 2583 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2583 

tctgggttgt agagaactct ttgtaagcaa taaagtttgg ggtgatgaca 50 
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<210> 2584 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2584 

ctgctgtcca ctttccttca ggctctgtga atacttcaac ctgctgtgat 



<210> 2585 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2585 

gcacctgctc caaaggcatc tggcaagaaa gcataagtgg caatcataaa 



<210> 2586 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2586 

ctccttttaa cgtgttattg acaaacctcc ccaaaagaat atgcaattgt 



<210> 2587 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2587 

agctgccaga aagcacagat ttgacccaag ctatttatat gttataaagt 



<210> 2588 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2588 

agctgctgct ggatcacagc tgctttctgt tgtcattgct gttgtccctc 



<210> 2589 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2589 

gatgaggctg acaaagttgg ggctgagaac acaatcacct attcacttct 



<210> 2590 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2590 
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tcctgccccc gccctgctgt atgatattaa tgtggaaggt catcaataaa 

<210> 2591 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2591 

aaactgtaaa tcataatgta actgaagcat aaacatcaca tggcatgttt 

<210> 2592 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2592 

acaaggacgc tggctactgt ctattaaaat tctgatgttt ctgtgaaatt 



<210> 2593 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2593 

cttccttatg gagctggagc agcccgccta gaacccagtc taatgagaac 



<210> 2594 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2594 

tgcatctcat tttgcctaaa ttggttctgt attcataaac actttccaca 



<210> 2595 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2595 

agtgaagtct atgatgtgaa acactttgcc tcctgtgtac tgtgtcataa 

<210> 2596 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2596 

ttgatgatgt aacttgacct tccagagtta tggaaatttt gtccccatgt 



<210> 2597 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2597 

agctcacacg ttccacccac tgtccctcaa acaatgtcat ttcagaaaga 50 

<210> 2598 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2598 

ggaccacttt tatttattgt cagacactta tttattggga tgtgagcccc 50 

<210> 2599 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2599 

gggctgtacc caagctgatt tctcatctgg tcaataaagc tgtttagacc 50 

<210> 2600 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2600 

gctctgaggg aaacgctgtc tgctgccttc atacagatgc tgattaaagt 50 

<210> 2601 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2601 

ttttagctca ggaaaatatg tcaggctcaa accacttctc aggcagttta 50 

<210> 2602 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2602 

ttgttgaacc ataaagtttg caaagtaaag gttaagtatg aggtcaatgt 50 

<210> 2603 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2603 

tgtggtttca gtctctgcta gttcatattg catgtttatt ttggacagtc 50 

<210> 2604 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2604 

agcagaaatt ttgaagccag aaggacaaca tatgaagctfc aggagtgaag 



<210> 2605 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2605 

actgcttcat ctccttttgc gcttatttgg aaattttagt tatagtgttt 



<210> 2606 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2606 

gagagagtac gggctcagca gccagaggag gccggtgaag tgcatcttct 



<210> 2607 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2607 

cccagtcacc ctcttggagc ttccctgctt tgaattaaag accactcatg 



<210> 2608 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2608 

cccagtcacc ctcttggagc ttccctgctt tgaattaaag accactcatg 



<210> 2609 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2609 

ggagcgtggc acttaccttt gtcccttgct tcattcttgt gagatgataa 



<210> 2610 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2610 

gcatacacat gcactcagtg tggactggga agcattactt tgtagatgta 
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<210> 2611 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2611 

aagcctcacc attgacttct tccccccatc ctcagacatt aaagagcctg 50 

<210> 2612 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2612 

ctgacctcgg cccagcttgg actgcacatc tggcagctga ggagtcagtg 50 

<210> 2613 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2613 

ggaagatcat taaggacggt gagcagcatg aagatctcaa tgaagtagcc 5 0 

<210> 2614 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2614 

ttacctctgt cttggctttc atgttattaa acgtatgcat gtgaagaagg 50 

<210> 2615 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2615 

agttactggt cfcctttcfcgc cgaatgttat gttttgcttt tatctcacag 50 

<210> 2616 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2616 

cacaaagtgg cctttgggga gaaagtcatg tatttgttcg caattatgct 50 

<210> 2617 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2617 

atttactcca agtcctctcc ccagctacca ccagtccctt actctgttct 5 0 
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<210> 2618 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2618 

gcccatccct gagccaggta ccaccattgh aaggaaacac tttcagaaat 50 



<210> 2619 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2619 

aggaccgacg cttctggaga aaatacctgc acctgagctt ccatgccctg 50 



<210> 2620 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2620 

ttcacaaaga tttgcgttaa tgaagactac acagaaaacc tttctaggga 50 



<210> 2621 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2621 

atacctgact ttagagagag taaaatgtgc caggagccat aggaatatct 50 



<210> 2622 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2622 

atggaaagat gtggtctgag atgggtgctg caaagatcat aataaagtca 50 



<210> 2623 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2623 

acatccagaa agaaggacac ttgtatgcta gtctatggtc agttgaggaa 50 



<210> 2624 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2624 

ttgactagta aaagttactg cctagtcttt ttaccttagg cttacagaat 50 

<210> 2625 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2625 

ttgcccaggc cagttagaaa atcccttggg gaactgtgat gaatattcca 50 

<210> 2626 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2626 

ataatcacag ttgtgttcct gacactcaat aaacagtcac tggaaagagt 50 

<210> 2627 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2627 

tgaccggatt ccctcactgt tgtatcttga ataaacgctg ctgcttcatc 50 

<210> 2628 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2628 

ccaaagttgg agcttctatt gccatgaacc atgcttacaa agaaagcact 50 

<210> 2629 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2629 

gtgaactcct gcactggcat ttggatgtgt gttaatgcta tttgttttgt 50 

<210> 2630 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2630 

gctgggtgga aactgctttg cactatcgtt tgcttggtgt ttgtttttaa 50 

<210> 2631 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2631 

gcttgttatc agctttcagg gccatggttc acattagaat aaaaggtagt 



<210> 2632 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2632 

ctttgccttg cagccacatg gccccatccc agttggggaa gccaggtgag 



<210> 2633 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2633 

tgcgggttat tgatttgttc tttacaacta ttgttctcat atttctcaca 



<210> 2634 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2634 

agttattagt tctgcfcttag ctttccaata tgctgtatag ccfcttgtcat 



<210> 2635 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2635 

gctgttttca acattgtatt tggactatgc atgtgttttt tccccattgt 



<210> 2636 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2636 

aagtaaatgt acagtgattt gaaatacaat aatgaaggca atgcatggcc 



<210> 2637 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2637 

cccacactgc tacacttctg atcccctttg gttttactac ccaaatctaa 



<210> 2638 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2638 

tcttaagcag gtttgttttc agcactgatg gaaaatacca gtgttgggtt 50 

<210> 2639 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2639 

ggggttggaa acttagcact ttatatttat acagaacatt caggatttgt 50 

<210> 2640 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2640 

acccgtgtga atgtgaagaa aagcagtatg ttactggttg ttgttgttgt 5 0 

<210> 2641 

<21X> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2641 

ttgcactgtg agcaaatgct aatacagtaa atatattgtg tttgctgaca 50 

<210> 2642 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2642 

aaatgaagtc acacaggaca attattctta tgcctaagtt aacagtggat 50 

<210> 2643 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2643 

gtcgctgcat atgtgactgt catgagatcc tacttagtat gatcctggct 50 

<210> 2644 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2644 

aaggacaaaa gttgttgcct tcctaagaac cttctttaat aaactcattt 50 
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<210> 2645 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2645 

ctgcattttg attctgaaaa gaaagctggc tttgcccatt tcttattaaa 



<210> 2646 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2646 

acctgtctgc ataataaagc tgatcatgtt ttgctacagt ttgcaggtga 



<210> 2647 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2647 

tactggtaga tgtgctcatt ctccctgaaa catacccatc atattgtcct 



<210> 2648 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2648 

aggaagcaat gtggttggac ctggttaagg gaaaggctga ttacggaaat 



<210> 2649 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2649 ' 

aactaatact ttgctgttga aatgttgtga aatgttaagt gtctggaaat 



<210> 2650 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2650 

gagctttgtc acttgccaca tggtgtcttc caacatggga gggatcagcc 



<210> 2651 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2651 
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ccctgttcac tctacttagc atgtccctac cgagtctctt ctccactgga 50 



<210> 2652 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2652 

tgcacattgt ttttcttctg acttccagaa ataaaagtgt ttccatggga 50 



<210> 2653 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2653 

actaaaaaag gagaaattat aataaattag ccgtcttgcg cccctaggcc 50 



<210> 2654 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2654 

acgacaaacc tccttgtcaa agtgtgtaaa aataaaggat tgctccatcc 50 



<210> 2655 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2655 

ccactgggga agggaagttt cagtaacatg acactaaaat ggcagagacg 50 



<210> 2656 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2656 

aaagattgga gctgaagacc taaagtgctt gctttttgcc cgttgaccag 50 



<210> 2657 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2657 

gaagtcagtg ggaaacacac agaaatttat tttaaaatct ttcaggagct 50 



<210> 2658 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2658 

agatgtatta gaagtcctga ctttcaagtg taatttgctt tggaggagga 



<210> 2659 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2659 

ctgtgcagaa gagctgccag gcagtgtctt agatgtgaga cggaggccat 



<210> 2660 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2660 

acatcatgga gggtttagtg cttatctaat ttgtgcctca ctggacttgt 



<210> 2661 ' 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2661 

ttgcttacca aaggaggccc aatttcactc aaatgttttg agaactgtgt 



<210> 2662 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2662 

tcactcctct gtcctatgaa gaccgctgcc attggtgttg agaataataa 



<210> 2663 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2663 

gttaagccag gacatccaga attcattgct ttaataaaga acccaggccg 



<210> 2664 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2664 

tcagttttaa caaatgctat taaagtggag aagcacactc tggtcttgga 



<210> 2665 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2665 

ctcactgcct ctttgcagta ggggagagag cagagaagta caggtcatct 



<210> 2666 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2666 

ttgactttgc tcgaggcacc ttttttcctg tttctccttt tctgttgtcg 



<210> 2667 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2667 

aaatgggttt cactgtgaat gcgtgacaat aagatattcc cttgttccta 



<210> '2668 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2668 

aacgaatttc ctgaacctat caaactggac aagaatgacc gggccaaggc 



<210> 2669 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2669 

cttcccctgg tcccctgtcc ctggggctgt ttgttaaaaa agagtaataa 



<210> 2670 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2670 

accgtgaaaa ttggtttcat ttaacaaaag atcagatccc tccttcagct 



<210> 2671 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2671 

tttcttgtta cacccactgc actctgcaac cagtgttgcc tgcctcatgg 
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<210> 2672 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2672 

gggaaaaaca agaatttcat gactctacct gtggtctatc tttaatttca 50 



<210> 2673 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2673 

gctgtgccct tgaagagaat agtaatgatg ggaatttaga ggtttatgac 50 



<210> 2674 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2674 

tccaaggaaa tggtaacctg tttctgagaa cacctgaaat caatggctat 50 



<210> 2675 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2675 

ttcattgtaa tccactgttt tggctttcat gaacaagtaa attacagtgt 50 



<210> 2676 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2676 

acttatttcc atgtttctga atcttctttg tttcaaatgg tgctgcatgt 50 



<210> 2677 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2677 

atgcccggcc tgggatgctg tttggagacg gaataaatgt tttctcattc 50 



<210> 2678 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2678 

tactctaaac ctgttatttc tgtgctaata aacgagatgc agaacccttg 50 
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<210> 2679 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2679 

tgcagagaga tactaagcag caaaatcttg gtgttgtgat gtacagaaat 50 

<210> 2680 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2680 

agtctttgat cttgaaccga tacttttgga tctcattgtt gatatacctg 50 

<210> 2681 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2681 

tggaatcaaa taaaatgctt ccactaccaa aagacattag agaaaacctt 50 

<210> 2682 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2682 

tgccgaatac cttaaagtaa ctaattatcc ttacacacaa aaggctcagt 50 

<210> 2683 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2683 

ctttcccagg atcaaggcca cagggaggaa gattgcacgg gcactgttct 50 

<210> 2684 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2684 

cttgtaaact agcgccaagg aactgcagca aataaactcc aactctgccc 50 

<210> 2685 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2685 

tgtgcagtag aaacaaaagt aggctacagt ctgtgccatg ttgatgtaca 



<210> 2686 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2686 

aggagggttt aaatagggtt cagagatcat aggaatatta ggagttacct 



<210> 2687 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2687 

tggtggaagt aaaaactggt aactcactca agtgaatgaa tggtcttgca 



<210> 2688 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2688 

gcaggaaagg gaaacagacg cgacagcaac aagagcacca gaagtatatg 



<210> 2689 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2689 

tccattctgt ttcggatttt aagtttgaga gacttgctaa tgaatctcct 



<210> 2690 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2690 

ccttcagaaa caccgtaatt ctaaataaac ctcttcccat acacctttcc 



<210> 2691 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2691 

ctggacaact ttgagtactg acatcattga taaataaact ggcttgtggt 



<210> 2692 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2692 

cccaggggat tttttaagta gatgggggga cacggtgaac tggctgtgtc 50 

<210> 2693 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2693 

actccaaaat aaatcaaggc tgcaatgcag ctggtgctgt tcagattcca 50 

<210> 2694 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2694 

tgaaatctta agtgtcttat atgtaatcct gtaggttggt acttccccca 50 



<210> 2695 

<211> 50 

<212> DNA 

<213> Homo sapiens 

i 

<400> 2695 

tgggagtctt ctcttttaga caggggcttt ttgtttttaa ccccaattgt 5 0 

<210> 2696 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2696 

tgacccagat atggaaacag aagacaaaat tgtaagccag agtcaacaaa 50 

<210> 2697 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2697 

aggtttcatc aggtggttaa agtcgtcaaa gttgtaagtg actaaccaag 50 

<210> 2698 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2698 

atgctgtcaa agttacagtt tacgcaggac attcttgccg tattctcatg 50 
<210> 2699 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2699- 

tgtgtgttta ctaacccttc cctgaggctt gtgtatgttg gatattgtgg 



<210> 2700 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2700 

tctgtaatca aatgattggt gtcattttcc catttgccaa tgtagtctca 



<210> 2701 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2701 

tgcccagcag ccatcttaat acattaaacc agtttaaaaa ataccttcca 



<210> 2702 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2702 

gccagagttg ccaacccccg gctggatacc ttcagcagag aaatcttccg 



<210> 2703 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2703 

aatccattaa cacctgctca catcttactc aaaattgtag agttcatagt 



<210> 2704 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2704 

atttgcaatt tggaatttgt gtgagttgat ttagtaaaat gttaaaccgc 



<210> 2705 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2705 

aagtaaagcc tcaggaatgc ccacgccttt cttccaaagc ctttgtctct 
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<210> 2706 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2706 

tcaaacaaat gactttcata ttgcaacaat ctttgtaaga accactcaaa 



<210> 2707 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2707 

ggggaatgtg ttccttcatt gtatttgggc cttttgtatt gcactcttga 



<210> 2708 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2708 

ttgtttacct ttcgtgcggt ggattctttt taactccgtc tacctggcgt 



<210> 2709 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2709 

ggggtttgtg ctatacactg ggatgtctaa ttgcagcaat aaagcctttc 

<210> 2710 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2710 

acctgggatg cccctgctct ggacctctca tttctcttca ttggtttatt 

<210> 2711 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2711 

agcctgcttc tgccacacct cgctctcagt ctctccacat ttccatagag 

<210> 2712 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2712 
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aagtttctca gctcccattt ctactctccc atggcttcat gcttctttca 



<210> 2713 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2713 

gagctactgt gctcatctaa agtgtttgcc ccacttccca ccccgtctcc 



<210> 2714 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2714 

atgttaagat ttgtgtacaa attgaaatgt ctgtactgat cctcaaccaa 



<210> 2715 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2715 

tctgttgata gctggagaac tttagtttca agtactacat tgtgaaagca 



<210> 2716 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2716 

tgaggggttt cagaattttg cattgcagtc atagaagaga tttatttcct 



<210> 2717 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2717 

ccttgggagg gagacttcat gtggtttatt gcgagttttt tgtttacttt 



<210> 2718 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2718 

gtatgttaat gccagtcacc agcaggctat ttcaaggtca gaagtaatga 



<210> 2719 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2719 

gcccctaaag gcaagaagaa aaagtaaaag accttggctc atagaaagtc 50 

<210> 2720 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2720 

agtgaaatat gttacagaac atgcacttgc cctaataaaa aatcagtgaa 50 

<210> 2721 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2721 

tgcagatgct cttaaaagca ttgataacct ttgtgacgaa cataaagaga 50 

<210> 2722 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2722 

gctagttcat gtgttctcca ttcttgtgag catcctaata aatctgttcc 50 

<210> 2723 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2723 

aaccctccca atatccctag cagcagcagc aaaccaaagt caaagtatcc 50 

<210> 2724 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2724 

cacctccccc tacccatatc cctcccgtgt gtggttggaa aacttttgtt 50 

<210> 2725 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2725 

gagtcctgag ccactgccaa catttccctt cttccagttg cactattctg 50 

<210> 2726 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2726 

ccccacccca gaacagaacc gtgtctctga taaaggtttt gaagtgaata 50 



<210> 2727 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2727 

cccatttctt gtttttaaaa gaccaacaaa tctcaagccc tataaatggc 50 



<210> 2728 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2728 

agtgtagctt ctgaaaggtg ctttctccat ttatttaaaa ctacccatgc 50 



<210> 2729 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2729 

gagtgcccga ttcctcttag agaaaatcca tagccttcag atcttggtgt 50 



<210> 2730 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2730 

actttgacac ctactgtgtt ataaaatata tcatcagatg tgccttgaga 50 



<210> 2731 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2731 

agctgtaacg ttcgcgttag gaaagatggt gtttattcca gtttgcattt 50 



<210> 2732 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2732 

tgatattcaa ctctgagcat caggttctaa aaaataatac atactggggt 5 0 
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<210> 2733 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2733 

gtcatctccc catttggtcc cctggactgt ctttgttgat tctaacttgt 



<210> 2734 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2734 

gagaataatg atgtaccaat aagtggagat tcctccttat gatgtatgct 



<210> 2735 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2735 

acaagacaga ctccactcaa aatttatatg aacaccacta gatacttcct 



<210> 2736 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2736 

tccataccat tgtgtgtgga ggatttacag ctaagctgta gttgcagagt 

<210> 2737 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2737 

acacttttga ttgttttcta gatgtctacc aataaatgca atttgtgacc 



<210> 2738 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2738 

actgtacaat ttctgaagat ggttatfcaac actgtgctgt taagcatcca 

<210> 2739 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2739 

tcagtccttt cttagggaaa tgacagggca aagcaatttt tctgttggct 
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<210> 2740 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2740 

agtacaaggc ccgaagggta gtgatggtgc taaactcaac atggatttgg 



<210> 2741 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2741 

ccccagtctg caaaagaagc acaattctat tgctttgtct tgcttatagt 



<210> 2742 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2742 

cttcttttgc catgtttcca ttctgccatc ttgaattgtc ttgtcagcca 



<210> 2743 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2743 

gggtctatgt gaaaatgccc ccaacagagc cagaatgtga aaagcaattt 



<210> 2744 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2744 

ccttctttca caggcatcag gaattgtcaa atgatgatta tgagttccct 



<210> 2745 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2745 

catcttcagc atcgtcttct tgcacatgaa ggagaaggag aagtccgact 



<210> 2746 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2746 

gggaatgctg caaatgccaa acagctttat gatttcattc acacctcttt 50 

<210> 2747 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2747 

ttaaaaatgg ttgtttaaga ctttaacaat gggaacccct tgtgagcatg 5 0 

<210> 2748 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2748 

gggagaagtt tgcagagcac ttcccacctc tctgaatagt gtgtatgtgt 50 

<210> 2749 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2749 

tggttgaccc ttgtatgtca cagctctgct ctatttatta ttattttgca 50 

<210> 2750 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2750 

tgggaaggaa ggctctgtct tcaactcttt gaccctccat gtgtaccata 50 

<210> 2751 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2751 

gcatggctta acctggtgat aaaagcagtt attaaaagtc tacgttttcc 50 

<210> 2752 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2752 

ctccccgtgc taaggcccac aaaagccagg actctctgtg cgtgaccctc 50 

<210> 2753 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2753 

aattcaagaa gaaaaaccca agaagaagaa gaaggcacag gaggatctct 



<210> 2754 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2754 

tcccagagct gatgctattg tacttgcaca ttggagactg aaaggaaaga 



<210> 2755 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2755 

ggggaagccg aaggttacaa aggcaaagaa ggcagctccg aagaaaaagt 



<210> 2756 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2756 

tccctgaaga aatatctgtg aaccttcttt ctgttcagtc ctaaaattcg 



<210> 2757 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2757 

cctctccgac cttcatcact attcttagga taatgctggc gggcagagat 



<210> 2758 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2758 

actgccatct tacgactatt tcttcttttt aatacactta actcaggcca 



<210> 2759 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2759 

agggtgtttc gttcccttta aatgaatcaa cactgccacc ttctgtacga 



<210> 2760 
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<211> 
<212> 
<213> 



50 
DNA 

Homo sapiens 



<400> 2760 

gaccctactg ctgatgatac cagtgctgct gtaactgaag aaatgccacc 



50 



<210> 2761 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2761 

catttcctga gaccaccaga gagaggggag aagcctggga ttgacagaag 50 

<210> 2762 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2762 

catttcctga gaccaccaga gagaggggag aagcctggga ttgacagaag 50 

<210> 2763 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2763 

gctaagaagc ctataagagg aatttctttt ccttcattca tagggaaagg 5 0 

<210> 2764 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2764 

actgacagag tgaactacag aaatagcttt tcttcctaaa ggggattgtt 50 

<210> 2765 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2765 

cagacaatgg atgtggggta gaagaagaaa actttgaagg cttaatctct 50 

<210> 2766 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2766 

aaaagaagag gaaaagttta gccaagagaa tcagagaaag atgctgcatt 50 
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<210> 2767 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2767 

agtgcacata tttcataacc aaattagcag caccggtctt aatttgatgt 



<210> 2768 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2768 

tagacctctt tttcttacca gtctcctccc ctactctgcc ccctaagctg 



<210> 2769 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2769 

agcacagtaa aagtaaagac tattctgttt ctaggctgtt gaatcaaagt 



<210> 2770 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2770 

catgggcaca gtggtgaccc ccttgattcc caccgtacaa ccccctccac 



<210> 2771 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2771 

cgttatccag tgtgaaaatc agtgagtcct ccctggcatc ctcgtgaaag 



<210> 2772 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2772 

gctgaagagt atagtaaaga cacctcaaaa ggcatgggag ggtattatgc 



<210> 2773 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2773 
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ttcagactgg tttctgtttt ttggttatta aaatggtttc ctattttgct 50 



<210> 2774 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2774 

tttatgatta ggtgacgagt tgacattgag attgtccttt tcccctgatc 50 

<210> 2775 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2775 

ccccaaccag gtccgtatgc ggtacctttt aaaggttcag tttaatttcc 50 

<210> 2776 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2776 

tcctgcaagg ctggactgtg atcttcaatc atcctgccca tctctggtac 50 

<210> 2777 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2777 

ggtcacggct actcatggaa gcaggaccag taagggacct tcgattaaaa 50 

<210> 2778 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2778 

ccttctaacc tgaactgatg ggtttctcca gagggaattg cagagtactg 50 

<210> 2779 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2779 

atgtgtagga ggaagagttc aggtggaaaa ggagggagct actctcaggc 50' 

<210> 2780 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2780 

aacgattgtc tgcccatgtc ctgcctgaaa taccatgatt gtttatggaa 



<210> 2781 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2781 

ttccttttag gtatattgcg ctaagtgaaa cttgtcaaat aaatcctcct 



<210> 2782 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2782 

gtcttgactt tggcaaatga gccggagccc cttgggcagg tcacacaacc 



<210> 2783 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2783 

gatacagagt tgtccttgga ggatggagac aggtgcaagg ccaagatgtg 



<210> 2784 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2784 

tcccatgatg gaagtctgcg taaccaataa attgtgcctt tctcactcaa 



<210> 2785 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2785 

tctacatgtc ttgggggcgg gctcaaattc ttcgaaagtg gttggattaa 



<210> 2786 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2786 

acctgttatc ctttgtagag cacacagagt taaaagttga atatagcaat 

<210> 2787 

<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2787 

tgagcttctc cagcagtgcg ggtcctgggc tcctgaaggc ttattccatc 50 

<210> 2788 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2788 

gcatgtcctc atcctttcct gccataaaag ctatgacacg agaatcagaa 50 

<210> 2789 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2789 

acccctcccc atgaacacaa gggttttatc ctttccttta aaaacagtgt 50 

<210> 2790 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2790 

tgcaaccaac tatccaagtg ttataccaac taaaaccccc aataaacctt 50 

<210> 2791 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2791 

atgcccagac aaaaagctaa taccagtcac tcgataataa agtattcgca 50 

<210> 2792 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2792 

tggcactgag aaacatgcaa gatacaggaa aaatgaaaat gttacaagct 50 

<210> 2793 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2793 

tctcaaagga gtaactgcag cttggtttga aatttgtact gtttctatca 50 
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<210> 2794 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2794 

gtcaaccttt gtgagaagcc gtatccactt cacaggataa aattgtccat 



<210> 2795 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2795 

atcfcccacag cccacccatc ccctgagcac actaaccacc tcatgcaggc 



<210> 2796 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2796 

tttcctgact cctccttgca aacaaaatga tagttgacac tttatcctga 



<210> 2797 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2797 

cctgcagtaa cccataggaa ataaactgta gagttccata ttctgcggcc 



<210> 2798 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2798 

tagaaagggt ttttatggac caatgcccca gttgtcagtc agagccgttg 50 



<210> 2799 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2799 

tgtgatgacg tgagatcaat aagaagaacc tagtctagag acaatgatgc 



<210> 2800 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2800 

gtgcttgctg tctctcccgg acacccttaa agactgtctt tttagcaaaa 
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<210> 2801 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2801 

aacattgttt ttgtatattg ggtgtagatt tctgacatca aaacttggac 5 0 

<210> 2802 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2802 

tgtgtaactg gattccttgc atggatcttg tatatagttt tatttgctga 50 

<210> 2803 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2803 

caggacctcc aagccactga gcaatgtata accccaaagg gaattcaaaa 50 

<210> 2804 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2804 

gatctgaccc accagtttgt acatcacgtc ctgcatgtcc cacaccattt 50 

<210> 2805 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2805 

acaatctctg tccagcacct cttggttaaa taatgtatgc tgtgagacat 50 

<210> 2806 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2806 

tgcgtcttgt gaaattgtgt agagtgtttg tgagcttttt gttccctcat 50 

<210> 2807 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2807 

cttcggcctc cctggccctg ggttaaaata aaagctttct ggtgatcctg 



<210> 2808 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2808 

tgagcttgtg cttagtattt acattggatg ccagttttgt aatcactgac 



<210> 2809 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2809 

atttgaaatt ttctgcagca ttaaagctgg cgcttaataa gaataagtaa 



<210> 2810 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2810 

tcgcattctg tttcttgctt taaaagaaga gtaaagacaa gagtgttgga 



<210> 2811 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2811 

cctgccagtg tcagaaaatc ctatttatga atcctgtcgg tattccttgg 



<210> 2812 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2812 

ctgtcagcca aggtgcctga aacgatacgt gtgcccactc cactgtcaca 



<210> 2813 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2813 

gaagcggctg gcaactgaag gctggaacac ttgctactgg ataatcgtag 



<210> 2814 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2814 

tcgatcagtg ctcagagatt gtgaaatgca gtgttagctc cctgggattc 

<210> 2815 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2815 

aggacaaatc ttgttgtatt aacagcaggg tcacttctca ttttctttgc 

<210> 2816 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2816 

agtcgtattc tgtcacataa tattttgaag aaaacttggc tgtcgaaaca 

<210> 2817 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2817 

aggagggtgg gtggaacagg tggactggag tttctcttga gggcaataaa 

<210> 2818 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2818 

aggagggtgg gtggaacagg tggactggag tttctcttga gggcaataaa 

<210> 2819 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2819 

tgcacctcaa gattttaagg agataatgtt tttagagaga atttctgctt 

<210> 2820 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2820 

gcttatggtc cccagcattt acagtaactt gtgaatgtta agtatcatct 
<210> 2821 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2821 

cttgttttgt ttgtctctcc ttttcttttg ttactgttct tgctgctaga 50 



<210> 2822 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2822 

ttttggaaga ttttcagtct agttgccaaa tctggctcct ttacaaaaga 50 

<210> 2823 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2823 

tcaagaataa aaatgcctct ccagccttaa gtatttacat gctcccaggt 50 

<210> 2824 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2824 

tctggaaatg tgttataagc taggagaatc cctttggaca gtctttattt 5 0 

<210> 2825 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2825 

atttcctatc accatacttt tccatgtgaa aacctgagcc tatttctagt 50 



<210> 2826 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2826 

tggctgttgc tttgcttcat gtgtatggct atttgtattt aacaagactt 50 



<210> 2827 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2827 

atagccatcc tctttgcagt cctgttggtt gtgctcatcc tcttcctagt 50 
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<210> 2828 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2B28 

agggccaggg ctggtgtccc taaggttgta cagactcttg tgaatatttg 50 



<210> 2829 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2829 

gccgtgacaa tttgttcttt gatgtgattg tatttccaat ttcttgttca 50 



<210> 2830 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2830 

tggtatatac aactttcaga gcctcttgta tttggaaggc tggaagggcc 50 

<210> 2831 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2831 

gctactgcag ggtgaggaag aaggggaaga agattgatca aacagaatga 50 

<210> 2832 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2832 

tgtttcaagc ccttctgtaa aatatgaaga aaagtctctt agcattctgt 50 

<210> 2833 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2833 

ttctaaacac attcttgatc accaaacaac ttcagaaaga cagtgactgt 50 

<210> 2834 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2834 
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atctttgtga gcaattatgc tcccaaatct aagcaagtaa taaagaaggg 5 0 



<210> 2835 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2835 

tgtaaagttt gtacaatttg tcctgaagct ttgtgtttgg ctgcacctgc 50 



<210> 2836 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2836 

acagtataac tcctgaatgc tacttaaata aaccaggatt caaactgcaa 50 



<210> 2837 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2837 

agaagcagat tttcctgtag aaaaactaat ttttctgcct tttaccaaaa 50 



<210> 2838 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2838 

gagcttgctc cagattctga tgcatacggc tatattggtt tatgtagtca 50 



<210> 2839 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2839 

atgggtgtta tcacctagct gaatgttttt ctaaaggagt ttatgttcca 50 



<210> 2840 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2840 

acgtgcttct tggtacaggt ttgtgaatga cagtttatcg tcatgctgtt 50 



<210> 2841 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2841 

tgttgttgtt ggcaagctgc aggtttgtaa tgcaaaaggc tgattactga 

<210> 2842 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2842 

tcattgttcg cttctgtaat tctgaaaaac tttaaactgg tagaacttgg 

<210> 2843 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2843 

ccagtgctgt ttggtggtct gccttctttt taatggtatt ttcttcctca 

<210> 2844 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2844 

gccccaccat tcatcctgtc tgaaggtcct gggtttggtg tgaccgcttg 

<210> 2845 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2845 

ccgacaggtg ggcctgggag gaaaatgttt acatttttaa aggcacactg 

<210> 2846 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2846 

ggggtggacg cctctgcctt cacttgaaca caaatgtgct tcctataaaa 

<210> 2847 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2847 

ggcagccccc agtccctttc tgtcccagct cagttttcca aaagacactg 

<210> 2848 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2848 

ctgttaagca ctgttatgct cagtcataca cgcgaaaggt acaatgtctt 



<210> 2849 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2849 

atgggtttgg cttgaggctg gtagcttcta tgtaattcgc aatgattcca 



<210> 2850 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2850 

ttcagttttg ctttcaattt tatgtacctt agttctgagt tagacctgca 



<210> 2851 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2851 

aaggattatg aggaggttgg tgtgcattct gttgaaggag agggtgagga 

<210> 2852 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2852 

tcccttcctt ctgttgctgg tgtactctag gacttcaaag tgtgtctggg 

<210> 2853 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2853 

agttcattaa aaactgcaaa accaatctgt atcatgtacc aaactgactt 

<210> 2854 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2854 

tgcacgttcc tcctggttcc ttcgcttgtg tttctgtact taccaaaaat 
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<210> 2855 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2855 

tgccagacct ccttcctgac ctctgaggca ggagaggaat aaagacggtc 50 

<210> 2856 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2856 

agtcccaagg gtgttttgtt actgttttct ccatgaataa actcacttga 50 

<210> 2857 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2857 

attaatgtca tttctggaag tgtgaaaatg ttaatgttca acaagcaaca 5 0 

<210> 2858 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2858 

gcgggtgggc cgagcagtgt ggacatcagc cactttttat attcatgtac 50 

<210> 2859 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2859 

ccactgagaa ctaaatgctg taccacagag ccgggtgtga actatggttt 50 

<210> 2860 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2860 

aaacaatcgc tccgggctca gggctgcgcg gctcttccct tcattccatg 50 

<210> 2861 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2861 

tgtcctctgt tcaattccta acgcaaacta caataaatgg tgacacacgt 50 
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<210> 2862 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2862 

agcacctaag gagcttgaat cttggttcct gtaaaatttc aaattgatgt 



<210> 2863 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2863 

accaacactg tcccaaggtg aaatgaagca acagagagga aattgtacat 



<210> 2864 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2864 

tgtcagccat ttcaatgtct tgggaaacaa ttttttgttt ttgttctgtt 



<210> 2865 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2865 

agagcttgat cgccagtgga agaagattag tgcaatcatt gagaagagga 



<210> 2866 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2866 

tttccctctt ccctgacctc ccaactctaa agccaagcac tttatatttt 



<210> 2867 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2867 

ggcaggtgac cattggcaca cgctagaagt ttatggcaga gctttacaaa 

<210> -2868 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2868 

ctgtttgtag ataggttttt tatctctcag tacacattgc caaatggagt 50 

<210> 2869 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2869 

gctcacctat ttgggttaag catgccaatt taaagagacc aagtgtatgt 50 

<210> 2870 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2870 

tagactcatt gtaagttgcc actgccaaca tgagaccaaa gtgtgtgact 50 

<210> 2871 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2871 

caaacctttc tggcctgtta tgattctgaa catttgactt gaaccacaag 50 

<210> 2872 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2872 

gggaaagtat agcatgaaac cagaggttct cagaatgacc gtaagatagc 50 

<210> 2873 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2873 

agtcctgtgt gcttccctct cttatgactg tgtccctggt tgtcaataaa 50 

<210> 2874 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2874 

atcttcagaa tcagttaggt tcctcactgc aagaaataaa atgtcaggca 50 

<210> 2875 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2875 

cttctggcac ccctggggtt caatactgga agtgccttat ttaaccagac 50 



<210> 2876 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2876 

ggtctttagc ctccaccttg tctaagcttt ggtctataaa gtgcgctaca 50 



<210> 2877 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2877 

tgatgatatg acatctggct aaaaagaaat tattgcaaaa ctaaccacga 50 



<210> 2878 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2878 

tccaaagcag tctccactgt tgttgtgact acagctccgt ctcctaaaca 50 



<210> 2879 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2879 

attgtcacca ggttggaact cttgcctctg tgaggatgcc ttctctactg 50 



<210> 2880 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2880 

ttttctttgt atatttctag tatggcacat gatatgagtc actgcctttt 50 



<210> 2881 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2881 

tgaccttcat gataccagtg agaagccagg ctagagaaat aaaatcctga 5 0 



<210> 2882 



426/1427 



WO 02/057414 



PCT/US01/47856 



<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2882 

acggattggt taaaaaatgc ttcatatttg aaaaagctgg gaattgctgt 50 

<210> 2883 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2883 

gtctctctcc attgtgttcc gatccatttc tgtgtgttcc cccaaccttt 50' 

<210> 2884 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2884 

gccactgcca taacttgttt gtaaaagagc tgttcttttt gactgattgt 50 

<210> 2885 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2885 

gaacattgcc cagcactacg gcatgtcgta cctcctggag accctggagt 50 

<210> 2886 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2886 

atcttcattg ggggattgag cagcatttaa taaagtctat gtttgtattt 50 

<210> 2887 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2887 

ttataaccga gggctggcgt tttggaatcg aatttcgaca gggattggaa 50 

<210> 2888 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2888 

ttcccagcat cagccttaga acaagaacct taccttcaag gagcaagtga 50 
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<210> 2889 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2889 

ccagattttc cccaaacttg cttctgttga gatttttccc tcaccttgcc 50 



<210> 2890 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2890 

aaccaaggag ttttccccgt ttgtaaaaag acattgtaga taattgaatg 50 



<210> 2891 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2891 

accatgttct ttcgttaaag atttgcttta tacaagattg ttgcagtacc 50 



<210> 2892 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2892 

cacatctgct tccactgtgt tcccacgggt gccatgaagt gtgtgaggag 50 



<210> 2893 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2893 

cgcactactt cacctgagcc acccaaccta aatgtactta tctgtcccca 50 



<210> 2894 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2894 

gggcggcccg gagccagcca ggcagtttta ttgaaatctt tttaaataat 50 



<210> 2895 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2895 
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ctctccaaga gtattattaa cgctgctgta cctcgatctg aatctgccgg 50 

<210> 2896 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2896 

tccctaatag aaagccacct attctttgtt ggatttcttc aagtttttct 50 

<210> 2897 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2897 

agtactgctt ttgtatgtat gttgaacagg atccaggttt ttatagcttg 50 

<210> 2898 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2898 

cactttctat cctctgtaaa ctttttgtgc tgaatgttgg gactgctaaa 50 

<210> 2899 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2899 

gaagaatggg caaagaagta atcatgtagt tgaagtctgt ggatgcagct 50 

<210> 2900 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2900 

caaaggttct tgagactctt gatatttctg tcttctcctt gtgctttcct 50 

<210> 2901 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2901 

ccgatggatc tacagttgca atgagaagca gaagttactt cctcaccagc 50 

<210> 2902 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2902 

ttcctgcata actcaatctg aaccaaggat tgtagtttag ttttcctcct 



<210> 2903 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2903 

gcagggtggt ggtattctgt catttacaca cgtcgttcta attaaaaagc 



<210> 2904 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2904 

gcactttttg tttgaatgtt agatgcttag tgtgaagttg atacgcaagc 



<210> 2905 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2905 

gcaagaaata ttccattgaa atattgtgct gtaacatggg aaagtgtaaa 



<210> 2906 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2906 

gccaacactg tctgtctcaa atactgtgct gtgagttgtt tcaataaagg 



<210> 2907 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2907 

gacctcatct ccaagatgga gaagatctga cctccacgga gccgctgtcc 



<210> 2908 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2908 

ctttactaaa aaagaagcac ctgagtggtc taagaaacaa aagatgaaga 



<210> 2909 
<211> 50 
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<212> OTA 

<213> Homo sapiens 

<400> 2909 

gcctggaaga ctctgaagga gcgtgagagc atcctgaagc tgctggatgg 50 



<210> 2910 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2910 

caggaggaag ctctggccct tgtattacac attctggaca ttaaaaataa 50 



<210> 2911 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2911 

gccttttgag tctttccgat acchgagttt ttatgcttat aatttttgtt 50 



<210> 2912 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2912 

ttaagctgag gatacaacca ggaaatgcaa cggtgtcaga ttgtgttcaa 50 



<210> 2913 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2913 

tctacccatt tcctgaggcc tgtggaaata aacctttatg tacttaaagt 50 



<210> 2914 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2914 

agcaataaac tctggatgtt tgtgcgcgtg tgtggacagt cttatcttcc 50 



<210> 2915 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2915 

agctgttgat gctggttgga caggtttgag tcaaattgta ctttgctcca 50 
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<210> 2916 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2916 

aggtgacatt tcccaccctg tgcccgtgtt cccaataaaa acaaattcac 

<210> 2917 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2917 

ctgtggctga ctgtaatact gtacaactgt ttctgaccat taaatgctgt 



<210> 2918 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2918 

acatatgcag acctgacact caagagtggc tagctacaca gagtccatct 



<210> 2919 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2919 

tgacttcaca gacatggtct agaatctgta cccttaccca catatgaaga 

<210> 2920 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2920 

cccagtctct gtcagcactc ccttcttccc ttttatagtt catcagccac 

<210> 2921 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2921 

tgactgagta cccctttagt gagtacccct ttagtgctat atttgtgcca 

<210> 2922 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2922 

tgccttttga gcaaataggg aatctaaggg aggaaattat caactgtgca 
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<210> 2923 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2923 

gcggggccgg ggggactctg gtatctaatt ctttaatgat tcctataaat 50 

<210> 2924 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2924 

acaactttct gtacaatatt gattcccatc tggcatattc taatcaggtt 50 

<210> 2925 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2925 

ttttacaagg aaggggtagt aattggccca ctctcttctt actggaggct 50 

<210> 2926 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2926 

aacaacatta acttgtggcc tctttctaca cctggaaatt tactcttgaa 50 

<210> 2927 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2927 

acagccgagt cctgcatcag ccctttatcc tcacacgctt ttctacaatg 50 

<210> 2928 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2928 

gtcaaggcta agtcaaatga aactgaattt taaacttttt gcatgcttct 50 

<210> 2929 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2929 

aaacgacatg aaggtagatg aagtccttta cgaagactcg tcaacagctt 



<210> 2930 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2930 

cccaatacca agaccaactg gcatagagcc aactgagata aatgctattt 



<210> 2931 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2931 

gggtctatac agagtcaata tattttttca gagaaagtta gttcggctcg 



<210> 2932 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2932 

ccagaaagtg tgggctgaag atggttggtt tcatgtgggg gtattatgta 



<210> 2933 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2933 

tccaaccttg agatccagtg tcaggagttc tctattcctc ccaactctga 



<210> 2934 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2934 

tggcacagaa aagggaccaa gtttaaaaaa gggttttaaa tgtaatgaga 



<210> 2935 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2935 

ggggtaggtt ggttgttcag agtcttccca ataaagatga gtttttgagc 



<210> 2936 
<211> 50 
<212> DNA 
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<213> Homo sapiens 
<400> 2936 

tgggcatagg gacccatcat tgatgactga tgaaaccatg taataaagca 50 

<210> 2937 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2937 

attttcctac agccctttgt acttcaaaat atgtttttgt gtccatcagt 50 

<210> 2938 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2938 

tcagcactaa ctaaataaat ttgttggttc agttgtactt gtcctgcaaa 50 

<210> 2939 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2939 

agagggtgga tcacacctca gtgggaagaa aaataaaatt tccttcaggt 50 

<210> 2940 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2940 

tgtgtaagtc tgcctaaata ggtagcttaa acttatgtca aaatgtctgc 50 

<210> 2941 

<2X1> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2941 

tcctttctgc ttagtgaatg aatactggaa tccatctgtg ttgatacaat 50 

<210> 2942 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2942 

gcaataccaa gagaaaatgc acaaatatca ctggatggag atgtcacatt 50 
<210> 2943 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2943 

tggggatctc agggccagga gttatgtttt gatttggaat tttaattatt 50 



<210> 2944 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2944 

ccagtaactt cgctctgtta gaggtggagg attttcctat gttcccccca 50 



<210> 2945 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2945 

tgctgaaaag attgtacttt gtgatcccaa tcagagggat ggagctaatc 50 



<210> 2946 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2946 

tcagactgct gagaaggaag aatttgaaca tcaacagaaa gagctggaga 50 



<210> 2947 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2947 

tgggcagctt gggtaagtac gcaacttact tttccaccaa agaactgtca 50 



<210> 2948 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2948 

tgtgaaagtg tggaatggaa gaaatgtcga tcctgttgta actgattgtg 50 



<210> 2949 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2949 

ctaatttcag tgcttgtgct tggttgttca gggccatttc aggtttgggt 50 
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<210> 2950 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2950 

agctagcaga tcgtagctag tttgtattgt cttgtcaatt gtacagactt 50 

<210> 2951 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2951 

atgggccagg cagagaacag aactggaggc agtccatcta gggaatggga 50 

<210> 2952 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2952 

gtttcctttt tgggtgaaat ggatttatgt gagtgcttta aacaaatagc 50 

<210> 2953 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2953 

gaacaatgga gccagctgaa ggaacagatt tctgacatag atgacgcagt 50 

<210> 2954 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2954 

cgtcccctct ccccttggtt ctgcactgtt gccaataaaa agctcttaaa 50 

<210> 2955 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2955 

gagcacccag agggattttt cagtgggaag cattacactt tgctaaatca 50 

<210> 2956 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2956 
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agcacagatg gtgcaatact ttccttcttt gaagagatcc caaagttagt 



<210> 2957 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2957 

tggaagaatg tacagcttat ggacaaatgt acaccttttt gttactttaa 



<210> 2958 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2958 

ttttggagca aaaactatgg gttgtaattt gaataaagtg tcactaagca 



<210> 2959 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2959 

ttcagcagga aaatgattca atttttaaac aaaatgtaac agatggcagt 



<210> 2960 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2960 

aagtagccaa gctaagatgc ctggctgggc ttctgaggaa ttaatacact 



<210> 2961 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2961 

ctgaccgcca ctctcacatt tgggctcttc gctggccttg gtggagctgg 



<210> 2962 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2962 

tgcattgtgt agctagtttt ctggaaaagt caatctttta ggaattgttt 



<210> 2963 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2963 

acagctatac tttgttgtgt aatgttatgg ttccctttct gtaaaatgtt 50 

<210> 2964 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2964 

gacaggatcc cccagagacc ccatttgcct ctcaacactc agaccttcaa 50 

<210> 2965 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2965 

tttggtttaa aatgtaagat aggaaaatgt tggatatttg aggccatgct 50 

<210> 2966 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2966 

aatctacatt ttcttaccag gagcagcatt gaggtttttg agcatagtac 50 

<210> 2967 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2967 

actaacccac gattctgagc cctgagtatg cctggacatt gatgctaaca 50 

<210> 2968 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2968 

ttattctgcg tccccttctc caataaaaca agccagttgg gcgfcggttat 50 

<210> 2969 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2969 

tccttcccac tctctccaac atcacattca ctttaaattt ttctgtatat 50 

<210> 2970 
<211> 50 
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<212> DNA 

<213> Homo sapiens 

<400> 2970 

agtcccaaaa aagccttgtg aaaatgttat gccctatgta acagcagagt 



<210> 2971 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2971 

aggggagggc actacacttc cttgagagaa accgctgtca ttaataaaag 



<210> 2972 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2972 

aggctgfcaga aggaaatata ccttaacagg ctgatttgga gtgacccaga 



<210> 2973 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2973 

accagttacc caaaatctga ttagaagtat aaggtgctct gaagtgtcct 



<210> 2974 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2974 

tgaggcttgt gaggccaatc aaaataatgt ttgtgatctc tactactgtt 



<210> 2975 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2975 

cagttcccaa ggacttgtca tttcatgttc ttattttaga cctgttttgt 



<210> 2976 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2976 

accactagaa gattccggga acgttgggag tcacctgatt ctgcaaagat 
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<210> 2977 

<211> 50 

<212> DNA 

<2i3> Homo sapiens 

<400> 2977 

gtcaagctga ccttgctgat ggtgacattg cacctggatg tactatccaa 50 

<210> 2978 

<211> 50 

<212> DMA 

<213> Homo sapiens 

<400> 2978 

acagctcaag taccctaatt tagttctttt ggactaatac aattcaggaa 50 

<210> 2979 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2979 

gatgacgctg ggcacagagg gtcaggtcct gtcaagagga gctgggtgtc 50 

<210> 2980 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2980 

aacatctctc ttctccttcc caactactgc atgaagaaat tctacttcca 50 

<210> 2981 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2981 

ttcctgcctg gattatttaa aaagccatgt gtggaaaccc actatttaat so 

<210> 2982 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2982 

tgctacattt ccaaggtgaa gatgtgtggg cacatgttat ggcagattga 50 

<210> 2983 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2983 

acaaccatca acattgctgt tcaaagaaat tacagtttac gtccattcca 50 
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<210> 2984 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2984 

cccacccata ggccctgtcc atacccatgt aaggtgttca ataaagaaca 

<210> 2985 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2985 

actcttcagg agcttggcat catggactgt taatgtatgt gattttcccc 



<210> 2986 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2986 

ggtcaagggt gtcctccact ctttaacagc tgctggacag acacattaga 

<210> 2987 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2987 

gcaacttcat gtcaactttc tggctcctca aacagtaggt tggcagtaag 

<210> 2988 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2988 

ccaagtggag acggggatgg ggaaaaatac tgattctgtg gaaaataccc 

<210> 2989 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2989 

tgtgtaatgt acctgtcagt gcctccttta ttaaggggtt ctttgagaat 

<210> 2990 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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<400> 2990 

gcaggggctc cagcaacaaa aaagaaacag caacagaaaa agaagaaagg 50 

<210> 2991 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<40Q> 2991 

agactcactt accctcttgg aaagctggta cagaaggaag tctgtggctg 50 

<210> 2992 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2992 

cctggtcatt ggtggatgtt aaacccatat tcctttcaac tgctgcctgc 50 

<210> 2993 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2993 

aatgaattgg cctggctacc actgtggtcg cgtgctacag gtttgacaaa 50 

<210> 2994 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2994 

ttgatttgcc ataagtcttc ccttgcttgc atcttccaaa gctatttcga 50 

<210> 2995 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2995 

agtgaagtta cagtggaaat gagtggaggg ggattgtctt tcaacgcagc 50 

<210> 2996 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2996 

gcttggtcat tatgaaccag gtgagcaatg cctacctata ccgcaagagg 50 

<210> 2997 
<211> 50 
<212> DNA 



443/1427 



WO 02/057414 



<213> Homo sapiens 
<400> 2997 

aaggcactga aaatataaaa ggactggtag tttactgatg tagatgtgaa 



<210> 2998 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2998 

gcagaaaagg ggaactcatt tagctcacga gtggtcgagt gaagattgaa 



<210> 2999 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 2999 

tatcttgaga cgccttacaa atgatggagg attccaaaga gtttttgttt 



<210> 3000 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3000 

aaaatgttgt tgtgtacata ccatgctttc aatgttggct tccaagtttt 



<210> 3001 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3001 

ggtagaatgt gctcttctat atctactcct caataaagca tgttctctgc 



<210> 3002 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3002 

ccacaagagg atttaaggga ggaatgttta taggacacac acacaaaagc 

<210> 3003 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3003 

ctccagcagg gtcagccatt cacacccatc cactcacctc ccattcccag 



<210> 3004 
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<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3004 

aaactggcag aatgtccggg ccttatatat caagagcacc atgggcaagc 50 

<210> 3005 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3005 

aacacacagt gtttatgttg gaatcttttg gaactccttt gatctcactg 50 



<210> 3006 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3006 

tgggagtgag gatgggaatg ctgtatctgt ggaagtcatg ttatactgga 50 



<210> 3007 

<211> SO 

<212> DNA 

<213> Homo sapiens 

<400> 3007 

tgcttagatc actgcagctt ctaggacccg gtttctttta ctgatttaaa 50 



<210> 3008 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3008 

ctgaactacc aaatagctgt gggctttctg gaactgctgg ctgggttgct 50 

<210> 3009 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3009 

gctctgtgac tttaagagaa gaagggggga ggggtcccgg attttatgtt 50 

<210> 3010 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3010 

agaaatgtcc ttctttcact ctgcatcttt cttttctttg agtcgttttt 50 
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<210> 3011 

<211> 50 

<212> DNA 

.<213> Homo sapiens 

<400> 3011 

tccagataaa gcaagaatag ttgcaagaag taaattctgg cacaaagcgt 



<210> 3012 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3012 

cccacaatgg ctttgattat gatttccccc tgctgtgtgc cgagctgcgg 

<210> 3013 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3013 

aaattacaga aacatgttaa aggccggaca aaggaaagac aataaaatca 



<210> 3014 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3014 

gaagtacgcg gtcaaggcct gaggggcgca ttgtcaataa agcacagctg 

<210> 3015 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3015 

tctacagcca tgtcctattc cttgatcatc caaagcacct gcagagtcca 

<210> 3016 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3016 

aatgtagctt aatcataatc tcacactgaa gattttgcat cacttttgct 

<210> 3017 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3017 
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tgatgatgat gttcaaagag aaagaaatgg agtgattcag cacacaggcg 



<210> 3018 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3018 

gccaccagcc aagcaacccc ctaaaacatt catatctagg cagtattttg 



<210> 3019 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3019 

gcctttacca tgttctctcc acatccgtaa ataaacttcc ttcactacaa 

<210> 3020 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3020 

ccacacctgg cgagtaggcc aagaaggaaa atctgacgaa taaagacccc 

<210> 3021 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3021 

gggctgagcc ccgcccagct cccctccaca ataaacgctg tttctccttg 



<210> 3022 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3022 

tttctcagcc tacaaattgt gtctatacat ttctaagcct tgtttgcaga 

<210> 3023 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<400> 3023 

gagcccaccc ccagcacccc catctgttaa taaatatctc aactccaaaa 

<210> 3024 

<211> 50 

<212> DNA 

<213> Homo sapiens 
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